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Preface

Public Health Microbiology: Methods and Protocols is focused on microorganisms
that can present a hazard to human health in the course of everyday life. There are
chapters dealing with organisms that are directly pathogenic to humans, including
bacteria, viruses, and fungi; on organisms that produce toxins during growth in their
natural habitats; on the use of bacteriocins produced by such organisms as lactobacilli
and bifidobacteria; as well as several chapters on hazard analysis, the use of
disinfectants, microbiological analysis of cosmetics, and microbiological tests for
sanitation equipment in food factories. Additional chapters look at the use of animals
(mice) in the study of the various characteristics of milk and their relationships with
lactic acid bacteria in particular. Other chapters focus on special methods for
determining particular components of milk.

In particular, in Parts I and II, on bacterial and viral pathogens, special attention is
given to methods for PCR detection of genes with resistance to tetracycline, as well as
to Salmonella enterica; for identification and typing of Campylobacter coli; for
detection of the abundance of enteric viruses, hepatitis A virus, and rotaviruses in
sewage, and of bacteriophages infecting the O157:H7 strain of Escherichia coli.

Part I1I offers methods for computerized analysis and typing of fungal isolates, for
isolation and enumeration of fungi in foods, and for the determination of aflatoxin and
zearalenone.

Important pathogens discussed in Part IV include Legionella, amoebae, fungal
conidia, and yeasts (by flow cytometry), Cryptosporidium parvum, and Erysipelothrix
rhusopathiae. Protocols for the separation of pathogenic organisms from
environmental matrices by immunomagnetic methods are also included here.

Part V describes methods for spectrophotometric determination of histamine in fish
processing and the antimicrobial effects of flavonoids from Tagetes species in
Argentina.

The uses of animals (mice) in studies of various characteristics of lactobacilli are
covered in the six chapters of Part VI, and Part VII includes special methods of
analysis.

The final part of Public Health Microbiology: Methods and Protocols includes three
very important reviews, one on the microflora of the intestinal tract, another on the
relation of the spread of pathogens from livestock and poultry production by disposal
of manure and similar wastes on agricultural land, and finally, a review of the threat to
public health by the prion-based diseases, the several forms of transmissible
spongiform encephalopathies, that is, mad cow disease, scrapie in sheep, wasting
disease in elk and mule deer, and Creutzfeld-Jacob disease in humans. In actuality, all
three animal conditions may be transmissible to humans. Chapters 51 and 52, in
particular, should be required reading for all public officials, at all levels of
government, who have a responsibility for public health.

v
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Detection of Tetracycline Resistance Genes by PCR Methods

Rustam I. Aminov, Joanne C. Chee-Sanford, Natalie Garrigues,
Asma Mehboob, and Roderick I. Mackie

1. Introduction

Rapid, accurate, and sensitive determination of antibiotic resistance profiles of vari-
ous human and animal pathogens becomes a vital prerequisite for successful therapeu-
tic intervention in the face of the increased occurrences of drug-resistant bacterial
infections. The current methods, which are dependent on cultivation of pathogens and
phenotypic expression of antibiotic resistance, usually require excessive time, special
microbiological equipment, and qualified personnel. However, even with all these req-
uisites, for example, no bacteria can be grown from more than 80% of all clinical
samples sent to clinical microbiology laboratories (1). Besides the cultivation limita-
tions, the cultivation-based determination of an antibiotic resistance profile lacks the
genotypic information, which is essential for understanding the epidemiology and
routes of transmission of antibiotic resistance genes. These genes often reside on
mobile genetic elements and can move freely between commensal and pathogenic
microbiota, occurring even between taxonomically distant clinical and environmental
microbiota. Therefore, development of genotyping methods for detection of antibiotic
resistance genes is highly desirable for fast, accurate, and sensitive detection of antibi-
otic resistance genes in a broad range of pathogenic and commensal bacteria in both
clinical and environmental samples.

As a model for our studies we have chosen the genes conferring resistance to tetra-
cyclines. Tetracyclines belong to a family of broad-spectrum antibiotics that include
tetracycline, chlortetracycline, oxytetracycline, demeclocycline, methacycline, doxy-
cycline, minocycline, and a number of other semisynthetic derivatives (2). These anti-
biotics inhibit protein synthesis in Gram-positive and Gram-negative bacteria by
preventing the binding of aminoacyl-tRNA molecules to the 30S ribosomal subunit
(3). The antibiotics of this group were introduced in the late 1950s and since then have
been widely used in clinical and veterinary medicine, as well as for prophylaxis and
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growth promotion in food animals. Because of the possible misuse and overuse of
these drugs, resistance to this class of antibiotics is widespread among many clinical
isolates, thus limiting the utility of tetracyclines in treating infections. Despite this
shortcoming, antibiotics of this class still remain in the active arsenal for dermatolo-
gists to treat skin infections such as acne (4) and rosacea (5). The local application of
high concentrations of doxycycline has been proposed for clinical management of
patients with periodontitis (6). Currently, the third generation of tetracyclines, the
so-called glycylcyclines, are in phase II clinical trials (2), but microbial resistance to
these novel antibiotics can already be seen among Salmonella isolates (7). Interest-
ingly, this resistance to glycylcyclines is mediated by the well-known tetracycline
resistance gene, tet(A), which has acquired an additional mutation conferring resis-
tance to novel antibiotics that have not yet been introduced into clinical practice. Thus,
routine monitoring for existing and novel tetracycline resistance genes may aid in
evaluating possible decreases in efficacy of third-generation tetracyclines caused by
spreading resistances.

Bacterial resistance to tetracycline is mediated mainly by two mechanisms includ-
ing protection of ribosomes by the synthesis of ribosomal protection proteins (RPPs),
which share homology with the GTPases involved in protein synthesis, namely, EF-Tu
and EF-G (8-14), and by the energy-dependent efflux of tetracycline from the cell
(3,12,15). A third mechanism, enzymatic inactivation of tetracycline, is relatively
uncommon and functions only during heterologous expression in E. coli (16). This
reaction requires the presence of oxygen and NADPH and is not functional in the
natural anaerobic host (Bacteroides). The first nomenclature for tetracycline resis-
tance determinants was proposed in 1989 (17), and a recent update appeared in 1999
(18). Phylogeny-based classifications of the RPP genes allowed the identification of
nine classes: TetB P, TetM, TetO, TetQ, TetS, TetT, TetW, Tet 32, and otrA (19,20).
The second mechanism of tetracycline resistance, efflux of tetracycline from the cell,
is mediated by transporters, which share a common structure with the 12 or 14 trans-
membrane segments (12-TMS and 14-TMS) and belong to the major facilitator super-
family (MFS) (21,22). The 12-TMS permeases are found almost exclusively in
Gram-negative bacteria and they uniformly catalyze drug/H* antiport (21). Recent
phylogenetic analysis has suggested that the fet subcluster includes 11 genes cata-
lyzing the efflux of tetracycline from the cell: tet(A), tet(B), tet(C), tet(D), tet(E),
tet(G), tet(H), tet(J), tet(Y), tet(Z), and tet(30) (23).

Genotyping of antibiotic resistance genes can be done by hybridization with any of
the known fet genes or by polymerase chain reaction (PCR). A hybridization approach
is time-consuming and is less sensitive when one is working with environmental or
clinical samples. Based on the phylogenetic analysis of tetracycline resistance genes,
we have developed PCR primer sets suitable for detection and tracking of these genes
in various bacteria and environmental samples (19,23,24) as well as for quantification
of these genes in a variety of bacterial isolates and samples (unpublished data). This
PCR-based approach can be easily automated and scaled up, and a similar detection
approach can be adapted for detection of other, more clinically relevant, antibiotic
resistance genes.
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2. Materials

1.

10.
11.
12.
13.

14.

15

Depending on the type of samples used for PCR analysis, genomic DNA can be isolated
using the kits from Mo Bio Laboratories (Solana Beach, CA, www.mobio.com):

From tissues, bones, and cell cultures: UltraClean™ Tissue DNA Kit.

From whole blood: UltraClean BloodSpin Kit or UltraClean™ Blood DNA Kit.
From plant tissue: UltraClean Plant DNA Kit.

From soil samples: UltraClean Soil DNA Kit.

From water and urine samples: UltraClean Water DNA Kit.

From fecal samples: UltraClean DRY Soil DNA Kit for fecal samples.

From microorganisms: UltraClean Microbial DNA Kit.

. From forensic samples: UltraClean Forensic DNA Kit.

S0 om0 B0 o

Additional equipment for genomic DNA isolation using these kits includes a vortex with
a flat-bed pan for processing of multiple samples and a microcentrifuge.

PCR primers for detection of the RPP genes (Table 1) or tetracycline efflux pump genes
of Gram-negative bacteria (TEPGNB) (Table 2) are synthesized commercially on a
50-nmol scale (high performance liquid chromatography [HPLC] purified). For PCR-
denaturing gradient gel electrophoresis (DGGE) analysis, the forward or reverse primer
is synthesized with a GC clamp (CGCCCGGGGCGCGCCCCGGGCGGGGCGGGGGC
ACGGGGGQ) attached to the 5'-end.

Takara Ex Taq™ DNA polymerase kit (Takara Shuzo, Japan).

Agarose gel electrophoresis buffer: 45 mM tris-borate, 1 mM EDTA, pH 8.0. This buffer
should not require pH adjustment. The 10X stock is stored at room temperature and is
used at a working strength of 0.5X.

Agarose gel sample loading buffer (6X): 40% (w/v) sucrose in water and 0.5% (w/v)
Orange G (Sigma). This dye migrates as a DNA fragment of approx 50 bp.

Agarose gel stain solution: 0.5 mg/L (w/v) ethidium bromide in water. Alternatively, for
faster results, the fluorescent dye GelStar® (FMC Bioproducts, Rockland, ME) can be
incorporated into the agarose gels at a 1:10,000 dilution (v/v).

100-bp DNA Ladder (Promega).

DGGE buffer: 40 mM Tris-acetate, ]| mM EDTA, pH 8.0. The 50X stock solution is
stored at room temperature and is used at a working strength of 1X.

DGGE sample loading buffer: 0.05% bromophenol blue, 0.05% xylene cyanol, and 70%
glycerol in sterile nanopure water.

GelBond PAG gel support films (FMC Bioproducts).

Freshly prepared silver stain solution: 0.1% AgNOj; in ddH,0.

Developing solution: 0.01% NaBH, and 0.4% v/v formaldehyde in 1.5% w/v NaOH.
QuantiTect SYBR Green PCR kit (Qiagen, Germany) or other high-sensitivity real-time
PCR kits based on quantification of amplified DNA by binding the SYBR Green fluores-
cent dye.

Control strains to generate the standard curves for quantification of tetracycline resis-
tance genes in the environmental samples or for determining the copy number of tetracy-
cline resistance genes in microbial cells (Table 3). These strains are also used as controls
in PCR and PCR-DGGE.

QIAquick Gel Extraction Kit (Qiagen).
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Table 1
PCR Primers Targeting the Ribosomal Protection Protein Genes
PCR annealing

Class Sequence temperature ~ Amplicon size
Primer pair targeted 5'-3 O (bp)
TetB/P-FW TetBP AAAACTTATTATATTATAGTG 46 169
TetB/P-RV TGGAGTATCAATAATATTCAC
TetM-FW  TetM ACAGAAAGCTTATTATATAAC 55 171
TetM-RV TGGCGTGTCTATGATGTTCAC
TetO-FW  TetO  ACGGARAGTTTATTGTATACC 60 171
TetO-RV TGGCGTATCTATAATGTTGAC
TetQ-FW  TetQ AGAATCTGCTGTTTGCCAGTG 63 169
TetQ-RV CGGAGTGTCAATGATATTGCA
TetS-FW TetS GAAAGCTTACTATACAGTAGC 50 169
TetS-RV AGGAGTATCTACAATATTTAC
TetT-FW  TetT AAGGTTTATTATATAAAAGTG 46 169
TetT-RV AGGTGTATCTATGATATTTAC
TetW-FW  TetW  GAGAGCCTGCTATATGCCAGC 64 168
TetW-RV GGGCGTATCCACAATGTTAAC
Tet32-FW  Tet32 TCGACCTACAGCGTGTTTACC 62 277
Tet32-RV CTAATAGTTCATCGCTTCCGG
3. Methods

3.1 Genomic DNA Isolation

Genomic DNA of sufficient purity for PCR amplification can be isolated using the
corresponding kits from Mo Bio (see Materials and Notes 1 and 2). Alternatively, if
there are difficulties in obtaining these kits, total genomic DNA can be isolated using
the following protocol:

1.

B w

To 200 mg of material (microbial or cell culture pellet, soil, plant tissue, or other sample),
in a 2-mL screw-top cryogen storage propylene plastic tube, add 0.1 g zirconium beads
(0.1-mm diameter), 700 pL lysis solution (50 mM Tris-HCI, 10 mM EDTA, 2% sodium
dodecyl sulfate [SDS], pH 8.0), and 700 uL Tris-buffered phenol, pH 8.0.

Shake the tubes (“homogenize” setting on a Mini Bead-Beater-8™ [Biospec Products,
Bartlesville, OK]) for 1 min and chill on ice for 2 min.

Repeat the previous step twice.

Centrifuge the tubes in a tabletop centrifuge at 10,000g for 5 min.

Transfer the upper water phase to a 2-mL microcentrifuge tube and extract with phenol-
chloroform-isoamyl alcohol (25:24:1) twice or until the interphase is clear.

Precipitate with ethanol, wash with 70% ethanol, dry, and dissolve in 50 uL of TE buffer
(10 mM Tris-HCI, 1 mM EDTA, pH 8.0) with 10 ug/mL RNaseA.

3.2. Conventional PCR Detection of RPP Genes

1.

On ice, combine the following components of the PCR mixture in a 200-uL thin-walled
PCR tube: 25 pmol of each primer, 1X ExTaq reaction buffer, 100 uM of each
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Table 2
PCR Primers Targeting tet Efflux Pumps of Gram-Negative Bacteria
PCR annealing/

Class Sequence extension temperature Amplicon
Primer pair targeted 5'- 3 (°O) size (bp)
TetA-FW  TetA GCG CGA TCT GGT TCA CTC G 61 164
TetA-RV AGT CGA CAG YRG CGC CGG C
TetB-FW  TetB TAC GTG AAT TTA TTG CTT CGG 61 206
TetB-RV ATA CAG CAT CCA AAG CGC AC
TetC-FW  TetC GCGGGATATCGTCCATTCCG 68 207
TetC-RV GCGTAGAGGATCCACAGGACG
TetD-FW  TetD GGA ATA TCT CCC GGA AGC GG 68 187
TetD-RV CAC ATT GGA CAG TGC CAG CAG
TetE-FW  TetE GTT ATT ACG GGA GTT TGT TGG 61 199
TetE-RV AAT ACA ACA CCC ACA CTA CGC
TetG-FW  TetG GCA GAG CAG GTC GCT GG 68 134
TetG-RV CCY GCA AGA GAA GCC AGA AG
TetH-FW  TetH CAG TGA AAA TTC ACT GGC AAC 61 185
TetH-RV ATC CAA AGT GTG GTT GAG AAT
Tel]-FW TetJ CGA AAA CAG ACT CGC CAA TC 61 184
Tet]-RV TCC ATA ATG AGG TGG GGC
TetY-FW  TetY ATT TGT ACC GGC AGA GCA AAC 68 181
TetY-RV GGC GCT GCC GCC ATT ATG C
TetZ-FW  TetZ CCT TCT CGA CCA GGT CGG 61 204
TetZ-RV ACC CAC AGC GTG TCC GTC
Tet30-FW  Tet30 CAT CTT GGT CGA GGT GAC TGG 68 210
Tet30-RV ACG AGC ACC CAG CCG AGC

3.3.

deoxynucleoside triphosphate, 1.0 U of ExTaq DNA polymerase, and 200 ng of the puri-
fied DNA template, adjusted to a total volume of 20 uL.

Perform PCR amplification (25 cycles) with a GeneAmp PCR system 2400 (Perkin-
Elmer, Norwalk, CT) or a DNA Engine Thermocycler (MJ Research, Waltham, MA)
using initial denaturation at 94°C for 5 min, followed by cycling at 94° for 30 s, 30 s of
annealing (annealing temperatures are shown in Table 2), 30 s of extension at 72°C, with
final extension at 72°C for 7 min. Include positive (Table 1) and negative (e.g., a
noncomplementary template) controls for each pair of primers used.

A second, nested PCR can be performed using 1 UL of product from the first PCR as a
template and amplifying for 25 cycles as described above if PCR amplification fails ow-
ing to the presence of unidentified PCR-inhibiting substances.

Conventional PCR Detection of TEPGNB Genes

On ice, combine the components of the following PCR mixture in a 200-uL PCR tube: 25
pmol of each primer, 1X ExTaq reaction buffer, 100 uM of each deoxynucleoside triph-
osphate, 1.0 U of ExTaq DNA polymerase, and 125 ng of the purified DNA template,
adjusted to a total volume of 25 uL.



Aminov et al.

Table 3

Control Strains and Plasmids

Strains and plasmids tet gene  Reference/source
RPP genes

Clostridium perfringens JIR4202  tetB(P) 25
pFD310 tet(M) 26
pGEM-tetO tet(O) 27
pBT-1 tet(Q) 28
pVP2 tet(S) 29
pAT451 tet(S) 30
Streptococcus pyogenes A498 tet(T) 31
pGEM-tetW tet(W) 27
pGEM-tet32 tet(32) 20
Efflux genes

RP1 tet(A) 32
pRT11 tet(B) 33,34
pBR322 tet(C) 35
pUC119D tet(D) 36
pSL1504 tet(E) 37
pUC119G tet(G) 38,39
pVMI111 tet(H) 40
PVM6 tet(J) 41
plIE1122 tet(Y) Dr. E.
Tietze

pAGHDI tel(Z) 42
pZLEA4.5 tet(30) 43

. For detection of ret(C), tet(D), tet(G), tet(Y), and tet(30), perform a two-step PCR ampli-
fication consisting of initial denaturation at 94°C for 5 min followed by 25 cycles at 94°
for 5 s and 10 s of annealing/extension at 68°C, with a final extension at 68°C for 7 min.
Include positive (Table 2) and negative (e.g., a noncomplementary template) controls for
each pair of primers used.

. For detection of ret(A), tet(B), tet(E), tet(H), tet(J), and tet(Z), perform a two-step PCR
amplification consisting of initial denaturation at 94°C for 5 min followed by 25 cycles at
94° for 5 s and 30 s of annealing/extension at 61°C, with a final extension at 61°C for 7
min. Include positive (Table 2) and negative (e.g., a noncomplementary template) con-
trols for each pair of primers used.

. A second, nested PCR can be performed using 1 pL of product from the first PCR as a
template and amplifying for 25 cycles as just described if amplification fails owing to the
presence of unidentified PCR-inhibiting substances.

. Analyze the PCR products by electrophoresis of 5-UL aliquots on a 2.5% (w/v) agarose
gel (NuSieve®, FMC Bioproducts) containing the fluorescent dye GelStar® (FMC
Bioproducts). If running the gel without the dye, stain it in the ethidium bromide or
GelStar solution after the run. The expected amplicon sizes are shown in Tables 1 and 2.
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3.4.

1.

S

10.
11.
12.

13.
14.

3.5.

. Amplify the control templates using the corresponding primer pairs (see Subheading

(O8]

b

PCR-DGGE

Perform PCR reaction as described earlier for the RPP and TEPGNB genes, but using a
primer pair with a GC-clamp on one primer (see Note 3).

Analyze a 5-uL aliquot by agarose gel electrophoresis to confirm that sufficient quanti-
ties of the desired amplicon are synthesized.

Assemble the vertical gel casting module of the Bio-Rad D-Code System (Hercules, CA)
including a GelBond PAG gel supporting film.

Form a 15-60% urea/formamide gradient (100% denaturant is equivalent to 7 M urea and
40% deionized formamide) in a 8% polyacrylamide gel (0.5X TAE buffer) using a Bio-
Rad Gradient Former.

Insert the comb and allow the gel to polymerize for 2 h.

Remove the comb and wash the pockets with the electrophoresis buffer.

Apply samples (1-10 uL), mount the gel module in the preheated electrophoresis tank of
the Bio-Rad D-Code System, and perform electophoresis at 60°C and 150 V for 2 h fol-
lowed by 200 V for 1 h.

After the run, remove the supporting film with the gel on it, rinse in ddH,O, and fix in a
solution of 10% ethanol and 0.5% acetic acid for 4 h to overnight with gentle shaking.
Rinse gel briefly in ddH,O0.

Shake gently in a solution of freshly prepared silver stain solution for 20 min.

Rinse gel briefly in ddH,0.

Incubate the gel in developing solution with gentle shaking until the desired intensity of
bands is obtained.

Rinse gel in ddH,0.

The gel can now be photographed or scanned. We usually capture and digitize the gel
images using the Bio-Rad system, which includes a GS-710 Calibrated Imaging Densito-
meter connected to a G3 Macintosh computer with the Diversity Database™ software.
Images can be saved in formats compatible with a number of other image software such
as Adobe® Photoshop®.

Quantitative Real-Time PCR of TEPGNB Genes

3.3., Tables 2 and 3, and also Notes 4 and 5).

Run a preparative agarose gel (TAE buffer, 0.8% agarose) electrophoresis with the whole
PCR mix applied.

Stain the gel with ethidium bromide.

Excise the band from the gel corresponding to the expected size amplicon while viewing
under long-wave UV light.

Extract DNA with the QIAquick Gel Extraction Kit.

Determine the molar concentration of the purified DNA spectrophotometrically. Serial
dilutions of this DNA will be amplified in parallel with the experimental samples using a
real-time PCR thermocycler and will be used for generating standard curves to quantify
the corresponding target genes in experimental samples.

For each sample: to QuantiTect SYBR Green master mix, add primers (at final concentra-
tion of 5 mM) and template, and then add RNase-free water from the kit to a final volume
of 100 nL. Distribute 25-uL aliquots to four tubes in a 96-well PCR plate.

Prepare other samples and control mixes as described in step 7. Seal the plate and per-
form PCR with initial denaturation/enzyme activation at 94°C for 10 min, followed by 45
cycles of two-step PCR consisting of 15-s denaturation at 94°C and 60-s annealing/exten-
sion at 61°C.
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9.

10.
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After the run, perform control analyses such as melting curve analysis and, if necessary,
analyze the samples by agarose gel electrophoresis to verify the amplicon sizes.
Quantify the target gene concentration in experimental samples based on standard curves
generated from the control zet templates.

4. Notes

1.

Some DNA preparations obtained with the Mo Bio kits may still contain the substances
inhibitory to PCR. If the concentration of your genomic DNA preparation is sufficiently
high, then the sample may be diluted to decrease the concentration of these substances.
Additional DNA purification may include phenol-chloroform-isoamyl alcohol (25:24:1)
extraction and gel filtration. As a control for the suitability of DNA for PCR amplifica-
tion, a PCR reaction with the universal bacterial primers 27f (5AGAGTTTGATCM
TGGCTCAG) and 1525r (AAGGAGGTGWTCCARCC) (44) can be performed.

In some cases, PCR amplification directly from samples (e.g., microbial isolates, tissue,
and other biomasses) may be used, omitting the DNA extraction step. In our hands, suc-
cessful amplification was done with the fresh colony biomass of laboratory Escherichia
coli strains, Streptococcus spp., Enterococcus spp., Salmonella spp., and lactic acid bac-
teria. For this, resuspend one-half of a 1-2-mm individual colony in 20 UL of sterile water
and use 1-2 uL of this suspension as a template for PCR amplification. The initial dena-
turation time at 94°C should to be extended to 10 min to allow better denaturation of
cellular proteins and more complete release of genomic DNA into a PCR mix. This labor-
and time-saving shortcut may be especially important when a large number of samples
need to be examined.

The DNA markers for PCR-DGGE of tetracycline resistance genes can be generated from
control strains (Table 3).

Real-time PCR is extremely sensitive, allowing detection of several target molecules in a
reaction, and care should be taken to reduce the possibility of contamination during all
steps, beginning with purity of reagents, preparation of genomic DNA, and mixing of the
PCR components. First, all solutions, water, and equipment for genomic DNA isolation
must be free of tetracycline resistance gene contamination. Many molecular biology labs
perform routine cloning with plasmids and strains that possess tetracycline resistance
markers, the most widely used being tet(C), tet(B), and tet(A). These genes may circulate
in the lab environment and air and may contribute to false-positive signals in real-time
PCR. All surfaces, pipets, tube stands, and so on have to be cleaned with 3% H,0, and
ethanol and then UV-irradiated. The use of aerosol-protected filter tips is highly recom-
mended. Second, genomic DNA isolation from samples and control strains should prefer-
ably be carried out separately to avoid crosscontamination. Third, mixing the components
for real-time PCR should, if possible, be performed in a designated UV-treated box.

. Albeit suitable for conventional PCR and PCR-DGGE, the TetC primer set (Table 2)

produced an additional low-molecular-weight amplicon in real-time PCR. Therefore, this
pair cannot be recommended for quantitative real-time PCR.
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Integron Analysis and Genetic Mapping
of Antimicrobial Resistance Genes in Salmonella enterica
serotype Typhimurium

Mairéad Daly and Séamus Fanning

1. Introduction

Antimicrobial resistance determinants may be transferred among bacteria via mobile
genetic elements including plasmids, transposons, and the more recently explored
integrons (I). Integrons are naturally occurring genetic elements found as part of the
Tn21 transposon family or located on various broad host-range plasmids (2). The fun-
damental integron structure consists of a 5'-conserved segment (5'-CS) of 1.4-kbp and a
2-kbp 3'-CS (3). Between these conserved regions are DNA sequences of variable length
and molecular complexity. These intervening sequences are known as gene cassettes,
and several have now been characterized (Fig. 1). Acquisition and dissemination of
these genes located within the integron structure, results in an increase in antimicro-
bial resistance (4).

Three classes of integron structure have been described. Class 1 integrons are of
principal importance in clinical isolates. The 5'-CS of class 1 integrons includes an int/ 1
gene of 1358 bp, which encodes a specific recombinase, a member of the DNA integrase
family (5). This gene contains the att/ recombination site, required for specifically
integrating gene cassettes (Fig. 1). Classes 2 and 3 also contain integrase genes (intl 2
and intl 3), with the former showing 40% sequence identity to those of class 1, and the
latter showing 61% (1). All three classes of integrons contain similar gene cassettes
from the same families, which suggests the existence of a common pool of gene cas-
sette with cross-specificity between the classes (1).

When the 3'-CS region is examined in detail, it contains several open reading frames
(ORFs). These include gacEA1, which confers resistance to quaternary ammonium
compounds, often associated with antiseptics, along with a sull gene expressing resis-
tance to sulphonamide antimicrobial agents. The sull gene encodes the enzyme
hydopteroate synthase. Transcription of the sull gene begins at a promoter located in
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Fig.1. Schematic representation of a class 1 integron structure. Several gene cassettes
(hatched box) have been found located between the 5'- and 3'-CS. Often, more than one open
reading frame (ORF) gene cassette can be found within the same integron, in the same orienta-
tion, and transcribed from a common promoter located proximal to the 5'-site of insertion.

the 5'-CS. The latter is also responsible for the transcription of the inserted gene
cassette(s) (6). Two additional ORFs, ORF-5 and -6, are located toward the distal end
of the 3'-CS. The gene product of ORF 5 appears to share some sequence similarity
with puromycin acetyltransferase, and this feature suggests a possible role in antimi-
crobial resistance (7). A biological function has yet to be ascribed to ORF-6.

Gene cassettes are discrete mobile DNA elements, which may exist as free, circu-
lar, nonreplicating DNA molecules (possibly) in transit from one genetic locus to
another (8). They usually contain one gene along with a recognition sequence known
as the 59-base element (59-be). The latter is a necessary component required for their
integration into the larger mobile elements (i.e., integrons). Examples of gene cassettes
commonly found in integrons include the aminoglycoside-modifying enzyme-encoding
genes ant (3")-1a, ant (2")-1a, aac (3')-1, and aac (6')-1b, the p-lactamase-encoding
genes, blapsg 1, blagxa.1» blaogxa.a, blagxa.s, and blacarp.3, genes conferring resis-
tance to chloramphenicol (cat, cml), and dfr genes resulting in resistance to
trimethoprim. Gene cassettes lack a functional promoter (9) and therefore cannot be
transcribed until they are correctly positioned within an integron (10). Pant, the integron
promoter responsible for controlling gene expression is located toward the 5'-end of the
attl site, 214 bases from the inner boundary of the 5'-CS (Fig. 1). Thus these unusual
genetic elements act as natural expression vectors (1,11).

Salmonalla enterica serotype Typhimurium is recognized as a significant human
pathogen. It is currently estimated that, of the 40,000 Salmonella isolates reported to
the Centers for Disease Control and Prevention (CDC), 8.5% are identified as sero-
type Typhimurium (12). These organisms are often simultaneously resistant to five or
more common antimicrobial agents including ampicillin (A), chloramphenicol (C),
streptomycin (S), sulphomamides (Su), and tetracycline (T). The increasing spectrum
of resistance among Salmonella Typhimurium, definitive type (DT)104, has led sev-
eral investigators to investigate the mechanism(s) of resistance acquisition. Antimi-
crobial resistance in S. Typhimurium DT204c and DT193 has been entirely attributed to
the presence of plasmids; however, DT104 represents an unusual case in that some of
the resistance determinants have become chromosomally integrated (13).

Resistance to sulfonamides when encountered is suggestive of the involvement of a
class 1 integron. This is a useful phenotypic indicator, as it is a property attributed to
class 1 integrons (as outlined above). Multiple drug-resistant (MDR)-DT104 of resis-
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tance (R)-type ACSSuT are often associated with the presence of two class 1 integrons,
containing gene cassettes of 1.0 and 1.2 kbp. The former gene cassette contains ant(3’)-
la, conferring resistance to aminoglycoside antibiotics, streptomycin, and specti-
nomycin; the 1.2-kbp gene cassette contains a blapgg | gene, encoding a [3-lactamase
enzyme conferring resistance to 3-lactam antibiotics including ampicillin. Fine genetic
mapping studies have located these structures to the chromosome of S. Typhimurium
DT104 within a highly conserved 10-kbp Xbal DNA fragment (13-15). This chromo-
somal region has been described as a multiresistant gene cluster consisting of two
integrons flanking an R-plasmid (16). Molecular analysis of antimicrobial resistance
indicated that the same gene cassettes accounted for MDR-DT104 isolates from diverse
geographical regions (14,17-20).

The inserted gene cassettes described above may be recovered by DNA amplifica-
tion using the previously characterized Intl F and Intl R primer set (2) (Table 1). In a
standard polymerase chain reaction (PCR), the complete amplification of any inserted
gene cassette(s) within a class 1 integron structure can be successfully achieved. A
typical result, for a DT104 isolate of R-type ACSSuT, is shown in Fig. 2 (lane 1). Two
intensely ethidium bromide-stained DNA fragments corresponding to the 1.0- and 1.2-
kbp amplicons outlined previously are detected after conventional agarose gel electro-
phoresis. These structures accounted for three (ASSu) of the five resistance traits
normally associated with MDR-DT104 isolates (see below). Larger amplicons (approx
1.6 kbp [Fig. 2, lane 2]) have also been identified in S. Typhimurium isolates includ-
ing phage types DT170a and -193. The amplicon shown in Fig. 2 (lane 2) contained
two resistance genes, dfrl and aadA, fused in a classical head-to-tail fashion (15).

Chloramphenicol acetyl transferases (CATs) are the enzymes most frequently
reaponsible for resistance to chloramphenicol. However nonenzymatic mechanisms
have also been described including efflux pumps, membrane transporter impermeabil-
ity, and ribosomal modifications. A cmlIA gene found in MDR-DT104 and recently
described by Briggs and Fratamico (14) encodes an exporter enzyme and not the more
common acetyltransferase. The floR gene, which belongs to the MDR efflux pump
family of proteins, was described (16) and is responsible for cross-resistance to
chloramphenicol and florfenicol. The floR gene is located downstream of the integron
containing the ant (3")-1a gene cassette. Distal to the floR gene are the tetRA genes
(class G tetracyclines). Tetracycline resistance arises as a result of the production of
an efflux pump. These resistance determinants are located on the integrated R-plas-
mid, outlined above.

The R-type pattern ACSSuT can therefore be accounted for by the presence of this
conserved MDR locus on a 10-kpb Xbal digested DNA fragment. However, addi-
tional resistances to trimethoprim and fluoroquinolones are now being encountered in
MDR-DT104 isolates (15). Trimethoprim resistance can arise owing to the presence
of a nonconjugative but mobilizable 4.6-MDa plasmid, which can also encode resis-
tance to sulphonamides (SuTp). Genes associated with trimethoprim resistance (includ-
ing those of the dfr gene family), expressing a dihydrofolate reductase enzyme, have
also been found in integrons (15). Considering the nature of integrons, this presents an
opportunity for trimethoprim resistance determinants to become chromosomally inte-



18 Daly and Fanning

Table 1
Sequence and Characteristics of Oligonucleotide Primers Used for PCR

PCR

Sequence Conc. per T-annealing

Primer 5' =3 reaction (pmol) % GC °O)
Intl1 F GGC ATC CAA GCA GCA AGC 25 61 55
Intl1 R AAG CAG ACT TGA CCT GAT 25 44 55
sull F CTT CGA TGA GAG CCG GCG GC 25 70 65
sull R GCA AGG CGG AAA CCC GCG CC 25 75 65
qac EA1IF  ATC G2CA ATA GTT GGC GAA GT 25 45 55
qac EAIR  CAA GCT TTT GCC CAT GAA GC 25 50 55
ant(3")-laF GTG GAT GGC GGC CTG AAG CC 25 70 65
ant(3")-laR ATT GCC CAG TCG GCA GCG 25 67 65
pse-1F CGC TTC CCG TTA ACA ACT AC 25 55 55
pse-1 R CTG GTT CAT TTC AGA TAG CG 25 45 55
dfrl F GTG AAA CTA TCA CTA ATG GTA GCT 25 37 65
dfrI R ACC CTT TTG CCA GAT TTG GTA ACT 25 42 65
floF ACC CGC CCT CTG GAT CAA GTC AAG 25 58 70
floR CAA ATC ACG GGC CAC GCT GTATC 25 54 70

grated. A larger second plasmid of 60-MDa is also found in DT104s of R-type
ACSSuT; however, this plasmid has not been linked with antimicrobial resistance but
rather contains virulence determinants (13,21). Salmonella plasmid virulence (spv)
genes are carried on this plasmid.

The presence of putative resistance islands can be investigated using a combination
of molecular approaches including pulsed-field gel electrophoresis (PFGE), Southern
blotting and probe hybridization experiments. PFGE is a useful molecular typing pro-
tocol, wherein the complete bacterial chromosome is investigated with a rare cutting
restriction endonuclease (22). The macrodigested DNA fragments produced must be
resolved by PFGE. These can then be denatured to yield single-stranded DNA frag-
ments and transferred by Southern blotting to nylon membranes. Selected molecular
probes for hybridization can be conveniently prepared by PCR, with the specific primer
sets outlined in Tables 2 and 3.

For example, when making the blapgr | probe, the primer set given was used to
amplify a segment of the pse gene from the gene cassette. In this case the int/ primer
set is not used for probe generation purposes, as the flanking sequences are common
among many gene cassettes and may lead to false-positive hybridization signals. Fur-
thermore, the PFGE profiles may also provide epidemiological data and can be ana-
lyzed to indicate the genomic relationships of isolates (Fig. 3A) prior to Southern
blotting. Suitably labeled molecular weight markers must be included for size deter-
mination, and these must be chosen depending on the type of hybridization and detec-
tion system used. When a digoxigenin (DIG)-labeling and detection system is used,
prelabeled molecular weight markers can be included in two or three gel lanes. Once
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Fig.2. Amplified gene cassettes of two representative strains of Salmonella enterica sero-
type Typhimurium. After PCR, 10 UL of the amplified reaction mixture was loaded into a 1%
(w/v) agarose gel in 1X Tris-EDTA-acetate (TAE) buffer containing 0.1 pg of ethidium bro-
mide per mL. Samples were horizontally electrophoresed at 80 V for 60 min. The lanes marked
M contain an equal mixture of molecular weight markers grade III (ranging in size from 0.56 to
21.2 kb) and molecular weight markers grade V (ranging in size from 8 to 597 bp; Roche
Diagnostics). Lane 1, CIT-F45, DT 104 isolate, containing two integrons with gene cassettes of
1.0 and 1.2 kbp; lane 2, CIT-F41, DT 193 isolate, containing one integron carrying a gene
cassette with two ORFs, producing a PCR amplicon of 1.6 kbp.

Table 2

Thermocycler Programs, Step Design, Cycle Number, and Corresponding Citation

Used With Oligonucleotide Primers?

PCR Step 1 Step 2 Step 3 Step 4

program  Predenaturation Denaturation Annealing Extension No. of cycles Ref.
IntI1 95°C, 5 min 95°C, I min 55°C, 1 min 72°C, 2 min 30 2
sull 95°C, 5 min 95°C, I min 65°C, 1 min 72°C, 2 min 30 24
gac EAl 95°C, 5 min 95°C, 1 min 55°C, 1 min 72°C, 2 min 30 6
ant(3")-1a 95°C, 5 min 95°C, 1 min 65°C, 1 min 72°C, 2 min 30 25
pse-1 95°C, 5 min 95°C,  min 55°C, 1 min 72°C, 2 min 30 26
dfrl 95°C, 5 min 95°C, I min 68°C, 1 min 72°C, 1 min 30 15
flo 95°C, 5 min 95°C, I min 70°C, 1 min 72°C, 1 min 30 16

“A final extension step of 72°C for 5 min was incorporated into each program; the samples are then

maintained at 4°C until analysis.
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Table 3
Southern Blotting of Salmonella Typhimurium Isolates and Probe Hybridization
Using Selected Gene Cassettes

10-kb Xbal Probe hybridization

Phage type R-type fragment ant (3")-1a psel dfrl
DT104

CIT-V38 ACSSuT + + + -

CIT-H164 ACSSuT + + + -

CIT-H176 ACSSuTTp + + + -

CIT-H183 SSu - - - -

CIT-V115 ACSSuT + + + -

CIT-F44 ASu - - - -
DT104 related

CIT-F107 (104b) ACSSuTK + + + -

CIT-H144 (104b) ACSSuTTp + + + +

CIT-V37 (U302) ACSSuTTp + + + -
DT193

CIT-F34 ASSuTN - + + +

CIT-F41 ASSuTTp - + + +
DT195

CIT-V60 SuTTp - - - -
DT208

CIT-V75 T — — — —
DT170a

CIT-V127 ASSuTTp - + + +

CIT-V129 SuTTp - - - -
Nontypable

CIT-F40 Sensitive - - - -

CIT-F105 SuTp - - - -

CIT-H195 SuTp - + + -
Controls

E. coli R100.1 - + + +

E. coli R751 - + + -

ant (3")-1a, aminoglycoside modifying enzyme coding gene; psel, B-lactamase gene; dfrl,
dihydrofolate reductase gene; R-type, antimicrobial resistance pattern; A, ampicillin; C,
chloroamphenicol; S, streptomycin; Su, sulphonamides; T, tetracycline; N, nalidixic acid; K, kana-
mycin; V, veterinary; H, human; F, food.

Fig. 3. (opposite page) The lanes marked M contain DIG-labeled DNA molecular weight
marker grade II (Roche Diagnostics). Unlabeled mid-range PFG markers (New England
BioLabs) in lane M* were included for fragment sizing before Southern transfer. Lane 1, CIT-
V38; lane 2:CIT-F45; lane 3, CIT-H164; lane 4, CIT-H176; lane 5, CIT-H183; lane 6, CIT-
V115; lane 7, CIT-F107; lane 8, CIT-H144; lane 9, CIT-V37; lane 10, CIT-F34; lane 11,
CIT-F41; lane 12, CIT-F44; lane 13, CIT-V60; lane 14, CIT-V75; lane 15, CIT-V127; lane 16,
CIT-V129; lane 17, CIT-F40; lane 18, CIT-F105; lane 19, CIT-H195; lane 20, E. coli R100.1
(control isolate); and lane 21, E. coli R751 (control isolate). (A) Pulsed-field gel electrophoresis



Antimicrobial Resistance Genes in S. enterica 21

A M2 g i 89IOMM111213]415161?1319202]M

‘.
Hude Wawy

L 4
L

'

IET |

(Fig. 3. continued) profiles of Salmonella Typhimurium isolates digested with Xbal following
electrophoresis through 1% (w/v) SeaKem Gold agarose in 0.5X TBE for 18 h at 10.5°C. Elec-
trophoresis was performed at 200 V using a Gene Navigator system (Pharmacia) in the interpo-
lation mode pulsing from 1 through 40 s. (B) Following pulsed-field gel electrophoresis the
Xbal macrorestricted DNA fragments were transferred to nylon membranes. Individual gene
cassettes were then used to probe the membranes. Southern blot using the blapgg.; gene as a
probe.
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the PFGE patterns are analyzed, DNA is transferred as an exact pattern replica onto a
nylon membrane or other suitable solid phase. The membrane can then be hybridized
with a specific antimicrobial resistance gene probe and the location of any hybridizing
signal(s) generated detected visually (Fig. 3B). This entire procedure must be repeated
for each new probe and the position of the hybridizing signal recorded each time. One
possible limitation to this approach is the time required, as several replica sets of PFGE
gels must be produced, transferred to nylon membranes, and subsequently probed.
However, it is an advantage, if several agarose slices are digested simultaneously for
PFGE (see Note 1).

Figure 3B shows the results of a hybridization experiment using the blapgg_; gene
probe with the isolates listed in Table 3. The corresponding PFGE patterns are shown
in Fig. 3A. A signal was detected for the DT104 isolates of R-type ACSSuT at
approx 10 kbp. A similar result was obtained when using the ant (3")-1a and the flo
gene probes sequentially. This indicated that these genes are located within the same
region on the S. Typhimurium genome. Larger fragments in non-DT104s can also be
seen, the largest of which is 112 kbp (Fig. 3B, lane 15). This isolate (CIT-V127, Table 3)
also had a hybridization signal at this position when probed with ant (3")-1a and dfrl
(Table 1). Analysis of hybridization signals from the various gene probes can therefore
identify multiresistant gene clusters in bacterial isolates.

2. Materials

All reagents marked with an asterisk (*) are autoclaved at 121°C for 15 min prior
to use.

2.1. DNA Extraction

This following protocol is a general purification method for Gram-negative organ-
isms (23), yielding good-quality DNA templates (see Note 2).

1. All S. Typhimurium isolates used in this study are listed in Table 3.
2. Tryptone soya broth (TSB*; Oxoid, Hampshire, UK): dispensed in 5-mL volumes into
sterile universal containers.
3. 1 M NaCl*,
TE solution*: 50 mM Tris-HCI, pH 8.0, 50 mM EDTA.
5. Lysozyme: obtained lyophilized from Sigma (Poole, UK), dissolved in sterile distilled
water to a final concentration of 2 mg/mL, aliquoted, and stored at —20°C.
6. 20% (w/v) Sodium dodecyl sulfate (SDS).
7. Proteinase K: obtained lyophilized from Sigma, reconstituted in sterile distilled water to
a final concentration of 10 mg/mL, aliquoted, and stored at —20°C.
8. Phenol/chloroform: isoamylalcohol (25:24:1; Sigma), saturated with 10 mM Tris-HCI,
pH 8.0, | mM EDTA.
9. 3 M Ammonium acetate, filter-sterilized, and stored at room temperature.
10. 70 and 100% (v/v) ethanol stored at —20°C.
11. 1X TE solution*: 10 mM Tris-HCI, pH 8.0, 1 mM EDTA.

2.2

1. Deoxyribonucleoside triphosphates (ANTPs; Promega, Madison, WI), stock concentra-
tion of 100 mM. Prepare a working concentration of 1.25 mM dNTPs by mixing 2.5 uL of

&

Polymerase Chain Reaction
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2.3.

2.4.

each (dATP, dCTP, dGTP, and dTTP) with 190 UL of sterile distilled water (final volume
200 pL). Store at —20°C until required.

2.5 UTaq DNA polymerase (Promega). The enzyme is supplied with 25 mM MgCl, and
10X reaction buffer (100 mM Tris-HCI, pH 9.0, 500 mM KCl, 1% Triton X-100).
Sterile distilled water.

Oligonucleotide primers: all primers used for integron and gene cassette analysis were
synthesized by Oswel (Southampton, UK) and purified by high-performance liquid chro-
matography (HPLC). These primer sequences together with their relevant characteristics
are listed in Table 1.

Conventional Agarose Gel Electrophoresis

ultra PURE agarose, electrophoresis grade from GibcoBRL Life Technologies (Paisley,
Scotland). Gelling temperature 36-42°C.

10 mg/mL Ethidium bromide in distilled water (stored in a dark bottle).

10X TAE buffer: 400 mM Tris-HCI, pH 7.8, 400 mM glacial acetic acid, and 2 mM EDTA;
working concentration 1X.

Loading dye: prepared by mixing 100 UL of 10% (w/v) bromophenol blue with 6.6 mL
glycerol and 3.3 mL 10X TAE.

Molecular weight markers: several preparations of molecular weight markers are avail-
able, and the choice of a suitable marker is made based on the expected size of the ampli-
fied DNA fragment(s). Usually grades III and V molecular weight markers from Roche
Diagnostics (East Sussex, UK) are used, and these have the following known DNA frag-
ments:

a. DNA molecular weight marker III: consists of 13 DNA fragments ranging in size from
0.12 to 21.2 kbp; prepared by cleaving A DNA with EcoRI and HindIII (250 pg/mL).

b. DNA molecular weight marker V: consists of 22 DNA fragments ranging in size from
8 to 587 bp; prepared by cleaving pBR322 with Haelll (250 pug/mL).

Pulsed-Field Gel Electrophoresis

2.4.1. Preparation of Agarose Plugs

Nk L=

8.
9.

Nutrient agar plates (Oxoid).

1-mL Sterile plastic syringes with the nozzle removed.

Saline 0.85% (w/v) NaCl.

TEN buffer: 100 mM Tris-HCI, pH 7.5 100 mM EDTA.

Incert® agarose (FMC BioProducts, Vallesbaek Strand, Denmark).

20 mg/mL Proteinase K in distilled water. Store at —20°C.

Lysis buffer: 6 mM Tris-HCI, pH 7.6, 1 M NaCl, 100 mM EDTA, pH 7.6, 0.5% (w/v)
Brij-58 (polyoxyethylene-20-cetyl-ether), 0.2% (w/v) sodium deoxycholate, 0.5% (w/v)
sarkosyl. Filter-sterilize and store at 4°C.

400 mM EDTA, pH 9.3, 1% (w/v) sarkosyl.

1X TE*: 100 mM Tris-HCI, pH 7.6, 100 mM EDTA, pH 7.6, 150 mM NacCl.

2.4.2. Restriction Endonuclease Digestion of Agarose Slices

1.
2.

DNS buffer: 100 mM Tris-HCI, pH 8.0, 5 mM MgCl,.
RNAse super stock: RNAse obtained from Sigma, diluted to 10 mg/mL with sterile dis-
tilled water, and frozen at —20°C in 1-mL aliquots.
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3. RNase A 1:100 dilution: prepared by mixing; 200 uL. RNAse A super stock, 200 pL. Tris-
HCI, pH 7.5, 75 uL 4 M NacCl, and 19.5 mL sterile distilled water in a sterile glass univer-
sal. Boil this mixture for 15 min, allow to cool gradually to room temperature in a water
bath, and freeze 1-mL aliquots at —20°C.

4. 1 M MgCl, (Sigma).

5. BNE (buffer with no restriction enzyme): mix 5 uL 10X restriction enzyme buffer with
5 uL 1:100 RNAse A dilution and 40 UL sterile distilled water, per sample.

6. BWE (buffer with restriction enzyme): same as for BNE (in step 5 above) but with 2 uL.
of the appropriate restriction enzyme and only 38 UL of sterile distilled water.

7. 10 U/uL Xbal restriction endonuclease.

2.4.3. Electrophoresis of Pulsed-Field Gels

1. SeaKem® Gold agarose (FMC BioProducts).

2. 5X Tris-borate-EDTA (TBE): 450 mM Tris-HCI, pH 8.3; 450 mM borate, pH 8.3; 10 mM

EDTA (working concentration of 0.5X TBE).

10 mg/mL Ethidium bromide.

4. Molecular weight markers: low-range and mid-range PFG markers embedded in 1% (w/v)
low melting point (LMP) agarose supplied by New England BioLabs (Hertfordshire, UK).
In addition, a DIG-labeled marker is also used to facilitate size determination from the
colored developed blots: DNA molecular weight marker grade II, DIG-labeled, consist-
ing of eight fragments ranging in size from 125 to 23,130 bp (Roche Diagnostics).

2.4.4. Visualization of DNA Bands

Ethidium bromide solution at a final concentration of 0.5 ng/mL in distilled water.

(O8]

2.5. Southern Blotting of Pulsed-Field Gels
2.5.1. DNA Transfer From Pulsed-Field Gels to Nylon Membranes

Depurination buffer*: 0.5 M HCL.

Denaturing buffer*: 0.5 M NaOH, 1.5 M NaCl.

20X SSC*: 3 M NaCl, 0.3 M sodium citrate, pH 7.0.
Neutralizing buffer*: 0.5 M Tris-HCI, pH 7.0, 1.5 M NaCl.

b=

DNA transfer of pulsed-field gels was achieved using a Vacu-Aid Blot processing
Pump (Hybaid, Middlesex, UK) onto positively charged nylon membranes (Roche
Diagnostics) (see Note 3).

2.6. Preparation and Detection of Digoxigenin (DIG)-Labeled Probes
2.6.1. Preparation of DIG-Labeled Probes

1. DIG-labeled dUTP, at a concentration of 1 nmol/uL (DIG-11-dUTP; Roche Diagnostics).
2. 4 M Lithium chloride.

3. Cold 100% ethanol.

4. Cold 70% (v/v) ethanol.

2.6.2. Hybridization and Detection

A DIG-DNA labeling and detection kit obtained from Roche Diagnostics was used
for probe hybridization and for color detection of hybridization events.
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The solutions required are as follows:

Hybridization buffer: 5X SSC (1:4 dilution of 20X SSC), 1% blocking solution (from

kit), 0.1% (w/v) N-lauroyl-sarcosine, 0.02% (w/v) SDS.

Wash solution A: 2X SSC, 0.1% (w/v) SDS (for 500 mL combine 50 mL 20X SSC, 450 mL

sterile distilled water, and 0.5 g SDS).

Wash solution B: 0.1% SSC, 0.1% (w/v) SDS (for 500 mL combine 2.5 mL 20X SSC,

497.5 mL sterile distilled water, and 0.5 g SDS).

Buffer 1: maleic acid buffer; 0.1 M maleic acid, 0.15 M NaCl; adjust pH with NaOH to

pH 7.5 (see Note 4).

Buffer 2: blocking buffer; dilute 10X blocking solution in buffer 1 (maleic acid buffer) to

1X final concentration.

Buffer 3: detection buffer; 0.1 M Tris-HCI, pH 9.5, 0.1 M NaCl, 50 mM MgCl,.
Methods

3.1. DNA Extraction

This extraction method is a modification of the procedure described by Versalovic

et al. (23).

1.

Grow bacterial cells overnight in 5 mL TSB at 37°C and then pellet by centrifugation at
15,000¢ for 2 min.

Wash the cell pellet with 1 mL of 1 M NaCl followed by 1 mL TE solution (50 mM Tris-
HCI [pH 8.0], 50 mM EDTA) and then resuspend in 0.7 mL TE solution (see Note 5).
Transfer the cells to 1.5-mL Eppendorf tubes.

Add 100 pL lysozyme (2 mg/mL) to the cells and incubate at 37°C for 30 min. To com-
plete lysis, add 30 puL of 20% (w/v) SDS and incubate at 65°C for 10 min. This is fol-
lowed by the addition of 60 UL proteinase K (10 mg/mL) and returning the cells to 37°C
for 1 h (see Note 6)

The protein must then be extracted from this crude nucleic acid preparation by perform-
ing two phenol/chloroform extractions: Add 800 UL phenol/chloroform/isoamylalcohol
(25:24:1) to the lysate mixture and invert the tubes vigorously for 5 min. Centrifuge the
samples for 5 min at 20,000g and then transfer the top aqueous phase (containing the
DNA) to a new 1.5-mL tube. Repeat the phenol/chloroform extraction on the aqueous
phase.

After the second extraction, precipitate the DNA by adding a 1:10 volume of 3 M ammo-
nium acetate and cold 100% ethanol to fill the 1.5-mL Eppendorf tube and place at —20°C
to precipitate overnight (see Note 7).

After precipitation, centrifuge the DNA samples at 18,000g for 30 min at 4°C. Wash the
DNA pellet with 70% ethanol, remove all ethanol with a pipet tip, and dry the DNA by
leaving the tubes open on the bench for 5 min. Finally, resuspend in 200 pL 1X TE
solution.

3.2. Polymerase Chain Reaction

3.2.1. Integron and Gene Cassette Amplification

1.

Amplification of gene cassettes located between the 5' conserved segment and the 3' con-
served segment of class I integrons is performed in a final volume of 50 uL.
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. For each reaction combine 5 UL 25 mM MgCl,, 5 uL 10X reaction buffer, 8 UL working
stock dNTPs to give a final concentration of 0.2 mM each (dATP, dCTP, dGTP, and
dTTP), 100 ng of template DNA, and 2.5 U Tag DNA polymerase (5 U/uL).

All primers are used at a concentration of 25 pmol per reaction (Table 1), and reaction
conditions are given in Table 2.

A wide range of thermocyclers are available for PCR; the MiniCycler™ (MJ
Research, Watertown, MA) is compact (if laboratory space is limited) and has
proved very reliable.

3.3. Agarose Gel Electrophoresis

1.

Prepare a 1.5% (w/v) agarose gel by mixing 1.5 g agarose and 100 mL 1X TAE (see
Note 8). Heat gently in a microwave oven until the agarose bubbles, mix briefly, reduce
the heat, and simmer for 30 s. Allow the gel to cool to 60°C and then add 1 uL of ethidium
bromide (10 mg/mL). Mix in carefully and pour into the gel mold with the well comb in
place.

Allow the gel to solidify for 20-30 min and then pour 1X TAE buffer containing 0.5 pg/mL
Ethidium Bromide into the electrophoresis tank until it just covers the surface of the gel.
Remove the comb and mold barriers (if present).

Prepare the samples by combining 10 uL. each PCR with 3 puL loading dye and load into
the preformed wells.

Electrophoresis times vary from approx 1 h at 80 V for smaller gels (6.5 X 8.0 cm) to 1.5—
2 hat 100 V for larger gels (11.5 X 14 cm).

The ethidium bromide-stained fragments can be viewed and photographed with a UV
transilluminator, e.g., from UVP (Ultra- Violet-Products, Cambridge, UK), using Phoretix
software (Newcastle-upon-Tyne, UK).

3.4. Pulsed-Field Gel Electrophoresis
3.4.1. Preparation of Samples in Agarose Plugs

for Pulsed-Field Gel Electrophoresis

1.

2

1.

2.

Day 1:

For each strain to be analyzed plate out a single colony onto a nutrient agar plate and

incubate overnight at 37°C.

. Take one 1.5-mL Eppendorf tube per isolate and weigh the tube to 2 decimal places.
Record the weights and add 1 mL of saline to each tube. Leave on the bench overnight.

Day 2:

Using a disposable inoculating loop, remove a large inoculum of each isolate from the

agar plates and place in the saline. Mix well and centrifuge at 8500g for 2 min.

Remove the saline by pipeting and repeat this step twice. After the last wash fully aspirate

any remaining saline and reweigh each Eppendorf tube to get the precise weight of the

pellet. Resuspend the pellet in an equal volume of saline, to the nearest 10 (i.e., if the

pellet weighs 0.038 g, add 40 uL saline). These tubes now represent stock samples.

. To prepare a working suspension, mix 5 UL of each stock sample with 10 uL of saline and

then to each of these working suspensions add 225 puL of TEN and mix.

Prepare 250 UL of 2% (w/v) Incert agarose for each sample (plus 250 UL extra), by combin-

ing the required amount of agarose with sterile distilled water in a heat-proof capped tube.

Boil the agarose for 15 min, mixing occasionally, and then allow to cool to approx 50°C.
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5.

Working quickly, add 230 pL of agarose to each sample, mix well using a 1-mL pipete tip
(see Note 9) and aspirate into a syringe barrel. Seal the opening of the syringe with
Parafilm and place on ice for 15-20 min.

When plugs have solidified, push them out into 10-mL tubes, add 2 mL of EC buffer to
each tube, and put gently shaking at 37°C for 5 h.

After 5 h aspirate the EC buffer and add 3 mL TE buffer. Aspirate the TE buffer and add
another 3 mL of TE buffer and then place the tubes on a gently shaking platform for 10 min.
Aspirate the TE buffer, and then to each sample add 2 mL freshly prepared ES buffer and
100 puL proteinase K (20 mg/mL). Place in a shaking waterbath at 50°C overnight.

Day 3:
1.

Remove all samples from the waterbath and place them on ice for 10 min. Aspirate the ES
buffer from each plug and wash the plugs in 3 mL TE buffer. Immediately replace the TE
buffer with fresh TE and incubate with gentle shaking for 1 h.

Repeat this procedure for a total of four washes. The plugs can now be stored in fresh TE
buffer at 4°C until ready for restriction digestion.

3.4.2. Restriction Endonuclease Digestion of Genomic DNA Embedded
in Agarose Plugs

1.

Aliquot 300 uL of DNS buffer into the required number of Eppendorf tubes.

2. Chill the samples to be digested on ice for 10 min. Remove the surrounding TE buffer and

aspirate the solid plug back into the syringe barrel originally used for preparing the plug.
Using a sterile scalpel, previously flamed with alcohol, slice 1-mm-thick pieces from the
plug into the tubes containing the DNS buffer (see Note 1). Immediately replace the
buffer with fresh DNS. Incubate the samples at room temperature for 1 h. Repeat this step
for a total of four washes.

After aspirating of final wash, add 50 uL. BNE to all tubes and incubate for 1 h at 4°C.
Replace the BNE with 50 uL BWE, refrigerate for 2 h (at 4°C), and then place at 37°C for
12-20 h.

After incubation, add 250 pL 0.5X TBE to all tubes to stop the enzyme digestion. Samples
can now be stored at 4°C or run immediately.

3.4.3. Preparation and Loading of Pulsed-Field Gels

1.

Prepare a 1% (w/v) agarose gel by mixing 1.1 g of SeaKem Gold agarose with 110 mL
0.5X TBE buffer in a conical flask. Record the weight of the flask along with its contents.
Heat the agarose on full power in a microwave oven until boiling. Reduce the heat until
the agarose bubbles very gently for 3 min. Mix the agarose by gently swirling the flask
(see Note 10) and reheat for a further 3 min. Reweigh the flask and replace the moisture
loss with hot distilled water.

Allow the agarose to cool to 60°C before casting the gel mold. Leave to solidify for 30
min at room temperature.

Finally, pre-electrophorese the gel (prior to loading the samples) for 1.5 h under sample
run conditions to improve resolution of DNA bands. Alternatively, place the gel in the
electrophoresis tank and allow the 0.5X TBE buffer to wash the gel overnight.

Load the prechilled, digested agarose slices into the corresponding wells in the agarose
gel with the aid of a glass coverslip and an inoculating loop.

Seal the wells with molten 1% (w/v) agarose before applying electric current. Samples
are electrophoresed through the homogenous field using a Gene Navigator® System
(Pharmacia Biotech, Uppsala, Sweden) or other similar PFGE system, with a hexagonal
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(HEX) electrode array. The running buffer consists of 2.5 L of 0.5X TBE, and the follow-
ing run conditions are applied: 200 V at 10.5°C for 18 h with pulse times ramped from 1
to 40 s.

3.4.4. Visualization of DNA Bands

1. Following electrophoresis, stain the gel for 30 min with an ethidium bromide solution
(0.5 pg/mL). This may be followed by destaining in distilled water for 1-2 h.

2. All ethidium bromide-stained DNA fragments can then be directly viewed and photo-
graphed over a UV transilluminator (Ultra-Violet-Products). A permanent record is main-
tained either electronically by creating a TIFF file using suitable capture software such as
Phoretix software, or a standard photograph can be taken.

3.5. Southern Blotting
3.5.1. Transfer of DNA From Agarose Gels to Nylon Membranes

DNA transfer from the PFGE gels to nylon membranes can be achieved efficiently
using vacuum blotting with the Hybaid Vacu-aid apparatus (see Note 3).

1. Cut a piece of 3MM filter paper such that it is approx 2—4 cm larger than the gel to be
blotted, and prewet the filter paper in 2X SSC (prepared by diluting 20X SSC 1:10 with
sterile distilled water).

2. Being careful not to touch the membrane, cut it so that it is slightly (0.5 cm) larger than
the gel. Again, prewet it in transfer buffer for 3—5 min.

3. Assemble the Vacu-aid (or similar device) as outlined in the manufacturer’s instructions,
and overlay the membrane with the gel.

4. The blotting process is greatly accelerated with the in situ pretreatment steps. First, apply
the vacuum and add depurination solution. Allow this solution to penetrate the gel for
10 min and then replace it with denaturation solution for 10 min followed by the neu-
tralization solution, also for 10 min. Start the transfer by overlaying the gel with 20X
SSC and allow transfer to proceed for at least 1 h (see Note 11).

5. Once the transfer is complete, rinse the membrane in 2X SSC and place it on fresh filter
paper to air-dry completely.

6. Fix the DNA to the membrane either by crosslinking in a UV crosslinker or by wrapping
the membrane in aluminium foil and baking at 80°C for 1 h. The membrane is now ready
for DNA probe hybridization.

3.6. Preparation and Detection of DIG-Labeled Probes
3.6.1. Preparation of DIG-DNA Gene Probes

1. Incorporation of a DIG label can be achieved using 1 uL of DIG-labeled dUTP (DIG-11-
dUTP) in the integron PCR reaction mixture as previously outlined in Subheading 3.2.

2. After the labeling reaction, recover the probe by precipitating in a mixture containing 2 uLL
4 M LiCl and 50 pL cold ethanol (100%).

3. Allow the probe to stand for 2 h at —20°C, followed by a centrifugation step at 18,000g for
15 min.

4. Decant the surrounding ethanol and wash the pellet (see Note 12) with 70% (v/v) cold
ethanol. Centrifuge for 5 min at 18,000g, fully aspirate the ethanol, and allow the pellet to
air dry for 5 min.

5. Resuspend the pellet in 50 uL. 1X TE and solubilize the probe at 37°C for 30 min. Place
the probe in 10 mL hybridization solution and store at —20°C until required.
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3.6.2. Hybridization With DIG-DNA Probes

1.

Prewarm the hybridization buffer to 58°C for Southern blots of PFGE gels. Place the
membrane in a hybridization bottle with approx 50 mL prewarmed hybridization solution
and incubate in a hybridization oven at 58°C for 1 h (see Note 13).

Boil the probe for 10 min to ensure that the DNA is completely denatured and cool rap-
idly in ice water for an additional 10 min. Remove the hybridization solution from the
membrane, add the denatured probe, and allow to hybridize overnight at 58°C with con-
stant agitation of the hybridization-probe solution. This is achieved in the hybridization
bottle simply by rotating it. This step should continue for a period of 18 h.

Following probe-hybridization, remove the probe and freeze it at —20°C for later use (see
Note 14).

Wash the membrane twice with wash solution A at room temperature for 5 min per wash,
and wash twice with wash solution B at 68°C for 15 min per wash, with constant shaking.

3.6.3. Color Detection of the Hybridized DIG Label

1.

Rinse the membrane briefly in buffer I (maleic acid buffer), and then incubate the mem-
brane for 30 min with 300 mL buffer 2 (blocking buffer) at room temperature.

Dilute anti-DIG-AP conjugate to 150 mU/mL (1:5000 dilution) in buffer 2 per the manu-
facturers instructions (8-pL conjugate in 40 mL buffer 2) and incubate the membrane for
a further 30 min with the antibody conjugate.

Remove unbound antibody conjugate by washing twice with 300 mL buffer I for 15 min
for each wash at room temperature. Then equilibrate the membrane in approx 60 mL
detection buffer for 2-5 min followed by incubation with 30 mL freshly prepared color
solution (600 uL. NBT/BCIP in 30 mL buffer 3), in a sealed plastic bag (see Note 15).
Once the color solution is added, place the membrane in the dark and do not shake. Allow
the color to develop, which could take from several minutes to several hours.

After color development, wash the membrane in 1X TE or in sterile distilled water for a
few minutes and then allow the membrane to dry before photographing and recording
results.

4. Notes

1.

When cutting the gel slices for restriction digests, it is useful to cut several slices together
and digest them all at once in the same tube. This is particularly advantageous if the
samples are to be electrophoresed more than once for hybridization with several probes.
The DNA extraction protocol outlined here can also be used for Gram-positive bacteria.
However, note that lysozyme is not effective against Gram-positive bacterial cells and
therefore must be substituted for by using mutanolysin (50-100 U per sample) or lyso-
staphin (50-100 U per sample) for staphylococcal isolates.

The transfer of immobilized DNA fragments by Southern blotting can be greatly acceler-
ated when using a vacuum-based blotting device. Denaturation, depurination, neutraliza-
tion, and transfer of DNA to the solid-phase membrane can be achieved in under 2 h.
Transfer can also be achieved using more traditional and slower methods including capil-
lary action through multiple layers of filter paper.

When preparing the maleic acid buffer, to achieve the required pH 7.5, approx 7 g of
NaOH per liter are required. Add the sodium hydroxide pellets carefully and allow them
to dissolve, check the pH, and then add less concentrated NaOH until the desired pH is
reached. Caution: Be aware that granular NaOH can cause skin burns and must be
handled carefully.
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It is very important to resuspend the bacterial pellet completely before adding the
lysozyme. Repeated pipeting proves more efficient than vortexing in this respect.

After incubation with proteinase K for 1 h at 37°C, it is often difficult to manipulate the
DNA in solution, owing to its “stickiness,” typically occurring following the release of
chromosomal DNA. Incubating the samples for an additional hour at 65°C often improves
this situation by reducing the “stickiness.”

As soon as the cold ethanol is added, strands of DNA should become visible as they precipi-
tate. Allow the DNA to precipitate for at least 2 h or preferably overnight at —20°C, to
increase the yield further.

Agarose gels can be made up in several different sizes; a gel of dimensions 11.5 X 14 cm
requires 100 mL of agarose TAE buffer mix, whereas smaller gels approx 6.5 x 8.0 cm
require only 30 mL.

When preparing plugs for PFGE, it is very important to prepare a homogenous mixture of
bacterial cell culture and warm agarose. Maintain the solubilized agarose at a constant
temperature of 50°C and dispense the 230-uL aliquot directly into each of the bacterial
cultures. Mix by gently pipeting up and down, but avoid introducing air bubbles into the
samples. When the samples are thoroughly mixed, immediately aspirate into the barrel of
the syringe, again avoiding air bubble formation. If air bubbles form, gently flick the
syringe barrel until the air bubbles escape by floating to the surface of the gel/culture
mixture.

Caution: a fully heated flask of molten agarose is very likely to boil over when disturbed,
resulting in a severe skin burn. Care should be taken when gently swirling molten agar-
ose to avoid injury. Make sure that gloves are worn.

When performing the Southern blot with a vacuum blotter, allow the transfer to proceed
for a minimum of 1 h, but as the macrorestricted DNA fragments are quite large, an
additional 30 min often ensures complete transfer of the DNA. As the transfer proceeds,
ensure that there is adequate 20X SSC buffer for the transfer. Generally the 20X SSC
must be topped up every 20-30 min.

A pellet may not always be visible when the DIG-labeled DNA probe is precipitated;
therefore it is reassuring if 5 uL of the PCR product for the probe is analyzed by agarose
gel electrophoresis prior to the precipitation step.

If several Southern blotting and hybridization experiments are to be performed in the
laboratory, it is wise to invest in a hybridization oven. The oven will maintain a constant
temperature for hybridization, while continually rotating the membrane in a hybridiza-
tion bottle to ensure even distribution of probe.

After hybridization, the probe can be frozen at —20°C and used for up to five hybridiza-
tion experiments, depending on the strength of the original DIG-labeled PCR product. How-
ever, it is important to remember that probes must be denatured each time before use.
Using a sealed plastic bag has the advantage of increasing the membrane-solution contact
by reducing the volume of the container.
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Molecular-Based Identification and Typing
of Campylobacter jejuni and C. coli

Brigid Lucey, Fiona O’Halloran, and Séamus Fanning

1. Introduction

Thermophilic Campylobacter spp., mainly Campylobacter jejuni and to a lesser
extent C. coli are recognized as the most common bacteriological causes of gastroen-
teritis in humans (). As enteric infection with Campylobacter organisms cannot be
distinguished from that caused by other enteric pathogens, a definitive diagnosis can
only be made by isolating or detecting the organism from the feces. The epidemiology
of Campylobacter enteritis has been complicated by the ubiquitous nature of the
organism (commonly found as a commensal in the intestines of domestic animals, in
milk, and in water). Furthermore, identification is carried out only to genus level by
most clinical laboratories.

Because of the biochemical similarity known to exist between C. jejuni and C. coli,
the hippurate hydrolysis test is often used as the only phenotypic test capable of differ-
entiating the two species. This test, however, has some acknowledged technical limi-
tations and is dependent on inoculum size; results can be difficult to interpret
accurately (2). Furthermore, almost all C. jejuni isolates possess the hippuricase gene
(3), fewer C. jejuni isolates express the hippuricase gene. For this reason, certain poly-
merase chain reaction (PCR)-based species identification methods, for both C. jejuni
and C. coli, and for the other thermophilic species, provide more reliable identification;
they also help to highlight mixed species cultures, should they occur. However, even
with these methods, false negatives or nonspecifically amplified product(s) can occur
in a minority of isolates tested owing to genomic anomalies. Thus a second molecular
identification method may be required in these circumstances.

Gonzalez et al. (4) developed a species-specific PCR assay for the identification of
C. jejuni and C. coli based on the ceuE gene, which is involved in siderophore trans-
port. Using this method two primer sets are employed in separate PCR amplification
reactions. Another method, developed by Eyers et al. (5), performs PCR amplification
of 23S rRNA gene fragments, based on regions specific for C. jejuni, C. coli, C. lari,
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and C. upsaliensis. In addition, Hani and Chan (6) developed a PCR assay that detected
and amplified the hippuricase gene. This molecular approach may offer a more reliable
means of identifying C. jejuni strains compared with the phenotypic hippurate hydroly-
sis test alone.

Epidemiological typing methods currently in use for Campylobacter spp. include
phenotypic methods such as serotyping and genotypic methods including DNA ampli-
fication fingerprinting (DAF), pulsed-field gel electrophoresis (PFGE), and ribotyping
and restriction fragment length polymorphism (RFLP) analysis of the flagellin A gene
(flaA). Serotyping remains primarily a reference laboratory protocol because of the
time and expense needed to maintain high-quality antisera. Furthermore, there are a
high percentage of untypable strains, and the standard serotyping systems such as the
Lior and Penner schemes are time-consuming and technically demanding (7).

DAF is a PCR-based typing method that typically uses randomly designed 10-mer
primers, under conditions that allow some base-pair mismatches, to increase the num-
ber of primer binding sites. Primer binding throughout the genome generates an array
of DNA amplicons with varying lengths and intensities, which typify a genomic fin-
gerprint. Interstrain variation is dependent on the number, location, and degree of mis-
matches tolerated when the primer binds to the genome. Advantages of this technique
include a high degree of typability, ease of performance, cost effectiveness, and ready
availability of reagents and equipment. In a recent study of 378 Campylobacter iso-
lates, from human and poultry sources, only one isolate proved untypable with DAF
analysis (Lucey et al., unpublished observations), using the primer HLWLS8S5 (8). DAF
analysis has proved to be highly discriminatory when primers are carefully selected
(see Note 1).

PFGE is a molecular typing technique that uses rare cutting restriction endonu-
cleases to cleave bacterial genomes producing a small number of very large DNA
fragments. These DNA fragments can only be resolved and visualized by PEFGE meth-
ods. Despite some obvious technical considerations such as the labor-intensive pro-
cess involved, PFGE is one method that offers a high degree of reproducibility and
typability, with the production of highly discriminatory profiles and the possibility of
interlaboratory comparisons if methods are standardized. Compared with DAF, PFGE
requires specialized equipment and can be more expensive to run on a routine basis (7).

A study by Mgller Nielsen et al. (9) compared the effectiveness of six typing meth-
ods for use on a population of 90 Campylobacter isolates of human, cattle, and poultry
origins (comprising outbreak and non-outbreak-related strains). The methods used
were Penner heat-stable serotyping, automated ribotyping, DAF analysis, PFGE, RFLP
of flaA, and denaturing gradient gel electrophoresis of flaA (flaA-DGGE). DAF and
PFGE were shown to be the most discriminating methods, which the authors as-
cribed to their ability to determine polymorphisms across the entire bacterial ge-
nome. Serotyping was found to be the least discriminatory.

Bacterial resistance to antimicrobial agents often results from the acquisition of new
genes, as well as from mutations. These new genes can be acquired by several mecha-
nisms including genetic elements, such as resistance (R-)plasmids, transposons, and
integrons. The latter group are a class of genetic elements involved in the dissemination
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of antimicrobial resistance-encoding genes. This is mediated by the integration of a
gene cassette containing the resistance genes via a site-specific recombinational event
(10). Integrons have been found to be associated with antimicrobial resistance in many
Gram-negative species, including Salmonella, Pseudomonas, and Klebsiella. A recent
report suggests that Campylobacter spp. also possess integron-like structures (11).
When the plasticity of the Campylobacter genome is considered, this has interesting
implications for the continued evolution of this species. Therefore, it is reasonable to
suggest that complete characterization of these species should include investigations
for the presence of unique integron structures.

Most cases of clinical Campylobacter enteritis are sufficiently mild or self-limiting
not to require antimicrobial chemotherapy (12). Nevertheless, in severe or recurrent
cases for which antibiotics are required, susceptibility testing is important to ensure
appropriate and timely treatment. Macrolides remain the agents of choice for such
cases, and resistance rates remain comparatively low (13). Since the 1980s, however,
the development of the fluoroquinolones, which are effective against most enteric
pathogens, offered an effective therapy to treat acute bacterial diarrhea; ciprofloxacin
becoming used extensively as prophylaxis for travellers (14). The emergence of resis-
tance to these agents, however, has since then made their efficacy less certain. Resis-
tance was reported to develop among patients after treatment with fluoroquinolones
(15) and was also found to coincide with the introduction of these agents in veterinary
medicine (16). In Campylobacter and other Gram-negative bacteria, fluoroquinolones
operate by interfering with the type II topoisomerase (DNA gyrase) and topoisomerase
IV (17). The predominant mechanism of resistance to ciprofloxacin in C. jejuni and
C. coli has been shown to result from a mutation in the gyrA gene, whereby all
isolates tested demonstrated a Thr-86-Ile substitution in the A-subunit of DNA gyrase
(18,19). A specific PCR assay, the mismatch amplification mutation assay (MAMA-
PCR), has been demonstrated to be a useful screening method for ciprofloxacin resis-
tance among each of these isolates (18,19). This method uses a conserved, forward
primer and a reverse, diagnostic primer, which together generate a 265-bp product that
is a positive indication of the presence of the Thr-86-Ile amino acid substituion consis-
tent with resistance to ciprofloxacin.

2. Materials

All materials marked with an asterisk (*) were autoclaved at 121°C for 15 min prior
to use.

2.1. DNA Extraction

This protocol is a modified version of a purification method for Campylobacter
spp- (20) to yield purified DNA. Cultures were treated prior to DNA extraction with
formaldehyde to inhibit any DNAse activity (see Note 2), according to the method of
Gibson et al. (21).

1. Preston agar Campylobacter Agar Base, Oxoid CM689, containing Modified
Campylobacter Selective Supplement Sr204E and 5% (v/v) lysed horse blood. Prepare
according to the manufacturer’s instructions.

2. Distilled water*.
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0.85% (w/v) NaCl*.

Formaldehyde solution (37-40% v/v).

5X TE solution*: 50 mM Tris-HCI, pH 8.0, 50 mM EDTA.

Lysozyme: obtained lyophilized from Sigma (Poole, UK), reconstituted in 5X TE solu-
tion to a final concentration of 5 mg/mL, aliquot, and store at —20°C.

20% (w/v) Sodium dodecyl sulfate (SDS), heat to 35-45°C to dissolve.

Proteinase K: obtained lyophilized from Sigma, reconstituted in 5X TE solution to a final
concentration of 10 mg/mL, aliquot, and store at —20°C.

. Phenol:chloroform:isoamylalcohol (25:24:1) solution (Sigma), saturated with 10 mM

Tris-HCI, pH 8.0, 1 mM EDTA.

3 M Ammonium acetate. Filter sterilize and store at room temperature.
70 and 100% (v/v) ethanol. Store at —20°C.

1X TE solution*: 10 mM Tris-HCI, pH 8.0, 1 mM EDTA.

PCR Amplification Methods

Sterile water.

Deoxyribonucleoside triphosphates (ANTPs; Promega, Madison WI). Provided at a con-
centration of 100 mM each dANTP (dATP, dCTP, dGTP, dTTP). Prepare a working solu-
tion of 1.25 mM dNTP by adding 2.5 uLL of each dNTP to 190 pL of sterile H,O. Store at
—20°C until required.

Tag DNA polymerase (Promega; 5 U/UL). Supplied with 25 mM MgCl, and 10X reaction
buffer (100 mM Tris-HCI, pH 9.0, 500 mM KCl, 1% [w/v] Triton X-100).
Oligonucleotide primers diluted to optimal working concentration in sterile H,O. All
primers used for speciation, DAF analysis, integron analysis, and ciprofloxacin resis-
tance-determining MAMA-PCR were purchased from Oswel DNA Services
(Southampton, UK) and were purified by high-performance liquid chromatography
(HPLC) prior to use. Primer sequences along with their relevant characteristics are listed
in Table 1.

Agarose Gel Electrophoresis

Conventional agarose gel electrophoresis was used to characterize PCR amplicons, and a
list of the reagents used is given in Chapter 2 of this volume.

Molecular weight markers: Three DNA molecular weight marker mixtures were employed
to analyze PCR products. These included DNA marker 111 (generates fragments from 0.12
to 21.2 kbp, DNA marker V (generates fragments from 8 to 587 bp), and DNA marker XIV
(generates fragments from 100 to 1500 bp in length). All markers were supplied by Roche
Diagnostics (East Sussex, UK).

Pulsed-Field Gel Electrophoresis

2.4.1. Preparation of Agarose Plugs and Restriction Endonuclease Digestion

1.

Sk w

Preston agar (Campylobacter Agar Base, Oxoid CM689, containing Modified
Campylobacter Selective Supplement Sr204E and 5% [v/v] Lysed Horse Blood), pre-
pared according to the manufacturer’s instructions.

0.85% (w/v) NaCl*.

Formaldehyde solution (37-40% v/v).

1-mL Sterile plastic syringes with the nozzle removed.

Sterile microcentrifuge tubes (1.5 and 2.0 mL).

Sterile clear polystyrene capped 17 x 120-mm (Sarstedt) tubes (or equivalent).
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Table 1
Sequence and Characteristics of Oligonucleotide Primers Used for PCR
PCR
Conc. per T-annealing
Primer Sequence 5'=3' reaction (pmol) %GC °C)
ceuFEjej F CCT GCT ACG GTG AAA GTTTTG C 25 50 57
ceuEjej R GAT CTT TTT GTT TTG TGC TGC 25 38.1 57
ceuEcoli F ATG AAA AAA TAT TTA GTT TTT GCA 25 16.7 57
ceuEcoli R ATT TTA TTA TTT GTA GCA GCG 25 28.6 57
Hip F GAA GAG GGT TTG GGT GGT G 25 57.9 66
Hip R AGC TAG CTT CGC ATA ATA ACT TG 25 39.1 66
IntlF GGC ATC CAA GCA GCA AGC 25 61 55
IntIR AAG CAG ACT TGA CCT GAT 25 44 55
HLWLSS5 ACA ACTGCT C 50 50 40
MAMAgyrAl TTT TTA GCA AAG ATT CTG AT 20 25 50
MAMAgyrA5 CAA AGC ATC ATA AAC TGC A 20 36.8 50
GZgyrAcoli3F TAT GAG CGT TAT TAT CGG TC 10 40 50
MAMAgyr8 TAA GGC ATC GTA AAC AGC CA 10 45 50
7. SeaKem® Gold (SKG) agarose (FMC BioProducts, Vallesbaek Strand, Denmark).
8. 10 mg/mL Ethidium bromide.
9. Molecular weight markers: Low-range and mid-range PFG markers embedded in 1%
(w/v) low melting point (LMP) agarose (New England BioLabs, Hertfordshire, UK).
10. 1 M Tris-HCI, pH 8.0*.
11. 10 M NaOH*.
12. 0.5 M EDTA adjusted to pH 8.0%*.
13. 10 mg/mL Lysozyme stock solution.
14. 20% (w/v) SDS.
15. 20 mg/mL Proteinase K stock solution.
16. 10% (w/v) sarcosyl (N-lauroylsarcosine, sodium salt).
17. 10X TBE buffer, pH 8.0*.
18. Tris-EDTA buffer (TE), pH 8.0%*.
19. Cell suspension buffer: 100 mM Tris-HCI, pH 8.0, 100 mM EDTA.
20. Cell lysis buffer: 50 mM Tris-HCI, pH 8.0, 50 mM EDTA, 1% (w/v) sarcosyl, 20 mg/mL
Proteinase K (add just before use).
21. Restriction endonucleases: 12 U/uUL Smal or 10 U/uL Sacll (Promega).
3. Methods

3.1. DNA Extraction With Formaldehyde Treatment (see Note 3)

Perform the complete extraction at 4°C except for those steps for which an alterna-
tive temperature is indicated.

1.

To establish purity of culture, examine a fixed smear with 10% carbol fuchsin (see

Note 4). Allow to stain for 2 min, wash with tap water, and dry. Examine by oil immer-
sion microscopy and note the presence of typical “seagull-shaped” bacilli.
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Emulsify pure plate culture of Campylobacter to a turbidity of = McFarland 6 in a sterile
2-mL microcentrifuge tube containing 1.0 mL of 0.85% (w/v) NaCl (see Note 5).

Wash twice in 1 mL 0.85% (w/v) sterile NaCl.

After the second wash, decant the NaCl solution and resuspend the cell pellet in 0.9 mL
fresh 0.85% (w/v) NaCl.

. Add 100 uL of formaldehyde solution to cell suspension. Mix thoroughly and incubate

for 1 h at room temperature.

Following this incubation wash cells three times in 1 mL of 0.85% (w/v) NaCl and then
once in 1 mL of 5X TE. Centrifuge at 11,000g for 5 min and decant supernatant.
Resuspend cell pellet in 540 puL of 5X TE containing lysozyme (5 mg/mL).

Invert tube several times to mix the contents thoroughly and incubate at 37°C for 30 min.
Add 60 uL 20% (w/v) SDS, inverting tube several times, and incubate at 37°C for 15 min.
Add 150 pL of 5X TE containing Proteinase K (10 mg/mL), mix, and incubate at 37°C
overnight.

. Reincubate tubes at 65°C for 1 h.
. Centrifuge at 15,000g for 15 min and transfer the supernatant to a sterile 2-mL Eppendorf

tube.

Add an approx equal volume of phenol chloroform (see Note 6), shake vigorously for
5 min, and centrifuge for 5 min at 15,000g. Transfer the top aqueous phase (contain-
ing DNA) to a new tube (see Note 7).

Repeat steps 11 and 12 for the phenol chloroform.

Add 1:10 volume of 3 M ammonium acetate and mix by inversion. To this mixture add
cold ethanol to the top of each tube (approx 1 mL). To precipitate the DNA, incubate the
mixture at —20°C overnight.

Centrifuge at 15,000g for 30 min and decant the supernatant.

Wash the DNA pellet twice with 70% (v/v) ethanol, fully aspirate the ethanol, and allow
to air dry until no moisture remains (5—10 min). Add 300 uL of 1X TE and resuspend the
DNA pellet.

Examine preparations of chromosomal DNA by gel electrophoresis (to ensure that the
DNA is intact). Determine the DNA concentration in each sample using absorbance spec-
trophotometry at 260 nm: 1 absorbance unit = 50 ng/uL DNA.

Dilute DNA suspensions to give a stock template DNA concentration of 100 ng/uL. DNA
suspensions may be stored at 4°C (see Note 8).

PCR Amplification Methods

3.2.1. Campylobacter Species Identification

1.

Success of this species-specific PCR is greatly facilitated by the sequence divergence (of
approx 13%) that exists between the ceuE genes of C. jejuni and C. coli. All PCR reac-
tions were performed in a final volume of 50 UL (see Fig. 1).

For each reaction combine 7 pL 25 mM MgCl,, 5 uL 10X reaction buffer, 8 pL working
stock dNTPs to give a final concentration of 0.2 mM for each dNTP, 200 ng purified
template DNA, and 1 U Tag DNA polymerase (5 U/uL).

Each isolate was analyzed by two primer sets, CeuEjej forward and reverse and CeuEcoli
forward and reverse (Table 1), in two separate PCR reactions. Each primer was used at a
concentration of 25 pmol in a final reaction volume of 50 uL.

The reaction conditions required for amplification are listed in Table 2. Expected product
sizes are as follows: CeuEjej: 793 bp; CeuEcoli: 894 bp.
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Isolate received in laboratory

v

Logzed

v

Culture
* Campylobacter selective medium L QC

* Columbia blood agar

.

Incubate microaerophilically for 48h a1 42;C

.

Qc Perform macroscopic and microscopic evaluation for typical morphology and purity
¢
Storage on microbank storage beads Biochemical analysis
at -80;C (viable ~ 2 y if not thawed) * Oxidase + (If using commercial strip allow
to reach room temperature before use)
* Catalase +
* Hippurate hydrolysis (not all C. jejuni are positive)
~oc DNA isolation
Qc
Species-specific PCR for - i %
Further biochemical tests may be
. jejuni and C. coli and/or . . E Easyae .
* DAF analysis performed individually or by using
hippuricase gene PCR for i i sty
* Integron characterisation commercial identification systems

C. jejuni o . R
* PFGE (e.g. APl Campy (BioMéricux)

Fig. 1. Procedure for the isolation and identification of Campylobacter spp. DAF, DNA
amplification finger printing; PFGE, pulsed-field gel electrophoresis; QC, quality control step.

3.2.2. Amplification of the Hippuricase Gene

1. For each reaction combine 2.5 UL of 25 mM MgCl,, 2.5 uL of 10X reaction buffer, 4 uL.
working stock dNTPs to give a final concentration of 0.2 mM for each dNTP, 25 ng
template DNA and 2.5 U Taqg DNA polymerase (5 U/uL).

2. Primer pairs Hip F and Hip R were used at a concentration of 25 pmol per reaction
(Table 1) in a final reaction volume of 25 uL.

3. The reaction conditions for successful amplification are given in Table 2, and expected
product size is 735 bp.
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Table 2
Thermocycling Reaction Conditions for PCR Programs to Analyze Campylobacter Isolates
Step 1 Step 5

PCR Initial Step 2 Step 3 Step 4 Final No. of
program denaturation Denaturation Annealing Extension  extension cycles Ref.
CeuEjej 94°C,3 min 94°C,30s 57°C,30s 72°C, 1 min 72°C,5min 30 4
CeuEcoli 94°C,3 min 94°C,30s 57°C,30s 72°C, 1 min 72°C,5min 30 4
Hippuricase

gene — 94°C, 1 min 66°C, 1 min 72°C, 1 min — 25 24
int 95°C, 5min 95°C, 1 min 55°C, 1 min 72°C, 2 min 22°C,5 min 30 10
HLWLS5 94°C, 5 min 94°C,30s 40°C, 1 min 72°C, 1 min 72°C,5 min 40 8
MAMA PCR 94°C,3 min 94°C,30s 50°C,30s 72°C,20s — 30 18,19

3.2.3. DNA Amplification Fingerprinting (DAF) Analysis

Each DNA template was analyzed in duplicate by DAF to ensure the reproducibil-
ity of the DNA profile and to provide reliable data quality.

1. Each PCR assay incorporated the 10-mer oligonucleotide primer HLWLS85 for DAF
analysis.

2. For each reaction combine 5.0 uL. 25 mM MgCl,, 5.0 uL. 10X PCR buffer, 8§ uL working
stock dNTPs to give a final concentration of 0.2 mM dNTP, 200 ng genomic DNA, and
2.5 U Taqg DNA polymerase.

3. The primer HLWL85 (Table 1) was used at a concentration of 50 pmol per reaction in a
final reaction volume of 50 pL.

4. The reaction conditions used for amplification are listed in Table 2. Expected product
sizes are variable but may range from 180 to 6000 bp (see Fig. 2 and ref. 22).

3.2.4. Molecular Detection of Ciprorofloxacin Resistance
in Campylobacter Isolates

1. Amplifications were performed in 50-UL reaction volumes containing 20 pmol of C. jejuni
and 10 pmol of C. coli the correct primer pair (Table 1), 200 uM each dNTP, and 1.5 mM
MgCl,.

2. A 2.5-pL volume of 10X Tag DNA polymerase buffer and 2.5 U Tag DNA polymerase
were added.

3. Approximately 33 ng of DNA template, corresponding to 1 uL. were added to the reaction
mixture.

4. The reaction conditions used for amplification are listed in Table 2.

5. Expected product sizes: C. coli: 192-bp product, (ACT—=>ATT) mutation (Fig. 3A); C. jejuni:
265-bp product, (ACA—>ATA) mutation (Fig. 3B).

3.2.5. Integron PCR Analysis

1. The integron primer sequences (10) used to identify the presence of integron structures
are listed in Table 1.

2. Inafinal reaction volume of 50 uL, the following was added; 5 uL. 10X PCR buffer, 5 uL.
25 mM MgCl,, 8 uL dNTP working stock solution, 25 pmol of each IntF and IntR primer
(Table 1), 200 ng template DNA, and 2.5 U Tag DNA polymerase.
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M 1 2 3 45 67 8 9M 101112 1314 151617 M
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Fig. 2. An agarose gel (1.5% w/v) showing the DNA profiles of a collection of unrelated
Campylobacter spp. isolates.

500 bp—p» <— 500 bp

<4— 265bp
192 bp—p

Fig. 3. MAMA-PCR showing a 192-bp DNA fragment corresponding to the wild-type DNA
gyrase in C. coli (A) and a 265-bp fragment corresponding to the mutated gene in C. jejuni (B).
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1 2 3 45 6 7 8 9 1011 1213

Fig. 4. Amplified gene cassettes from a collection of Campylobacter spp. isolates showing
a range of potential antimicrobial-resistance encoding genes.

3. The reaction conditions used for amplification are listed in Table 2.
4. Integron PCR products were analyzed by conventional agarose gel (1.5% w/v) electro-
phoresis (Fig. 4).

3.3. Pulsed-Field Gel Electrophoresis

A one-day standardized laboratory protocol for the molecular subtyping of
Campylobacter spp. by PFGE (adapted for Campylobacter spp. from the PulseNet
Method The National Molecular Subtyping Network for Foodborne Disease Surveil-
lance for nontyphoidal Salmonella) was applied in this study.

3.3.1 Preparation of Agarose Plugs for Pulsed-Field Gel Electrophoresis

1. Cultures of Campylobacter spp. to be investigated should be well grown (48-72 h) on
Preston medium and checked microscopically for purity (see Note 4 and Fig. 1).

2. Emulsify the plate contents of each isolate in a 1-mL volume of 0.85% (w/v) NaCl in

sterile 2-mL microcentrifuge tubes. Centrifuge at 11,000g for 5 min.

Decant the supernatant and resuspend isolates in 0.9 mL 0.85% (w/v) NaCl.

Add 100 pL of formaldehyde (37-40% v/v), mix, and leave at room temperature for 1 h.

5. Centrifuge for 5 min at 11,000g and then decant the supernatant. Wash the pellet three
times in 1 mL 0.85% (w/v) NaCl.

6. Resuspend the pellet in 2 mL of cell suspension buffer.

Rl
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7.

10.

11.

12.

Adjust the volume of the cell suspension buffer to give an optical density of 1.8-2.0 at
610 nm.

Prepare agarose plugs as follows: weigh 0.25 g SKG into a 50-mL screw-capped tube
(Sarstedt). Add 23.5 mL TE buffer and mix gently. Dissolve the agarose completely by
microwaving.

Place tubes in a 50°C water bath for 5 min and then add 1.25 mL of 20% (w/v) SDS
(preheated to 50°C). Mix well by gentle inversion of the capped tube.

For each isolate, transfer 0.4 mL of the pure bacterial culture suspension (at room tem-
perature) to a 1.5-mL Eppendorf tube, add 20 puL of Proteinase K (20 mg/mL) to each
tube, and mix gently by pipeting.

Add 0.4 mL of the SKG/SDS mixture to each bacterial culture and again mix by pipeting
gently up and down several times. Place in a 50°C waterbath.

Aspirate or pipet each sample into the barrel of a prelabeled syringe. Cover the nozzle of
each syringe with parafilm and place on ice for 15 min to allow the plugs to solidify.

3.3.2. Cell Lysis

1.
2.

10.
11.

Label 17 x 120-mm sterile tubes with appropriate isolate numbers.

Add 5 mL of the cell lysis buffer to each tube, containing 25 pL of the stock Proteinase K.
Calculate the total volume of the cell lysis/Proteinase K buffer required and aliquot 5 mL
of this mixture into the prelabeled tubes.

Trim the agarose plugs with a sterile scalpel and add the whole plug/or plug cut in two
segments to the lysis buffer.

Incubate in a 54°C waterbath for 1.5-2 h, with constant shaking at 175-200 rpm. Ensure
that the water level in the bath is above the level of the lysis buffer in the tubes.

Heat sufficient sterile distilled H,O to 50°C to allow plugs to be washed twice with 10—
15 mL of water.

Remove tubes from waterbath and carefully pour off lysis buffer into an appropriate dis-
card container.

Add 10-15 mL of preheated sterile distilled H,O to each tube and shake the tubes vigor-
ously in a 50°C waterbath for 10-15 min.

Again pour off the water from the plugs and repeat this wash step with preheated water,
ensuring that no lysis buffer remains on the rims or caps of tubes.

Pour off water, add 10-15 mL preheated sterile TE buffer, and shake the tubes vigorously
in a 50°C waterbath for 10—15 min.

Pour off TE and repeat wash step with preheated TE three more times.

Decant last wash and add 5 mL sterile TE. At this stage it is possible to continue with the
restriction digest, or plugs can be stored at 4°C until ready to proceed.

3.3.3. Restriction Digest of DNA in Agarose Plugs With Smal

1.
2.

Label the appropriate number of 1.5-mL microcentrifuge tubes.
Prepare the Smal digest reactions (see Note 9) according to the table below and add the
mixtures into the microcentrifuge tubes:

Reagent ml/sample
Sterile distilled H,O 87.5
10X digest buffer J 10
Enzyme (10 U/uL) 2.5

Total volume 100
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4.
5.
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Cut 1.5-2-mm wide slices from each plug with a sterile scalpel blade and transfer to the
tubes containing the digest mixture (see Note 10).

Mix by tapping gently and ensure that plug slices are fully submerged in the mixture.
Incubate samples in 25-30°C waterbath for a minimum of 2 h (see Note 11).

3.3.4. Preparation of Agarose Gels and Sample Loading

1.

Heat a waterbath to 55-60°C.

2. Prepare 3 L of 0.5X TBE buffer by mixing 150 mL of the 10X TBE stock buffer with

10.

2850 mL distilled water.

Add 1.1 g SKG agarose to 110 mL of the 0.5X TBE buffer in a 250-mL flask and mix
gently (see Note 12).

Cover loosely with parafilm and microwave for 60 s; mix gently and repeat for 15-s
intervals until the agarose is completely dissolved. Cool to approx 60°C and pour into a
precasting gel apparatus. Allow to solidify for approx 30 min and then gently remove the
comb.

Place the gel into the electrophoresis tank and overlay completely with 0.5X TBE buffer.
Pre-electrophorese the gel for 1 h.

After the pre-electrophoresis step, remove the gel from the electrophoresis tank.
Remove digested plug slices from 37°C water bath. Gently decant the enzyme/buffer
solution, taking care not to score the plug slices with the pipet tip, and add 200 uL 0.5X
TBE to stop the digestion reaction. Incubate at room temperature for 5 min.

. Remove one plug slice from each tube at a time and load into the preformed wells in the

agarose gel (see Note 13).

Prepare 20 mL of a mixture containing 1% (w/v) SKG agarose in 0.5X TBE as follows:
Add 0.2 g agarose to 20 mL 0.5X TBE and microwave until dissolved. Seal the gel wells
by overlaying with this molten agarose solution (see Note 14).

Replace the loaded gel back into the gel tank, submerging it in 0.5X TBE electrophoresis
buffer, and apply an electric current of 200 V to perform the electrophoresis. DNA frag-
ments are separated using a ramped pulse switching every 0.5-25 s for 20 h (23), at
10.5°C (Fig. 5).

3.3.5. Staining and Documentation of PFGE Agarose Gel

Ethidium bromide solution is at a final concentration of 0.5 pg/mL in distilled

water. Stain the gel for 20-30 min in a covered container. Destaining may be per-
formed if required in distilled water.

4. Notes

1.

To ensure reproducibility of DAF patterns, the same thermocycler and reagents should be
used. The interpretation of weak bands can be problematic, and typing should be dupli-
cated in separate runs to help overcome this problem (see Subheading 1.).

A minority of Campylobacter isolates may be nontypable by DAF or PFGE owing to the
production of DN Ases. This can be overcome by routinely treating bacterial suspensions
with formaldehyde before proceeding with the typing method (see Subheading 2.1.).
Caution: Formaldehyde is toxic and harmful if inhaled or absorbed through skin or mu-
cosa. This reagent should only be handled in a safety cabinet with extraction ventilation
(see Subheading 3.1.).
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267 kb —p
97kb —p
24kb —p

Fig. 5. PFGE profiles from three Campylobacter spp. Smal macrorestricted fragments rang-
ing from 24 to 267 kbp are resolved by this method.

4. Microscopic examination by dilute carbol fuchsin staining. Prepared by dissolving 20 g
of carbol fuchsin (BDH Chemicals, Poole, England) and liquefying 100 g of phenol (BDH
Chemicals) together in a 3-L conical flask. Add 200 mL of absolute ethanol and 1715 mL
of distilled water. Filter the resultant solution and dilute in sterile distilled water to give a
10% working carbol fuchsin solution (see Subheadings 3.1. and 3.3.1.).

5. Round-bottomed microcentrifuge tubes facilitate emulsification of organisms (see Sub-
heading 3.1.)

6. Caution: care should be taken when handling phenol-chloroform. As phenol is an acid, it
can cause skin burns. This reagent should only be handled in a safety cabinet with extrac-
tion ventilation (see Subheading 3.1.).

7. Ensure that none of the white layer at the interface of the phenol chloroform and DNA
solution is disturbed (see Subheading 3.1.).

8. DNA suspensions may be stored at 4°C for up to 3 mo, or, alternatively, may be aliquoted
and frozen at —20°C and thawed once prior to use (see Subheading 3.1.).

9. Optimal temperature for Smal is 25-30°C (see Subheading 3.3.3.).

10. Up to four gel slices may be cut for digestion in 100 UL total volume of restriction solu-
tion (see Subheading 3.3.3.).
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11. Alternatively, agarose slices may be allowed to digest overnight (see Subheading 3.3.3.).
12. Prepare sufficient gel volumes according to the PFGE apparatus used. Quoted volume

applies to the Gene Navigator System (Pharmacia Biotech, Uppsala, Sweden), having an
actual gel size of 152 mm? (see Subheading 3.3.4.).
13. Use blotting paper to blot dry the surface of wells, facilitating the loading of plug slices
into the gel (see Subheading 3.3.4.).
14. Unused agarose can be allowed to solidify and can be reheated several times as needed
(see Subheading 3.3.4.).
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Molecular Genotyping Methods and Computerized Analysis
for the Study of Salmonella enterica

Ana Belén Vivanco, Juan Alvarez, Idoia Laconcha,
Nuria Lépez-Molina, Aitor Rementeria, and Javier Garaizar

1. Introduction

Salmonella enterica is widely recognized as a major cause of foodborne diseases in
humans and animals and has been isolated from environmental sources in increasing
numbers worldwide (1,2). Conventional typing methods such as serotyping and phage
typing have been and still are the mainstay in descriptive epidemiology of this micro-
organism. Nevertheless, limitations on the availability of phage reagents circumscribes
the performance of such technique in reference laboratories.

The resolving power of epidemiological typing has been expanded during recent
years through the molecular analysis of microbial DNA. The broader availability of
the reagents and equipment is accelerating their generalized use in clinical and public
health laboratories. Important differences in the performance criteria of the genotyping
techniques (typability, reproducibility, stability, and discriminatory power) and the
convenience criteria (flexibility, accessibility, and ease of use) exist between them,
and there is no ideal typing system for universal use (3,4).

Most of these powerful strain-discriminative techniques are based on comparison
of electrophoretic patterns or fingerprints, for which computer-assisted strategies and
software packages have been developed to help in construction and analysis of micro-
bial databases. Several initiatives, such as PulseNet (http://www.cdc.gov/pulsenet) or
Harmony (http://www.phls.org.uk/inter/harmony), have arisen during recent years for
international construction of such fingerprinting databases, which will allow the rapid
detection of new strains and the spread of pathogenic clones of bacteria through differ-
ent regions or countries. Nevertheless, complete consensus has not yet been achieved
on the techniques to use or the criteria for interpretation of the results, but these goals
may be reached soon.
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The purpose of this chapter is to describe some of the fingerprinting methods that
are currently available to differentiate strains of Salmonella enterica and the com-
puter-assisted strategies that can be used for their analysis. We describe here methods
based on DNA restriction such as pulsed-field gel electrophoresis (PFGE) (2,5), meth-
ods based on DNA amplification such as polymerase chain reaction (PCR) finger-
printing (6) methods, based on DNA restriction and amplification such as infrequent
restriction site PCR (IRS-PCR) (7), and an approach to their computerized analysis
and generation of fingerprinting databases. When the purpose of the study is the analy-
sis of a limited number of epidemiologically related isolates, a visual analysis of the
gel is faster and more efficient. However, if the objective of the analysis is surveil-
lance of a pathogen over time or requires the analysis of higher numbers of isolates,
then computerized analysis is more convenient. We use PCR fingerprinting and IRS-
PCR methods when a quick analysis of a limited number of isolates in a gel is required.
We use the PFGE method for more permanent epidemiological studies, including those
that require interlaboratory comparisons, and we suggest their use for construction of
computerized libraries of fingerprints with software packages.

2. Materials

2.1. Pulsed-Field Gel Electrophoresis

1. TES buffer: 10 mM Tris-HCI, pH 8.0, 10 mM Na,EDTA, 1 M NaCl. Sterilize by auto-
claving and store at 4°C.

2. Certified Low-Melt agarose (Bio-Rad).

3. Lysis buffer: 1 M NaCl, 10 mM Tris-HCI, pH 8.0, 200 mM Na,EDTA, 0.5% w/v N-lauryl-
sarcosine, and 0.2% w/v sodium deoxycholate. Make up 100 mL of solution. Filter sterilize
and store at room temperature. Add 1 mg/mL lysozyme, and 2 pg/mL RNAse prior to use
(see Note 1).

4. ESP buffer: 0.5 M Na,EDTA, pH 8.0, 1% w/v N-laurylsarcosine. Filter-sterilize and store
at room temperature. Add 1 mg/mL Proteinase K prior to use.

5. TE buffer: 10 mM Tris-HCI, pH 8.0, 10 mM Na,EDTA. Sterilize by autoclaving and store
at 4°C.

6. PMSEF solution: dissolve 17 mg phenylmethylsulfonyl fluoride (PMSF; Sigma) in 1 mL
of isopropanol (see Note 2). Store at —20°C. If necessary, redissolve before using warm-
ing up to 56°C.

7. 10X TBE buffer: 890 mM Tris-HCl, 890 mM boric acid, 20 mM Na,EDTA. Sterilize by
autoclaving and store at room temperature.

8. Electrophoresis buffer: 75 uM thiourea (Sigma) in 0.5X TBE buffer (see Note 3). Prepare
fresh and discard after use.

9. Pulsed-field Certified Agarose (Bio-Rad).

10. Rare-cutting restriction endonucleases Xbal, Spel, and Binl and appropriate buffers
(Boehringer Mannheim).

11. Ethidium bromide solution: prepare a concentrate stock solution of ethidium bromide
(200 ug/mL solution) using ultrapure water. Ethidium bromide is sensitive to light: use
an opaque bottled to store the stock solution. Caution: Ethidium bromide is also carcino-
genic. Always wear gloves when handling materials containing ethidium bromide. Fol-
low decontamination instructions using activated charcoal or incineration.

12. Lambda ladder concatamers (Bio-Rad).
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13.
14.
15.

2.2,

A

10.
11.
12.
13.
14.
15.

2.3.

Sk w

10.
11.
12.
13.
14.
15.
16.
17.
18.
19.
20.

CHEF-DR II Pulsed-field Electrophoresis System (Bio-Rad).

Long-wave UV transilluminator for visualization of agarose gels (UltraLum).

MP4 Land camera (Polaroid).

PCR Fingerprinting

Tissue culture grade sterile water (Sigma).

10X PCR buffer: 500 mM KCl, 100 mM Tris-HCI, pH 8.3 (Applied Biosystems).

25 mM MgCl, (Applied Biosystems).

AmpliTaq Polymerase 5 U/uL (Applied Biosystems).

PCR dNTPs solution: 10 mM each of dATP, dCTP, dGTP, and dTTP (Applied Biosystems).
PCR primers: ERIC2 (5'-AAG TAA GTG ACT GGG GTG AGC G-3"),M13 (5'-GTA AAA

CGA CGG CCA GT-3"), and OPS-19 (5'-GAG TCA GCA G-3") (Applied Biosystems; see
Note 4).

. Thermal cycler for PCR: Robocycler gradient 96 (Stratagene).

1X TBE buffer.

. Molecular grade agarose (Bio-Rad).

Gel loading solution (Sigma).

pGEM DNA marker (Promega).

200 pg/mL Ethidium bromide stock solution.

Standard apparatus for the electrophoresis of agarose gels and power supply (Bio-Rad).
Long-wave UV transilluminator for visualization of agarose gels (UltraLum).

MP4 Land camera (Polaroid).

Infrequent Restriction Site PCR

. Lysis solution: mix 5 M guanidine thiocyanate with 0.1 M Na,EDTA in 20 mL of distilled

water. Heat to 65°C to dissolve and add 1.7 mL of 30% (v/v) Sarkosyl. When cold, make
up to 100 mL with distilled water. Keep at room temperature and light protected.

7.5 M Ammoniun acetate. Keep at 4°C.

Chloroform/2-pentanol (24:1 v/v). Keep at 4°C.

Isopropanol.

70% v/v Ethanol. Keep at 4°C.

TE buffer: 10 mM Tris-HCI, pH 8.0, 10 mM Na,EDTA. Sterilize by autoclaving and store
at 4°C.

Restriction endonucleases Xbal, Hhal, and Tagl and appropriate buffers (Boehringer
Mannheim).

. T4 DNA ligase 10 U/uL and appropriate buffer (Bioline).

ATP solution: 10 mM ATP, 50 mM Tris-HCI, pH 7.5 (Bioline).

DNA adapters and primers (Applied Biosystems) (Tables 1 and 2).

Tissue culture grade sterile water (Sigma).

10X PCR buffer: 500 mM KCl, 100 mM Tris-HCL, pH 8.3 (Applied Biosystems).
25 mM MgCl, (Applied Biosystems).

AmpliTag Polymerase 5 U/uUL (Applied Biosystems).

PCR dNTPs solution: 10 mM of either dATP, dCTP, dGTP, or dTTP (Applied Biosystems).
30% (w/v) Acrylamide/bis solution, 37.5:1 (Bio-Rad).

10% (w/v) Ammonium persulfate solution (Bio-Rad).

TEMED (Bio-Rad).

Gel loading solution (Sigma).

1X TBE buffer.
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Table 1
Adapters for Ligation in IRS-PCR
Restriction enzyme Adapters Sequence
Hhal AH1 5'-AGA ACT GAC CTC GAC TCG CAC G-3'
AH2 5'-TGC GAG T-3'
Xbal AX1 5'-PO4,CTA GTA CTG GCA GAC TCT-3'
AX2 5'-GCC AGT A-3'
Taql AT1 5'-CCT GAT GAG TCC TGA C-3'
AT2 5'-CGG TCA G-3'

IRS-PCR, infrequent restriction site polymerase chain reaction.

Table 2

IRS-PCR Primers

Primers Sequence

PX (Xbal) 5'-AGA GTC TGC CAG TAC TAG A-3'
PAHI1 (Hhal) 5'-AGA ACT GAC CTC GAC TCG CAC G-3'
PATI (Taql) 5'-CCT GAT GAG TCC TGA C-3'

IRS-PCR, infrequent restriction site polymerase chain raction.

21. pGEM marker.

22. Mini Protean electrophoresis cell and power supply (Bio-Rad).

23. Long-wave UV transilluminator for visualization of polyacrylamide gels (UltraLum).
24. MP4 Land camera (Polaroid).

2.4. Computerized Analysis of Electrophoretical Patterns

1. Scanner ScanJet IICX (Hewlett Packard).

2. Software GelCompar 4.0 or superior (Applied Maths).

3. PC personal computer.

4. Laser printer.

3. Methods
3.1. Pulsed-Field Gel Electrophoresis

1. Grow the isolates on trypticasein soy agar plates overnight at 37°C. Inoculate cultures
into 6 mL of nutrient broth and incubate at 37°C with shaking until growth reaches an
absorbance of 0.12 at 650 nm (1 x 10° cells/mL).

2. Spin 5 mL of cells in a refrigerated centrifuge (Beckman GS-6R or similar) at 3000g for
10 min and decant supernatant. Wash the cells with 5 mL ice-cold TES buffer and spin
once again. Discard supernatant and resuspend pellet in 0.3 mL TES buffer.

3. Prepare by boiling a solution of 1% (w/v) low-melt agarose in distilled water and maintain

at 56°C in a water bath. Mix 700 uL of warm agarose with the 300 uL of bacterial suspen-
sion and dispense into a block mold, allowing the agarose blocks to solidify by placing
them at 4°C for 15-30 min.
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4.

11.

12.

15.

3.2.

Add lysozyme and RNAse to the lysis buffer and incubate the blocks for 2 h at 37° C in
3 mL of this lysis buffer.

Discard the lysis buffer and add 3 mL ESP buffer. Add the Proteinase K to ESP buffer
just before use in a final concentration of 1 mg/mL. Incubate overnight at 56°C in a
waterbath.

Discard the ESP buffer carefully, washing the blocks with 3 mL distilled water for 15 min
with gentle agitation at room temperature. Discard the water and add 2 mL TE buffer and
30 uL of 100 mM PMSEF solution for each sample (see Note 2). Caution: This step has to
be performed in a fume hood and wearing gloves. Agitate gently at room temperature for
30 min. Repeat this step with fresh TE buffer and PMSF solution.

Remove TE buffer and PMSF solution, add 3 mL of distilled water, and incubate samples
at room temperature for 15 min with gentle agitation.

Remove water, add 3 mL of TE buffer, and incubate at room temperature for 30 min with
gentle agitation. Repeat this step twice.

Remove the buffer and add 3 mL of new TE buffer. Keep the samples refrigerated.

. Cut a small piece of the block, place it in an Eppendorf tube with 100 puL of the restriction

enzyme buffer, and incubate at room temperature for 1 h. Remove buffer carefully with a
pipet and replace with 20 U of the enzyme, buffer, and distilled water in a final volume of
50 pL. Incubate at 37°C for 4 h.

Prepare 110 mL of 1.2% (w/v) Pulsed-Field Certified Agarose in 0.5X TBE buffer and
cast the gel. When gel hardens, cast the gel wells with the agarose blocks, making sure
they are placed flat against the leading edge of the well. Insert polymerized phage lambda
DNA agarose block as a molecular size marker. Seal the wells with warm agarose.
Transfer the gel together with 2 L of cold 0.5X TBE buffer with thiourea to the machine
(CHEF-DRII) and leave for 15 min for equilibrium.

. Program the pulse machine and run the electrophoresis for the established voltages, times,

and pulses, with a constant electrophoresis buffer temperature of 12°C (Table 3).
Dilute the stock solution of ethidium bromide to reach a concentration of 2 ug/mL. Incu-
bate the gel in obscurity for 30 min. Wash the gel with distilled water and photograph the
gel under 254-nm UV transillumination.

Interpret the gel visually or use the computerized analyzer (see Note 5). Tenover et al. (8)
describe several criteria for strain typing through the use of PFGE DNA restriction patterns.
PCR Fingerprinting

Grow the isolates overnight at 37°C in trypticasein soy agar plates.

Resuspend in an Eppendorf tube a small loopful of bacteria in 500 UL of sterile water. Boil
for 10 min and spin at 11,600g for 10 min. Measure the DNA concentration of the superna-
tant by spectrophotometry and prepare DNA stock solutions of 50 ng/uL. Keep at —20°C.
Carry out a PCR reaction with 10 mM Tris-HC]I, pH 8.3, 50 mM KCl, 3 mM MgCl,, 200 uM
of each dNTPs, 1 U Ampli7ag polymerase, 250 ng template DNA, and primer (50 pM for
ERIC2, 50 pM for M13, or 24 pM for OPS-19) in a 50-puL final volume.

Program the thermal cycler and run the PCR as described in Table 4.

Prepare 2% (w/v) molecular grade agarose gels in 1X TBE buffer, load the samples and
DNA marker, and run the electrophoresis for 1 h, 30 min at 150 V.

Dilute the stock solution of ethidium bromide to reach a concentration of 0.5 pg/mL.
Incubate the gel in the dark for 40 min. Wash the gel with distilled water and photograph
the gel under 254-nm UV transillumination.

. Interpret the banding patterns visually or with the help of a computerized analyzer (see

Note 6).
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Table 3
PFGE Electrophoretic Conditions for Some Salmonella Serotypes

Restriction endonuclease

Xbal
Serotype Conditions (1) ) Binl Spel
Enteritidis Voltage 170 vV 230 V 230 V 230 V
Time 23 h 22,5h 22,5h 22 h

Pulses 10-35s (a) (17-26s)-17.5h (a) (17-26s)-17.5h (a) (8-20s)-18 h
(b) (50-60 s)-5 h (b) (50-60 s)-5 h (b) (3040 s)—4 h
Typhimurium Voltage 170 vV 230V 230V 230V
Time 23 h 24 h 24 h 24 h
Pulses 10-35s (a) (10-26s)-18h  (a) (10-26s)-18 h  (a) (8-205s)-18.5h
(b) (50-60 s)-6 h (b) (50-60 s)-6 h (b) (3040 s)-5.5h

California Voltage 230V 230 V
Time 22.5h 225h
Pulses (a) (1726 s)-17.5h (a) (17-26 5)-17.5h
(b) (50-60 s)-5 h (b) (50-60 s)-5 h
[4,5,12:1:-] Voltage 200V
Time 26 h

Pulses (a) (5-15s)-7h
(b) (15-60 s)-19 h

PFGE, pulsed-field gel electrophoresis.
(a) and (b), different electrophoretical conditions evaluated for Salmonella serotypes Enteritidis and
Typhimurium.

3.3 Infrequent-Restriction-Site PCR

1. Grow the isolates in 20 mL of trypticasein soy broth at 37°C overnight with shaking.

Spin at 3000g for 20 min. Resuspend the pellet in 10 mL TE buffer to wash the cells and

spin again.

Resuspend the pellet with 500 UL of lysis solution and transfer to an Eppendorf tube.

Add 250 pL. ammonium acetate, mix, and leave on ice for 10 min.

Add 500 pL of chloroform/2-pentanol and shake by hand vigorously for 10 min.

Spin at 11,600g for 10 min and transfer 740 UL of supernatant to a fresh Eppendorf tube.

Add 400 pL of cold isopropanol, mix by inverting the tube for 1 min, and spin at 11,600g

for 5 min.

Wash the DNA three times with 1 mL of ice-cold 70% (v/v) ethanol and vacuum dry.

Rehydrate the DNA in 100 pL of TE buffer and keep at 4°C overnight.

9. Double-restrict 1 pg of bacterial DNA with 10 U of Xbal and 10 U of Hhal endonucleases

(or the same amount of Tagql), with the appropriate buffer in a 12.5-uL final volume for
1 h at 37°C. If Tagql restriction endonuclease is used, carry out a second restriction step
for 1 h at 65°C.

10. Add the following reagents to the reaction: 2 U T4 DNA ligase and corresponding buffer,
I mM ATP, 20 pM of each adapter (see Note 7) in a final reaction volume of 20 puL. Carry
out the DNA ligation at 16°C for 1 h.

N
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Table 4
PCR Fingerprinting Amplification Temperatures

Temperature (°C) Time (min) No. of cycles

ERIC2 primer
95
94
52
72
72

M13 primer
94
93
50
72
72

OPS19 primer
94 1
94 1
34 1
72 2
72 2

30

W W= =

AN N = = W
[09)
=)

0 1

45

PCR, polymerase chain reaction.

To inactivate the T4 DNA ligase, heat the samples at 65°C for 20 min.

Carry out a second round of DNA double restriction to cleave any restriction site reformed
by ligation with 5 U of each restriction enzyme and the corresponding buffer for 15-30 min.
Carry out a PCR reaction with the following reagents: 10 mM Tris-HCI, pH 8.3, 50 mM
KCl, 2.5 mM MgCl,, 200 uM each dNTPs, 1 uM of each of the corresponding primers
(Table 2), 1 U of AmpliTag polymerase, and 1 uL of the restricted-ligated DNA. The
final reaction volume is 50 pL.

Perform the PCR reaction in the thermal cycler at the following temperatures: 94°C for
6 min and one cycle and 94°C for 1 min, 60°C for 1 min, 72°C for 2 min, for 30 cycles.
Prepare an 8% (w/v) polyacrylamide gel adding 2.66 mL acrylamide/bis solution to
7.34 mL 1X TBE buffer. Add 75 pL of 10% (w/v) ammonium persulfate and 10 uL
TEMED and let it polymerize for 1 h in a Mini Protean electrophoresis cell.

Mix samples and the molecular weight standard with loading buffer and run an electro-
phoresis with 1X TBE buffer at a constant 150 V for 45 min.

Stain the polyacrylamide gel with ethidium bromide (3 pg/mL) for 15 min, wash the gel
with distilled water for 30 min, and photograph under UV transillumination.

Interpret the banding patterns visually or with help of a computerized analyzer.
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3.4. Computerized Analysis of Fingerprinting Patterns

1. Scan and save images of gels in a TIFF file and then analyze them by GelCompar version
4.0 or superior software (Applied Maths; see Note 5).

2. After conversion and normalization of gels, determine the degrees of similarity of DNA
fingerprints by Dice or related coefficients (see Note 8).

3. Generate dendrograms using the UPGMA (unweighted pair group method using arith-
metic averages) algorithm.

4. To construct the libraries with the PFGE fingerprints, follow the instructions of the soft-
ware manufacturer. Such libraries allow the user to identify new eletrophoretic patterns
and to incorporate them in the database.

4. Notes

1. N-laurylsarcosine may precipitate when lysozyme and RNAse are added. If this happens,
place the reaction product at 50°C in a water bath to dissolve and then warm it at room
temperature.

2. PMSF is highly toxic by inhalation. Its use for Proteinase K inactivation could be avoided,
but more washing with distilled water is then required.

3. In some Salmonella serotypes, extensive DNA degradation is observed during electro-
phoresis. Addition of thiourea to the electrophoresis buffer prevents such events.

4. Several primers are available in the literature for such PCR fingerprinting procedures,
and different levels of strain discrimination could be achieved depending on the serotype
studied.

5. GelCompar is licenced in the United States and several countries to Bio-Rad laboratories.
Other software such as Molecular Analyst run on an Apple platform. The Bio Image
Whole Band Analyzer runs on a Unix platform. We have compared and evaluated such
software to determine whether results generated by these programs correlated adequately
with visual interpretation of DNA patterns (9).

6. The interassay reproducibility of PCR fingerprinting is inherently low owing to the low
annealing temperatures and influences of minor changes in the amounts of reagent in the
PCR reaction (10). Intra-assay reproducibility is higher, allowing for analysis of a group
of isolates in a single gel looking for band differences.

7. Choose the adapters in relation to the restriction enzyme used as shown in Table 1.

8. The software packages try to imitate the automatic band alignments that our eyes perform
and usually accomplish it successfully when gels are of good quality. Computerized align-
ments of the internal control bands in heavily distorted gels are frequently performed
inaccurately; therefore such gels should be eliminated from the comparison or repeated.
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Detection of Infectious Rotaviruses by Flow Cytometry

Albert Bosch, Rosa M. Pint6, Jaume Comas, and Francesc-Xavier Abad

1. Introduction

Human rotaviruses are considered the main cause of viral gastroenteritis in infants
and young children throughout the world (). Their transmission is through the fecal-
oral route, mostly after ingestion of contaminated water and food (2). Since an extremely
high number of virus particles are present in the feces during the acute gastroenteritis,
methods based on electron microscopy, passive particle agglutination tests, or enzyme-
linked immunosorbent assays are readily employed for clinical diagnosis. However,
the sensitivity of these procedures is not high enough to detect the low number of viral
particles sometimes present in the environment (3). In the case of environmental
samples, amplification of viral nucleic acids by polymerase chain reaction assays
coupled to reverse transcription (RT-PCR) has been increasingly applied to detect
rotaviruses in water (4) and shellfish samples (5). However, procedures based on
molecular approaches have to face the drawback that they do not differentiate between
infectious and noninfectious particles, which is of major relevance from the public
health point of view.

Virus propagation in cell culture prior to detection by immunological or molecular
procedures accomplishes the dual purpose of increasing the amount of target material
and incorporating an infectivity assay as well.

Wild-type rotaviruses present difficulties in their in vitro replication, although some
of them may be adapted to grow in several cell lines such as the monkey kidney cell
line MA 104 or the human intestinal cell line CaCo-2 (6,7). More than a decade ago, an
assay for the specific detection of infectious rotaviruses in environmental samples,
involving an indirect immunofluorescence test (IIF) and optical microscopy (OM)
counting of infected foci in infected MA-104 cell monolayers, was described (4). On
the other hand, CaCo-2 cells have been successfully employed in our laboratory for
infectivity assays of several fastidious enteric virus strains present in water samples (8).

From: Methods in Molecular Biology, vol. 268: Public Health Microbiology: Methods and Protocols
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Flow cytometry (FCM) is a method to quantify components or study the structural
characteristics of cells, mainly by optical means. The term flow cytometry derives
from the measurement of single cells as they flow in a fluid stream through a measur-
ing point surrounded by several detectors. FCM involves the use of a beam of light
projected through a liquid stream that contains cells. As the cells cross the focused
light, they emit signals that are captured by detectors. These signals are then converted
for computer storage and data analysis and can provide information about cellular
properties. These biophysical properties are then correlated with biological and bio-
chemical properties of interest. To make the measurement of biological properties of
concern, the cells are usually stained with fluorescent dyes that specifically bind to
cellular constituents. Sorting instruments may also isolate specific cells according to
their cytometric profile. FCM can be thus employed for counting and specific cell
sorting with several cell types.

The use of FCM for the detection of virally infected cells presents several advan-
tages with respect to OM detection and has been used for different viruses (9-11). The
IIF-OM detection method, although efficient, is cumbersome and requires well-trained
personnel, whereas FCM is an automatable procedure that allows the processing of a
large number of samples. Additionally, most major hospitals and public health institu-
tions in developed countries possess a flow cytometer. However, standardization of an
FCM method requires the study of several critical points, such as fixation (type of
fixative, contact time, and so on) or minimization of background noise (lowering the
antibody working solution concentration, assaying different blocking solutions, and
SO on).

2. Materials
2.1. Infectivity Assay

Horizontal laminar flow hood.

Vertical laminar flow hood.

CO, incubator.

CaCo-2 cell line, a human colon adenocarcinoma cell line, used at passage level 80—100.

A cytopathogenic strain of human rotavirus, i.e., Wa or Ito" P13, used as positive control.

Eagle’s minimum essential medium (MEM) with Earle’s salts; Auto-Pow® (ICN, Costa

Mesa, CA, cat. no. 1110024) as the cell culture medium. Dissolve and sterilize according

to the manufacturer’s instructions, and supplement with the following reagents at final

concentrations: 0.15% NaHCOs;, 15 mM HEPES, 2 mM L-glutamine, 100 U/mL penicil-
lin, 100 pg/mL streptomycin.

7. Fetal calf serum (FCS; BioWhittaker, Walkerville, MD).

8. Phosphate buffer solution (PBS): dissolve 8 g NaCl, 0.2 g KCI, 1.15 g Na,HPO,, and
0.2 g KH,PO, in 1000 mL deionized water. After complete dissolution, adjust the pH to
7.1-7.2 by 1 M HCI addition. Sterilize by autoclaving and store at 4 £ 1°C.

9. Trypsin for cell passage: dissolve 2.5 g of trypsin (tissue culture grade 1:250; DIFCO,

Sparks, MD, cat. no. 0152-13) and 0.2 g of EDTA in 1000 mL PBS. After complete

dissolution sterilize by filtration through 0.22-um GS-type filters (Millipore, Bedford,

MA; cat. no. GSWP047S0) and store at —20°C until use.

S e
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10.

Trypsin for rotavirus activation: dissolve 0.1 g of trypsin grade IX (Sigma, St. Louis,
MO; cat. no. T-0134) in 10 mL PBS. Sterilize by filtration. Prepare a stock solution of
1 mg/mL, by subsequent 1:10 dilution with PBS. Store in 1-mL aliquots at —20°C.

11. Sterile plastic ware: 5- and 10-mL plastic pipets, 58 X 17-mm Petri dishes (Nunc,
Roskilde, Denmark; cat. no. 150288), sterile 0.2- and 1.0-mL tips, and 10-mL plastic
tubes.

2.2. Indirect Inmunofluorescence

1. Orbital vertical mixer (Selecta, Barcelona, Spain) or similar.

2. 1 M Sucrose solution in deionized water. Sterilize by filtration through 0.22-um filters
and store at room temperature.

3. p-Formaldehyde solution (20%): dissolve 20 g p-formaldehyde (Merck, cat. no. 1.04005.)
in 70 mL deionized water. Heat the mixture for 1 h at 80°C in a thermostatic bath inside
an extraction cabinet. Add 2-3 drops of 1 M NaOH. After 1 h more of heating, filter the
mixture through Whatman filter paper. Bring to a final volume of 100 mL with deionized
water and store at —20°C.

4. 1 M Dipotassium phosphate solution in deionized water: filter through a 0.45-um filter
and autoclave. Store at room temperature.

5. 1 M Sodium phosphate solution in deionized water: filter through a 0.45-pum filter and
sterilize by autoclaving. Store at room temperature.

6. 1 M Phosphate buffer: adjust the pH of 80 mL 1 M dipotassium phosphate solution to pH
7.4 with 1 M sodium phosphate solution.

7. 0.2 M Phosphate buffer: add 20 mL of 1 M phosphate buffer to 80 mL of sterile deionized
water.

8. Saline solution: add 0.8 g of NaCl in 100 mL deionized water. Sterilize by autoclaving
and store at 4 + 1°C.

9. Fixative: mix, at room temperature, 3 mL of 20% p-formaldehyde solution, 1.2 mL of 1 M
sucrose, 10 mL of 0.2 M phosphate buffer, and 5.8 mL of deionized water.

10. Blocking solution: the day of IIF assay, dissolve 5 g powdered skim milk and 0.2 mL of a
10% Triton X-100 solution in 100 mL of saline solution.

11. Rotavirus positive control serum (Institute Virion, Riischlikon, Switzerland; cat. no. 3193)
as primary antibody: Reconstitute the lyophilized powder with 0.4 mL of deionized
water. Transfer the volume to a plastic tube and add blocking solution to reach the
working dilution recommended by the manufacturer (between 1:32 and 1:110). Prepare
the same day of experiment.

12. Fluorescein isothiocyanate (FITC)-labeled rabbit anti-human IgG (Sigma; cat. no. F-4512)
as secondary antibody: Prepare a 1:400 working dilution with blocking solution. Prepare
the same day of experiment.

2.3. FCM Detection
1. Coulter Epics XL flow cytometer (Beckman-Coulter, Miami, FL) or similar.
3. Methods
3.1. Infectivity Assay
1. Prepare CaCo-2 cell monolayers in a laminar flow hood by trypsinization at a split ratio

of 1:3. Cells are used when they are confluent or near confluence. In normal growing
conditions, a maximum of 20 58 x 17-mm Petri dishes may be produced from a 175-cm?
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culture flask after trypsinization (see Subheading 2.1., item 9). The cells are grown in
cell culture medium with 10% (v/v) FCS.

Samples (see Note 1) are pretreated with 10 pg/mL trypsin (see Note 2) for 30 min at
37°C.

Wash the cells monolayers twice, using 5 mL of cell culture medium per Petri dish to
remove all traces of FCS (see Note 3).

Remove the washing medium and add 200 pL of each trypsin-treated sample per Petri
dish. As positive controls inoculate 200 pL of a viral suspension of a cytopathogenic
rotavirus strain with an original titer of 10°~10* infectious units per mL in each of two
Petri dishes. As negative controls inoculate 200 pL serum-free medium over each of four
Petri dishes.

Incubate for 60 min at 37°C, with two or three gentle swirlings of the inoculum over the
monolayer.

Add 5 mL per plate of postinfection overlay medium consisting of serum-free cell culture
medium supplemented with 5 pg/mL trypsin (see Note 4).

. Incubate Petri dishes for 4 d at 37°C in an atmosphere of 5% CO,-air.

3.2.

Indirect Immunofluorescence

Recover the cells by vigorously pipeting up and down the postinfection medium, and
transfer the whole volume to a 10-mL plastic tub.

Centrifuge at low speed, around 900g for 10 min.

Carefully discard the supernatant.

Resuspend cell pellet in 1 mL of saline.

Transfer the cell suspension to a 1.5-mL microtube.

Centrifuge microtubes in an Eppendorf 5415C microcentrifuge (or similar) at 10,000g for
90 s, at room temperature (see Note 5).

Discard the supernatant by aspiration using a micropipet and resuspend again the cell
pellet with another 1 mL of saline.

Spin the microtube again at the same conditions described above.

Discard the supernatant and resuspend cell pellet with 1 mL of freshly prepared (the same
day) fixative solution.

Incubate in gentle agitation for 30 min at room temperature.

Centrifuge at 10,000g for 90 s, at room temperature. Carefully discard the fixative and
add 1 mL of saline to each microtube (see Note 6).

Perform two more washes with saline as described above (1 mL of saline solution per
microtube, centrifuge at previous described conditions, discard the supernatant, add 1 mL
more of saline solution, centrifuge another time, and pipet out the supernatant).
Permeabilize the fixed cells by a 15-min treatment with 0.1% Triton X-100 at room tem-
perature, with constant gentle agitation.

Add 300 pL of primary antibody solution to the cell pellet of each microtube, with gentle
mixing (see Note 7). Place the microtubes in an orbital vertical mixer.

Keep in agitation for 45 min at room temperature (see Note 8).

Centrifuge the microtubes at 10,000g for 90 s, and discard the primary antibody solution
by aspiration with a pipet.

Wash the cellular pellet five times with the blocking solution, using for each wash 1 mL.
of blocking solution per microtube (see Note 7), centrifuge after each wash at 10,000g for
90 s, and gently discard the supernatant by careful aspiration with a pipet.
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Add 300 pL of the FITC-labeled secondary antibody solution. Place the microtubes in an
orbital vertical mixer.

Keep in agitation for 45 min in the dark at room temperature (see Note 8).

Centrifuge at 10,000g for 90 s, and discard the secondary antibody solution by careful
aspiration with a pipette.

Wash the cell pellet at least four times with saline solution, using for each wash 1 mL per
microtube (see Note 7), centrifuge after each wash at 10,000g for 90 s, and gently discard
the supernatant by careful aspiration with a pipet.

Resuspend the cell pellet in 1 mL of saline.

Store at 4 + 1°C in dark conditions to await the FCM assay (see Note 9).

3.2. FCM Detection

The cellular suspensions are analyzed with a Coulter Epics XL flow cytometer

equipped with the standard 488-nm argon-ion laser at 15 mW power.

1.

Select logarithmic forward angle light scatter (FSC), logarithmic side-angle light scatter
(SS), logarithmic green fluorescence (FL1), and time as the acquisition parameters.
Adjust cytometer settings according to the values given in Table 1.

Define an FS log vs SS log dotplot (resolution: 128 x 128 channels) (Fig. 1A) and a 1024-
channel histogram using the FL1 parameter (Fig. 1B).

Check instrument stability, analyzing 10-um calibration beads (Flowcheck, Coulter).
Record the channel position of these beads for FSC, SSC, and FL1 as a daily quality
control of the instrument.

Acquire a minimum of 100,000 cells. To avoid coincidences, injection flow rate must
be adjusted to keep total events/s below 800.

Draw a polygonal region on the cellular population of the FSC vs SS dotplot. FSC is used
to select cell size, and SS is used to select shape and structure in order to restrain the
readings to the population of intact eukaryotic cells and not the cell debris.

Create a gate using the polygonal region of the FSC/SS dotplot. Apply the gate on the
fluorescence histogram (Fig. 1 B) in order to represent fluorescence of the cells inside
this region. Fluorescence intensity (x-axis) is expressed in log scale, which means that in
the higher channels small differences in channel number represent large differences in
the amount of dye per cell.

. Define a cursor on the FL1 histogram from 59.7 to 1024. This cursor is used to quantify

positive events. The XL analysis software give us the percentage of cells under the cur-
sor. The position of this cursor is established after analysis of a pool of negative control
samples (11). For quality assurance, a large number (30-50 n) of mock-infected samples
should be processed before attempting the detection of wild-type rotaviruses in natural
environmental samples. An arbitrary cursor (A) is drawn at the right end of their fluores-
cence curves (channels 10-1024). This cursor included some of the negative cell popula-
tion counts. The mean fluorescence of each of the A cursors from the negative controls is
calculated. These mean values follow a normal distribution. The mean and standard de-
viation of this latter curve are figured, and a second cursor (B) is then defined starting at
the point obtained by adding 2 standard deviations to the mean fluorescence (channel 60),
and ending at channel 1024. The ratio of cells present in cursor B in respect to the total
counted cells is calculated for each negative sample, and the mean plus 2 standard devia-
tions of these ratios in the negative samples is established as the threshold of positivity .
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Table 1

XL Cytometer Settings

Signal Volts Gain Total gain
FS 0 1.0 1.00
SS 0 1.0 1.00
FL1 500 1.0

Discriminator: Sensor SS, value 7

FS, forward scatter; SS, side scatter; FL1, logarithmic
green fluorescence.
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Fig. 1. (A) Dot plot of FSC vs SS, used to identify intact cells (inside the polygonal region)
and to exclude debris and aggregates. (B) Green fluorescence histogram of a negative control.
(C) Green fluorescence histogram of a positive sample. Events included inside the polygonal
region are gated and represented in these two histograms according to its fluorescence.

The procedure must be ascertained using 10-fold dilutions of a cell-adapted rotavirus
strain to infect CaCo-2 cell monolayers. Different infectious doses are assayed and each
of them determined at least in triplicate. When wild-type rotaviruses are assayed, nega-
tive and positive control samples should be included in each assay.

4. Notes

1. In environmental studies, a water concentration step is frequently required to reduce the
sampled volume to an amount able to be analyzed in the laboratory. Additionally, we regu-
larly lyophilyze (freeze-dry) 2 mL of the water concentrate and resuspend the lyophilyzate
in 200 uL of saline solution, which adds a further 10X concentration factor. This proce-
dure contributes to detoxification of the sample prior to its inoculation onto the cell mono-
layers.

2. Trypsin treatment enhances rotavirus infectivity by cleaving capsid protein VP4 (12).
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Alternatively, cell monolayers may be kept overnight with the serum-free cell culture
medium at 37°C to remove all traces of fetal bovine serum, which is inhibitory to rotavirus
infectivity.

Addition of different concentrations of trypsin (1-20 pg/mL) to media overlays is gener-
ally employed for the propagation of rotavirus in cell cultures. However, the CaCo-2 cell
line is somewhat sensible to this enzyme, and in our studies the maximum permissive
concentration was 5 ug/mL. Moreover, although the cells may detach from the plates,
they keep alive and show no deleterious effect on virus infectivity.

. This centrifugation speed usually allows us to recover all the cells from the suspension.

Sometimes, however, the cell pellet is somewhat fluffy. In this case, it is recommended to
repeat this centrifugation step before discarding the saline.

Do not exceed the fixation time. A contact time between 25 and 30 min does not affect the
final outcome of fixation. The fixation works best on monodispersed cells.

When any solution is added, cells have to be dispersed by gentle agitation prior to cen-
trifugation. This is specially crucial in the final washing step, to reduce the presence of
the blocking agent (skim milk) and FITC-labeled secondary antibody. The visual aspect
of the final cell suspensions should be near transparence. If not, perform additional
washes. Too much blocking agent can affect proper sample processing by the flow
cytometer.

One of the most critical points in IIF is the contact time of antibodies and cell suspension.
From our experience, it is not recommended to exceed 45 min of contact time, including
centrifugation time. Longer contact time, particularly in secondary antibody incubation,
result in high backgrounds, which causes problems in discriminating between negative
and positive samples.

Although it is better to perform the flow cytometry detection the same day as the immunof-
luorescence staining, no significant loss in fluorescence signal has been observed 2 wk after
immunofluorescent staining.
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Integrated Cell Culture/PCR for Detection of Enteric Viruses
in Environmental Samples

Kelly A. Reynolds

1. Introduction

Recently, an integrated cell culture/polymerase chain reaction (ICC/PCR) technique
has been developed for the detection of viruses in environmental samples providing a
reliable method for practical analysis and direct monitoring of environmental samples
for viral pathogens (1,2). CC/PCR allows for detection of infectious viruses in hours
to days compared with the days or weeks necessary with cell culture alone. Bacterial
indicator organisms are commonly used to evaluate environmental samples with respect
to fecal contamination and potential public health impacts. These organisms do not cor-
relate well with the presence of viruses, but a rapid, reliable method was not previ-
ously available for direct virus testing. Using ICC/PCR, environmental samples may
be directly surveyed for pathogenic viruses, in a timely manner. Direct virus analysis
will lead to better assessment of the presence and risk of human enteric viruses in the
environment, so that control measures may be developed with true virus occurrence
data. The ICC/PCR approach combines two previously applied virus detection meth-
ods, conventional cell culture and PCR amplification, utilizing the major advantages
and overcoming the major limitations of each methodology when used alone.

Cell culture assay is the standard method for the detection of viable human viruses
(i.e., poliovirus, coxsackievirus, echovirus, adenovirus, hepatitis A virus, reovirus,
and rotavirus) in environmental samples, serving as the method against which all newer
technologies are evaluated. Although cell culture is theoretically capable of detecting
a single viable virus in relatively large volumes of sample, the time required for con-
firmed results with conventional cell culture makes it an impractical method for rou-
tine monitoring of environmental samples. Furthermore, cell culture does not detect
noncytopathogenic viruses (viruses that are viable, infecting cells, and continually
spreading to neighboring cells but that do not cause a visible cytopathogenic effect
[CPE] on the cell monolayer). Rotavirus and most wild-type hepatitis A viruses (HAV)
are infectious to cell cultures but do not produce a clear CPE.
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Another disadvantage to conventional cell culture is that a single cell line may
support the growth of a variety of different viruses, preventing specific identification
of the viruses present and allowing less fastidious viruses to proliferate, masking the
presence of other, potentially pathogenic, viruses. Finally, conventional cell culture is
subject to toxicity, meaning that substances such as toxic chemicals, waste products,
suspended particles, and humic and fulvic acids can inactivate the cell monolayer. The
presence of bacteria and fungi may also inactivate the cell monolayer, prior to virus
infection. Cell culture toxins are common to environmental samples and visually mimic
viral CPE, leading to false-positive results. Toxic samples must be purified, risking loss
of original virus populations, and reassayed, at an increased cost of analysis.

Molecular methods such as PCR were developed to detect a wide range of viruses
directly, including noncytopathogenic strains, and they have been used extensively for
the sensitive detection and identification of viruses in clinical and environmental
samples. The use of specifically designed nucleotide primers allows the sequences of
target viruses to be amplified rapidly and specifically. Definitive results are available
in less than 1-2 d.

There are some major disadvantages, however, to direct PCR amplification of
viruses from environmental samples, including: (1) the presence of PCR-inhibitory
compounds in sample concentrates; (2) the small reaction volumes; and (3) the detec-
tion of noninfectious virus particles. PCR-inhibitory compounds are naturally present
in the environment (i.e., humic and fulvic acids, proteins, metals, and salts) and, when
present, prevent reaction enzymes from amplifying a target sequence, producing a
false-negative result. PCR inhibition can be very difficult, if not impossible, to over-
come without loss of the target viral sequence. In addition, owing to the expense of the
PCR reagents and the limitations of the thermal cycling equipment currently avail-
able, only small reaction volumes (approx 10 pL/reaction) can be examined by PCR.

Finally, PCR cannot distinguish between infectious and noninfectious viral targets.
A commonly observed phenomenon with viruses is the presence of a particle-to-
plaque-forming unit (PFU) ratio. A plaque-forming unit possesses the nucleic acid,
capsid, and receptor components and is able to infect host cells; however, viral nucleic
acid can be present in the absence of a complete, infectious virus. Depending on the
environment, the particle/PFU ratio may be as high as 1000. Virus cultures grown
under low-stress laboratory conditions typically have a particle/PFU ratio of 10. PCR
does not differentiate between noninfectious and infectious viruses and thus expectedly
overestimates the risk of virus infection in exposed populations. Since the actual ratio
of particles to PFU is not known for individual environments, the level of overestima-
tion of risk cannot be easily determined. Detection of noninfectious particles is par-
ticularly important in treated water supplies, in which viruses originally present are
rendered noninfectious by the treatment process, such as chlorine disinfection, while
their nucleic acid sequences persist. These particles are detectable by PCR but are not
expected to be a public health risk.

The ICC/PCR method combines both cultural and molecular techniques for rapid
detection of viable human viruses and thus is able to detect viruses in large equivalent
volume concentrates, without the limitations of cell culture toxicity or PCR inhibition.
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Inhibition is inherently overcome by the dilution of the sample concentrate with cell
culture media. In addition, viruses are grown to much higher numbers in the cell cul-
ture flask, further ensuring the success of the PCR amplification. Therefore, using
ICC/PCR, alarge population of viruses is being detected with a low concentration of
inhibitors, eliminating the uncertainty of true vs false negative results with direct
PCR alone. Cell culture toxicity is minimized since the assays can be stopped and
viruses detected prior to cell death owing to toxicity, eliminating the uncertainty of
true vs false positive results with conventional cell culture alone.

Previous studies have shown the effective application of ICC/PCR methodology on
environmental sample concentrates that were inhibitory to direct PCR (1,2) and at
virus concentrations as low as 0.001 most probable number (MPN) per liter of original
sample concentrate (3). The ICC/PCR method was able to detect enterovirus concen-
trations of =10 PFU per cell culture flask inoculum, after only 5 h of incubation.
Detection of 1 PFU/flask occurred after only 20 h of incubation, compared with a
minimum of 5-7 d using conventional cell culture alone (2). Finally, ICC/PCR has
been used to evaluate the effectiveness of virus inactivation protocols (i.e., chlorine
disinfection) (4). Compared with results from single-passage cell culture, ICC/PCR
determined that the contact time for chlorine disinfection of poliovirus is up to five
times greater than previously thought.

The primary limitation of the ICC/PCR procedure is that both cell culture and molecu-
lar laboratories must be maintained and viruses must be culturable to be detected. Some of
the more significant public health viruses, i.e., Norwalk agent and enteric caliciviruses,
cannot be grown in conventional cell culture, leaving direct molecular methods one of
the only currently available options for their detection in environmental samples.

2. Materials
2.1. Cell Culture

Virus stocks, cell cultures, and environmental sample concentrates should be con-
sidered positive for human pathogenic viruses, handled with gloves, and contained in
a biosafety level 2 (BL2) laboratory, or higher, equipped with appropriate BL2 safety
equipment.

Virus control stocks (i.e., poliovirus strain LSc-2ab).

Cell culture monolayers (i.e., BGM).

Sample concentrate (stored at —70°C until use).

Cell culture maintenance medium with serum warmed to 37°C (i.e., minimum essential
medium [MEM]/L-15 with 2% fetal bovine serum).

5. Inverted microscope (100X magnification).

2.2. RT-PCR Amplification

1. 10X PCR buffer: 500 mM potassium chloride, 100 mM Tris-HCI, pH 8.3. Store at —20°C,
and thaw just prior to use.

2. 25 mM MgCl,. Store at —20°C, and thaw just prior to use.

3. 10 mM Deoxynucleoside triphosphates (ANTPs). Combine all four dNTPs in one master
mix, store at —20°C, and thaw just prior to use.

el NS
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4. Mineral oil, PCR grade.

5. Thermal cycler (Perkin Elmer; Applied Biosystems, Forest City, CA).

6. Random hexamers. Store at —20°C, thaw on ice just prior to use, and keep on ice at all
times.

7. Avian myeloblastosis virus reverse transcriptase (AMV-RT; Life Sciences, St. Peters-
burg, FL). Store at —20°C, and keep on ice at all times.

8. Ribonuclease inhibitor (RNasin; Promega, Madison, WI). Store at —20°C, and keep on
ice at all times.

9. Upstream, downstream, and internal primer set. Store at —20°C, and thaw just prior to
use. Specific primers, used to amplify a 149- and 192-bp target sequence on enterovi-
ruses, include a downstream enterovirus primer, nucleotides 577-594: 5'-TGT CAC CAT
AAG CAG CC-3'; with an upstream enterovirus primer, nucleotides 445-465: 5'-TCC
GGC CCC TGA ATG CGG CT-3' (5). The seminested primer used to yield a 105-bp
product for enteroviruses is an internal downstream enterovirus primer from nucleotides
530-550: 5'-CCCAAAGTAGTCGGTTCCGC-3") (2).

10. High-performance liquid chromatography (HPLC) grade sterile water. Store at —20°C,
and thaw just prior to use.

11. AmpliTaq and Amplitaq gold enzymes (Applied Biosystems). Store at —20°C, and keep
on ice at all times.

12. Metaphor agarose (FMC Bioproducts, Rockland, ME).

13. Loading buffer: 20% ficoll, 1% sodium dodecyl sulfate, 0.25% bromphenol blue, 0.1 M
disodium EDTA, pH 8.0. Store at room temperature.

14. Gel electrophoresis power source, gel trays, and buffer trays, and recirculating pump with
cooling ice bath.

15. TAE buffer (1% Tris-acetate/EDTA). Store at room temperature, or at 4°C.

16. Ethidium bromide solution (0.5 pg/mL). Store at room temperature, shielded from light.
Prepare new solution every five staining cycles. Ethidium bromide is a known mutagen.
Always wear gloves when handling.

17. 123-bp Ladder (Gibco BRL, Gaithersburg, MD).

18. 302-nm UV-transilluminator. Wear safety goggles and shield exposed skin when using
UV light source.

3. Methods

Methods for the filtration, elution, and concentration of viruses from a variety of
environmental samples including water, sewage, sludge, and soil have been reviewed
elsewhere (6,7). The following sections detail protocols specific to the ICC/PCR
method of enteric virus detection.

3.1. Cell Culture

Various cell types may be used for the isolation of enteric viruses (see Note 1). A
common continuous cell line, known as BGM, derived from African green monkey
kidneys, is highly susceptible to enteroviruses (polioviruses, coxsackieviruses, and
echoviruses) and is easily grown in culture flasks. A detailed protocol for the growth,
maintenance and quality control requirements of BGM cells is supplied by the US
Environmental Protection Agency (8).

1.

Briefly, cells are grown into confluent monolayers in tissue culture grade plastic, or
glass vessels, bathed in warmed (37°C) MEM/L-15 (equal parts Eagle’s MEM/
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Leibovitz medium) supplemented with 10% (v/v) fetal bovine serum, 7.5% (w/v) stock
sodium bicarbonate solution, and antibiotics (100 U/mL penicillin, 30 pg/mL amikacin
sulfate, 100 pg/mL streptomycin sulfate).

2. Every 7 d, the cells are dislodged from the flask using minimal contact with EDTA-
trypsin reagent.

3. The suspended cells are collected via centrifugation at 1000g for 10 min and resuspended
in growth medium.

4. The cell suspension is counted using a hemocytometer and diluted to allow for an inocu-
lum of approx 103 cells/25 cm? flask.

5. Eight milliliters of growth medium is then added to each 25-cm? flask.

6. Within several days, the BGM cells attach to the bottom surface of the flask and form a
continuous monolayer of cells.

7. To assay an environmental sample for viruses, cells are used between d 3 and 6 of their
growth stage (see Note 2). The growth media is poured off and the cell monolayer
rinsed with serum-less media prior to being overlaid with sample concentrate.

8. The sample inoculum volume is calculated at <0.04 mL/cm? of monolayer surface area.

9. The test vessels are gently rocked to distribute the sample evenly and incubated at 37°C
for 80-120 min.

10. The monolayer with the sample inoculum is then covered with warmed (37°C) mainte-
nance medium (MEM/L-15 with 2% serum) and incubated at 37°C for the designated
length of time (see Note 3). Positive (20 PFU/inoculum) and negative (rinse medium)
controls should be assayed with environmental samples for quality control purposes.

Cytopathogenicity assays are based on the appearance of characteristic morpho-
logical changes in the cell monolayer. These visible changes are known as cytopatho-
genic effects (CPE). In conventional cell culture, the cells are monitored daily for
CPE, noted microscopically over time by the rounding and detachment of the cells
from the surface monolayer, initially as plaques, and often followed by total destruc-
tion. CPE may be visible in =2-14 d, depending on a variety of factors including the
virus type and the initial virus concentration in the inoculum (see Note 4).

3.2. Integrated Cell Culture/PCR

1. Using ICC/PCR, environmental samples are incubated in cell culture for a minimum of
5 h (see Note 3 for description of incubation conditions).

2. Freezing the cells at —=70°C stops virus replication.

3. The cells are then thawed at room temperature, or 37°C, with gentle shaking to allow the
ice crystals to scrape the cell monolayer from the culture flask.

4. The cell lysate, resulting from freezing and thawing, is centrifuged at 3000g to remove
the cellular debris.

5. The supernatant is collected and a 10-uL aliquot is frozen for PCR amplification (see
Note 5).

3.3. RT-PCR Amplification

PCR, used in combination with a culture assay, eliminates the problems of small
reaction volumes, inhibitory compounds, and detection of noninfectious sequences,
normally associated with molecular techniques. PCR provides a rapid, sensitive, and
specific method for the detection of DNA (adenoviruses) or RNA (enteroviruses)
viruses (see Note 6 for DNA virus detection protocol and PCR kit information).
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Direct PCR amplification of RNA viruses is known as reverse transcriptase-PCR
(RT-PCR). RT-PCR involves: (1) heat extraction of the viral nucleic acid genome;
(2) transcription of the RNA to cDNA; (3) amplification of the cDNA to yield mul-
tiple copies of the target genome using DNA polymerases; and (4) confirmational
analysis of the cDNA using additional amplification cycles and primer sequences inter-
nal to the original target genome (seminested PCR). A confirmational step is necessary
since PCR primers may nonspecifically amplify a nontarget organism, producing a
false-positive result (see Note 7).

For single PCR reactions, two primers are designed to amplify a specific region
(see Note 8). One primer is sense (of the same sequence) and one antisense (having a
complementary sequence) to the original target RNA genome. For seminested PCR,
one of the original primers is used with a third primer, designed internal to, (nested
within) the single PCR product genome. If the sense primer that is used in the original
PCR is used again for seminested PCR, the internal primer must be designed in an
antisense orientation or vice versa. The seminested product, therefore will be smaller
than the single PCR product and will serve as a further confirmation that the correct
target sequence was indeed amplified. Positive and negative controls should always
be used to validate PCR primers and reaction conditions (see Note 9).

1. Heat extraction of RNA: 3.0 uL of 10X buffer II, 7.0 uL of 25 mM MgCl,, and 8.0 uL of 10
mM dNTP to total 18.0 uL.

a. If processing multiple reactions, make a master mix by combining all the above re-
agents.

Dispense 18.0 puL into each microfuge tube.

Overlay reaction volume with 3 drops of mineral oil.

Add 10.0 pL of environmental sample concentrate under mineral oil.

To extract viral RNA, heat mixture at 95°C for 5 min.

o0 T

2. Reverse transcriptase reaction: 1.0 uL of random hexamers, 1.0 uL. of AMV reverse tran-

scriptase, and 1.0 uL of RNase inhibitor to total 3.0 pL.

a. Make a master mix of the above reagents, and add 3.0 uL per reaction tube.

b. Using an automated thermal cycler, complete one cycle at 24°C, 10 min; 44°C, 50 min;
99°C, 5 min; 5°C, 5 min.

3. cDNA amplification: 7.0 uL of 10X Buffer II, 3.0 uL of 25 mM MgCl, 0.5 uL of Upstream
primer (50 pmol/reaction), 0.5 uL of Downstream primer (50 pmol/reaction), 57.5 uL of
distilled water, and 0.5 UL of AmpliTaq enzyme (2.5 U/reaction) to total 69.0 uL.

a. Make a master mix of the above reagents, and add 69.0 puL per reaction tube.
b. Complete one cycle at 94°C, 1 min; 50°C, 45 s; 72°C, 1 min.

c. Link to 30 cycles at 94°C, 1 min; 55°C, 45 s; 72°C, 1 min.

d. Link to one cycle at 72°C, 7 min. Store at 4°C.

3.4. PCR Confirmation

Seminested PCR is performed with an internal primer to increase the specificity
while simultaneously increasing the sensitivity of the reaction. PCR results are evalu-
ated based on the visual presence or absence of amplified product bands using gel
electrophoresis.

1. Seminested PCR amplification: 10.0 uL of 10X buffer II, 10.0 uL of 25 mM MgCl,, 8.0 uL.
of 10 mM DNTP, 0.5 uL Upstream primer (50 pmol/reaction), 0.5 UL of downstream primer
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(50 pmol/reaction), 60.5 uL of distilled water, and 0.5 uL. AmpliTaq Gold enzyme (2.5 U/
reaction) to total 90.0 uL.

a. Make a master mix of the above reagents. Dispense 90.0 uL into a new microfuge
tube.

b. Overlay with 3 drops of mineral oil.

c. Add 10.0 pL of sample from the original RT-PCR under the mineral oil.

d. Complete 20-25 cycles at 94°C, 1 min; 55°C, 45 s; 72°C, 1 min.

e. Link to one cycle at 72°C, 7 min. Store at 4°C.

All the above protocols require about 7 h to complete using a Gene Amp DNA thermal
cycler 480 or 4 h with a Gene Amp 9600 series thermal cycler (see Note 10). Reagents
may be adjusted in equal proportions for smaller volume reactions.

Gel electrophoresis. Amplicons of PCR are visualized by horizontal agarose gel electro-
phoresis using a 3% intermediate melting temperature agarose gel (Metaphor agarose;
FMC Bioproducts).

a. Combine 15.0 puL of PCR product with 3.0 uL Ficoll loading buffer (20% Ficoll, 1%
sodium dodecyl sulfate, 0.25% bromphenol blue, and 0.1 M disodium EDTA, pH 8.0).

b. Load samples into wells of premade gel slab submerged in 1% tris-acetate/EDTA

(TAE) buffer.

Subject to electrophoresis at 100 V for 2-3 h with cooling recirculation.

Remove gel and submerge in an ethidium bromide DNA staining solution for 15 min.

Resubmerge gel in distilled water for 30 min to remove background stain.

Visualized stained amplicons by exposure to a 302-nm UV-transilluminator.

-0 20

4. Notes

1.

The ICC/PCR method can be easily adapted to other environmental viruses. Additional
cell lines include: (1) Hep-2 from human epidermoid carcinoma cells for the growth of
human adenoviruses; (2) PLC/PRF/5 cells from a human primary hepatocellular carci-
noma for the isolation of human enteric adenovirus types 40 and 41; and (3) FRhK cells
from fetal rhesus monkey kidneys for the growth of HAV, and (d) CaCO, cells from a
human colorectal adenocarcinoma for the growth of multiple enteric viruses. Since the
development of ICC/PCR (1), a variety of similar protocols have been developed for the
detection of additional human viruses (2,6,9,10). A variety of cell lines can be purchased
from the American Type Culture Collection (Manassas, VA).

To prevent potential contamination of cell lines, cell growth and sample inoculation
should be performed in separate rooms with designated equipment. Some viruses, such as
noncytopathogenic strains, may grow unnoticed with the cell line but may interfere with
subsequent detection methods.

Positive ICC/PCR detection is a function of: (1) initial virus inoculum; (2) incubation
time; and (3) the number of replicate flasks (equivalent volume) examined. Higher con-
centrations (=10 PFU/flask) of poliovirus strain LSc-2ab, a cytopathogenic virus, may
be detected in seven of eight replicate flasks after only 5 h of incubation. For 100% posi-
tive detection, at a poliovirus concentration of >10 PFU/flask, a minimum of 10 h is
required. For the target concentration of 1 PFU/flask inoculum, >20 h is recommended.
Similarly, higher levels (100 PFU/flask) of HAV strain HM175, a noncytopathogenic
virus, may be detected as soon as 12 h post incubation, but this fastidious virus requires a
minimum of two to three replicate flasks to evaluate its presence or absence effectively.
Infectious HAV levels of 10 and 1 PFU/flask are detectable after 48 and 72 h and require
two to three replicate flasks, respectively. Therefore, for a given virus and a desired



76

Reynolds

detection limit, one must evaluate the minimum incubation time and equivalent volume
required to ensure reliable results using ICC/PCR.

The ICC/PCR method is most effective when cell cultures are stopped prior to complete
lysis of the cell monolayer. Over time, PCR-inhibitory substances build up in the culture
flasks, requiring sample purification. If inhibition does occur, reduce the culture assay
time or use a resin column purification technique (11,12) as follows:

a. Test samples for inhibition by seeding low levels of target virus into the PCR (1-10 PFU).
b. If inhibition is evident, apply 50.0 uL of sample to a layered Sephadex G-25 coarse/
Chelex-100 resin column in a Silane-treated, glass wool plugged, 1-mL syringe
(approx 0.5 mL vol of each resin are used with a wet particle size range of 87-510 and
150-300 pum, respectively).

Allow sample to adsorb for 10 min.

Centrifuge column at 3000g, and collect samples for RT-PCR analysis.

Retest for inhibition as in step a.

If inhibition remains, pass the sample through a second layered column or through
one with greater size exclusion capacity, such as Sephadex G-200/Chelex-100 (G-
200 wet particle size range of 30-380 wm).

-0 a0

A negative ICC/PCR result at incubation time zero is an assurance of viable virus detec-
tion. For the time zero replicates, samples are placed on the cell monolayer and incu-
bated, as described in Note 3, to allow virus attachment to the cells. After the cells are
covered with maintenance media, the assay is stopped, prior to production of progeny
virus. Therefore, if all replicate flasks are negative at time zero and positive at time one,
virus growth was necessary for positive integrated CC/PCR results, indicating the detec-
tion of viable viruses only.

Amplification protocols for a DNA virus are identical to the reaction conditions described
above for cDNA targets. PCR kits offer time-saving advances, providing all reagents
needed for complete reactions, ensuring high-quality control standards, and offering of
single-tube RT-PCR amplification kits and premeasured PCR optimization kits (Promega;
Roche Molecular Systems).

Cytotoxic effects, not caused by viruses but rather sample toxins, typically inactivate the
cell monolayer within 1-3 d of the assay. If the target virus is fastidious, and growth does
not occur within this time, cytotoxic effects may be reduced by: (1) changing the mainte-
nance medium at the first sign of cytotoxicity; (2) diluting the sample inoculum with
distilled water or cell culture media (1:2 or 1:4 dilution); (3) reducing the sample adsorp-
tion time to 15 or 30 min; (4) after the initial sample adsorption with the cells, thoroughly
rinsing the sample inoculum from the cell monolayer with rinse media; or (5) pretreating
the cells with a solution of 8.5 g NaCl in a final volume of 980 mL of reagent-grade water,
autoclaved and cooled to room temperature. Add 20 mL of serum and mix thoroughly.
Add 0.25 mL/cm? of cell surface area. This technique reduces the virus titer and is used
only when necessary.

Primer design is also very important to ensure a reliable PCR result. In general, primers
should have the following characteristics:

a. Primers are typically between 17 and 30 bp long.

b. Ideally, the amplification product should be between 100 and 500 bp (although pos-
sible, amplification of longer products is more difficult to optimize).

c. Primers must not be complementary to one another and should uniquely amplify the
intended target.
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9.

10.

d. The GC content should be >40% to enable higher annealing temperatures.
e. Internal secondary structures within the primers should be avoided.

Laboratories using PCR on a routine basis must develop quality control procedures to
prevent false positive results and maintain the integrity of the PCR (13). False-positive
results owing to contamination can be reduced by the following precautions:

a. Establish pre- and post-PCR work stations. These areas should be in separate rooms
or as far away from one another as possible. By doing this, the PCR-amplified prod-
uct is separated from prereaction preparations.

b. If possible, dedicate sets of unique supplies and pipeting devices for each set of primers.

c. Autoclave buffer solutions and use HPLC-grade water. (Primers, dNTPs, and enzymes
cannot be autoclaved.)

d. Aliquot reagents to minimize the number of repeated samplings from a single stock.

e. Use disposable gloves and change frequently, taking care not to cross-contaminate
pre- and post-PCR stations.

f. Spin down tubes prior to opening to reduce aerosolization of the sample.

g. Use positive displacement pipets or aerosol-resistant tips to avoid contamination via
aerosols.

h. Premix reagents before dividing into aliquots, i.e., use master mixes.

i. Add all reagents before sample DNA, capping each tube before opening the next.

j- Use hot start methodologies, or heat-activated enzymes (i.e., AmpliTaq Gold; Roche
Molecular Systems) to reduce preamplification mispriming. (Hot start is a procedure
whereby the PCR is first set up at 80°C without one critical component, the Taq poly-
merase, heated to 94°C to denature the template, and then cooled to around 80°C. The
polymerase is then added after the chance for mispriming is reduced. Heat-activated
enzymes cause a similar effect and do not start performing until the higher tempera-
tures are reached for a certain period).

k. Use the minimum number of PCR cycles possible for a given sample.

1. Contamination can be checked by the use of negative controls and should be run at
the beginning and end of the set of PCR tubes as a minimum requirement. Negative
controls should be made from the same master mix as the other sample reactions but
contain no added RNA or DNA template. Standard protocols may need to be opti-
mized for various types of samples. The number of amplification cycles can range from
15 to 30; primer annealing temperatures typically range from 35°C to 60°C. Mg?* is
required in the reaction, but the optimal concentration range is from 1.5 to 4 mM.

Reaction times may be decreased by as much as one-half using the thin-walled PCR tubes
and an accommodating thermal cycler (i.e., Gene Amp 9600 PCR thermal cycler, Perkin
Elmer, Roche Molecular Systems). This equipment eliminates the need for mineral oil in
the reaction and allows for more rapid heat transfer in the tubes and thus shorter reaction
times. Furthermore, real-time PCR assays offer a more rapid completion of PCR amplifi-
cation of samples, with an internal detection system using double-stranded DNA-specific
dyes or internal probes. As the PCR product accumulates, the product is detected simulta-
neously, eliminating the need for gel electrophoresis. Although most efficient, real-time
PCR equipment is very costly (upwards of $50,000).
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Abundance in Sewage of Bacteriophages
Infecting Escherichia coli O157:H7

Maite Muniesa and Juan Jofre

1. Introduction

Bacterial virulence factors such as toxins are often encoded by bacteriophages.
Among other examples, factors encoded by phages have been described in some of the
emerging or re-emerging pathogens, including the pyrogenic exotoxin A production
in group A streptococci (1), the cholera toxin in Vibrio cholerae (2), or enterotoxin
production in enterohemorrhagic (EHEC) strains of E. coli (3).

Most described virulence factors in Shiga toxin (Stx)-producing E. coli strains are
located in mobile genetic elements such as plasmids and bacteriophages. Stx, which
are one of the most important virulence elements in Shiga toxin-producing E. coli
(STEC), are encoded in the genome of temperate bacteriophages infecting E. coli and
other Enterobacteriaceae (3-5).

Studies on Stx phages indicate that they are transmitted between different bacteria
in vivo (6) and in vitro (7). Phages could also be transmitted extraintestinally, hence
the observed presence of infectious Shiga toxin phages in sewage and in fecally con-
taminated rivers. Stx phages also show a higher persistence under natural inactivation
and disinfectant treatments in aquatic environments (8—10).

This background shows that phages or lysogenic strains carrying Stx2 phages might
be the natural reservoir of Stx2 genes and that lysogenization could be the main cause
of the emergence of STEC strains, as suggested by several authors (3,7,11). It has also
been suggested that lysogenization/conversion processes could take place in food and
water and probably inside the human and animal gut. Ingestion of Stx2 phages could
produce conversion of non-Stx2-E. coli strains, present inside the gut and producing
new pathogenic strains. To control these phenomena, it is first necessary to gain more
information about the distribution of Stx phages in the environment.
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For this purpose, a method of detecting Stx2 phages present in environmental water
samples has been developed. The particularity of this method is that it allows detec-
tion of all (infectious and noninfectious) Stx2 phages in a water sample; in a second
stage, the method allows detection of those phages able to infect and replicate on E. coli
0157:H7. Although this method has been applied to Stx2 phages able to infect E. coli
O157:H7 (8), it is also applicable to detection in the natural environment of other genes
carried by other bacteriophages and other bacteria.

For direct isolation of phages carrying the gene from a water sample, phages are
partially purified by ultracentrifugation of different volumes of the sample; the phage
DNA is extracted and amplified by polymerase chain reaction (PCR)-nested PCR and
then confirmed by hybridization and/or sequencing. For detection of infectious bacte-
riophages carrying the gene, a water sample (e.g. sewage or river water sample) is
used to infect a culture of E. coli O157:H7 (ATCC 43888, which does not contain the
Stx2 gene). Phages present in the water sample infect the strain and multiply and can
be recovered from the supernatant of the enrichment culture. After recovery of phages,
phage DNA is extracted, and the Stx2 gene is amplified by PCR and nested PCR.

This approach allows determination of the presence of converting phages in water
as well as their quantification. To enumerate Stx2 phages from a water sample, several
enrichment cultures are performed, each one infected with a different volume of treated
water samples. Results of positive or negative nested PCR amplification for each vol-
ume of sample allow enumeration of Stx2 phages by applying the most probable num-
ber (MPN) technique. Although the number obtained is a statistic, this approach yields
information about the amount of Stx2 phages in a given sample.

The method allows analysis of the supernatant of the enrichment culture to evaluate
the process of transduction of the genetic character understudy (Stx or other proteins)
carried by phages present in the sample. Detecting the presence of the protein codified
by the gene being studied in the supernatant of a culture after infection with phages
present in the environment is another extension of the protocol described here, which
could help to evaluate the rate of phage conversion in natural environments.

2. Materials
2.1. Obtaining Phages Directly from Sewage

1. 0.25 M Glycine buffer, pH 9.5.

2. 2X Phosphate-buffered saline (PBS): 8§ g NaCl, 0.2 g KCl, 0.2 g KH,PO,, 1.15 g
Na,HPO,.

3. Ultracentrifuge.

2.2. Culture of the Host Strain and Phage Infection

1. A host strain negative for toxin production (e.g., E. coli O157:H7, ATCC 43888).

2. Water bath at 44°C.

3. Luria broth (LB) basal medium: 10 g peptone, 5 g yeast extract, 10 g NaCl in 1 L distilled
water; or Luria agar (LA) made by addition of 7 or 15 g agar-agar. Adjust the pH so that
after sterilization it will be 7.2 + 0.2. Sterilize in the autoclave at 121 + 1°C for 15 min.

4. 0.1 M Calcium chloride solution: dissolve CaCl, in the water while heating gently. Cool
to room temperature (RT) and filter-sterilize through a 0.22-um pore size membrane fil-
ter. Store in the dark at 5 = 3°C for not longer than 6 mo.
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5.

Samples: although the protocol is developed for environmental water samples, other kinds
of samples could be used.

Filters of 0.22-um pore size of polyvinylidene difluoride (PVDF; a low-protein-binding
membrane; Millex-GV, Millipore).

7. DNase I (final concentration 10 U/mL) and RNase (final concentration 30 U/mL).

Now ok

DNA Extraction

20 mM EDTA.

50 ug/mL Proteinase K.

0.5% Sodium dodecyl sulfate (SDS).

Phenol/chloroform/isoamyl alcohol (25:24:1, v/v).
100% Ethanol.

3 M Sodium acetate.

. Polymerase Chain Reaction

PCR amplification kit.
Custom-made oligonucleotides:

a. First-round PCR
Upper primer, 5'-GCGTTTTGACCATCTTCGT-3'".
Lower primer, 5'-ACAGGAGCAGTTTCAGACAG-3'.
b. Nested PCR
Inner upper primer, 5'-“TAATACGGCAACAAATACT-3'.
Inner lower primer, 5'-TGATGAAACCAGTGAGTGA-3'".
2% Agarose.
1X TBE buffer: 90 mM Tris-borate, 0.2 mM EDTA.
2 mg/L Ethidium bromide.
Gel loading buffer: 40% sucrose, 0.25% bromophenol blue.
Standard molecular weight markers.

. Labeling of the Probe With DIG

1 mM Digoxigenin (DIG)-11-dUTP.

Nucleotide mix for labelling: 10 mM dATP, 10 mM dGTP, 10 mM mM dCTP, 7 mM dTTP.
PCR amplification kit and primers.

PCR Purification kit (e.g., QTAquick™, Qiagen, Hilden, Germany).

. Hybridization

Nylon-N+ membranes.

Custom-made probe: 5'-ATGACAACGGACAGCAGTTATACCAC-3". The PCR
amplimer obtained either with first-step PCR or nested PCR could also be used as a probe.
Buffer 1: 100 mM maleic acid, 150 mM NaCl, pH 7.5, with solid NaOH. Sterilize by
autoclave. Store at RT.

20X SSC: 3 M NaCl, 0.3 M sodium citrate, pH 7.0. Sterilize by autoclave. Store at RT.
Hybridization buffer: 6X SSC, 50 mM NaPO,, 0.5% SDS.

Washing buffer: buffer 1 + 0.3% Tween-20. Keep at RT.

Blocking reagent stock solution: 10% (w/v) of blocking reagent (Boehringer Mannheim)
in buffer 1 with several 30-s heat pulses in the microwave (3 or 4 min total). Sterilize by
autoclave. Store at RT or at 4°C.

. Buffer 2: blocking reagent stock solution diluted 1:10 in buffer 1. Store at —20°C for no

more than 2 mo.
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9.
10.
11.

12.
13.
14.

2.7.
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AntiDIG antibody.

Buffer 3: 100 mM Tris-HCI, pH 9.5, 100 mM NacCl, 50 mM MgCl,.

NBT/BCIP (4-nitroblue tetrazolium chloride/5-bromo-4-chloro-3-indolyl-phosphate;
Boehringer Mannheim).

Plastic bags and hybridization tubes.

Hybridization oven or thermal water bath.

Thermal sealer.

Detection of the Protein Encoded by the Gene Carried

by Bacteriophages in the Supernatant of the Enrichment Cultures

1.

13.
14.
15.
16.

17.

10-K Cutoff filtration membrane microconcentrators (Microsep, Millipore).

Material for the preparation of the polyacrylamide gel (Table 1).

Electrophoresis supply and vertical electrophoresis apparatus.

SDS gel loading buffer: 50 mM Tris-HCI, pH 6.8, 2% SDS, 10% glycerol, 0.05% bro-
mophenol blue, 0.1% 2-B-mercaptoethanol. Store at RT.

Running buffer: 25 mM Tris-HCl, 250 mM glycine, 0.1% SDS. Dissolve and store at 4°C.
Low-range stained SDS-PAGE standard, commercially available.

Semidry transfer cell (Trans-blot Semi Dry, Bio-Rad).

Nitrocellulose membranes (PROTRAN, Schleicher & Schuell).

Transfer buffer: 24 mM tris base, 192 mM glycine, and 20% methanol.

Blot absorbent filter paper (thick).

. Blocking reagent: 2 mM Tris-HCI, 28 mM NaCl containing 0.02% Tween-20 and 3%

serum albumin.

Antibody against Stx2-A subunit. Antibody is obtained from hybridoma cell line 11E10
(ATCC CRL1907).

Anti-mouse alkaline phosphatase-conjugated antibody.

Washing buffer: 2 mM Tris-HCI, 28 mM NaCl containing 0.02% Tween-20.

5X Base buffer number 3: 1 M Tris-HCI, pH 9.6, 5 M NacCl.

Detection buffer for immunoblot: 20% base buffer #3, 2% 2 M MgCl,. Dissolve and use
immediately.

NBT/BCIP (Boehringer Mannheim).

3. Methods

The method described here can be applied to determine the presence of the gene
either in DNA extracted from phages directly isolated from sewage (see Subheading
3.1.) or in phages that have infected a bacterial strain and are isolated from the super-
natant of the enrichment cultures after infection (see Subheading 3.2.).

3.1.
1.

Obtaining Phages Directly From Sewage

Bacteriophages were recovered from sewage and partially purified as follows.

. First, 100, 10, and 1 mL of sewage were centrifuged for 3 h at 48,000g.

The pellet was resuspended in 0.25 N glycine buffer, pH 9.5, shaken at 4°C for 30 min to
disrupt the bacteriophage clumps, and then buffered to pH 7.4 with PBS 2X and again
centrifuged at 12,000g for 20 min.

The supernatant was further centrifuged for 1 h at 171,000g.

The pellet was finally dissolved in 100 uL of PBS.
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Table 1

Material for Preparing the Polyacrylamide Gel
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Separating gel Compacting gel

Reactive (12% of polyacrylamide) (4% of polyacrylamide)
Bidistilled water 1.658 mL 1.525 mL
Solution B: 1.5 M Tris-HCI, pH 8.8 1.25 mL —
Solution C: 0.5 M Tris-HCI, pH 6.8 — 0.625 mL
Solution D: 10% SDS 50 uL 25 ul
Solution A: acrylamide/bis 2 mL 0.325 mL

(30% T/27% C)
10% APS (0.05%) 37 uL 27.5uL
TEMED (0.05%) 2.5uL 2.5uL

APS, ammonium persulfate; SDS, sodium dodecyl sulfate; TEMED, tetramethylethylenediamine.

6. To ensure that recovered DNA belonged exclusively to bacteriophages and was not free
DNA, the phage suspension was treated with 10 U of DNase and RNase per mL for 30 min
as previously described (12).

3.2. Obtaining Phages After Infection of a Host Strain
3.2.1. Culture of the Host Strain and Phage Infection

1. Typical host strains recommended are E. coli DHSa, E. coli C600, or E. coli O157:H7,
ATCC 43888 (Stx27). However, other host strains could be used for a given experiment.

2. The host strain is inoculated in LB until an optical density of 0.1 is attained at 600 nm
(containing approx 2 X 103 cells/mL).

3.2.2. Preparation of Enrichment Cultures

In order to determine the presence in sewage of bacteriophages carrying the Stx2
gene, which is detectable by DNA amplification and able to infect the host strain,
bacteriophage enrichment cultures are performed as follows.

1. Sewage samples are centrifuged at 12,000g for 30 min to remove particulate material,
filtered through a 0.22-um low-protein-binding membrane (Millex-GV, Millipore) to
remove bacteria, and treated with DNase and RNase for 30 min at 37°C to eliminate
free DNA and RNA.

2. Then volumes of 100, 10, 1, 0.1, 0.01, and 0.001 mL of the sample are added to 100 mL
of liquid cultures in logarithmic growth phase of the host strain, which does not possess
the gene for the Stx2 (see Notes 1 and 2).

3. LB culture medium is then added to a final volume of 250 mL.

4. After overnight incubation, aliquots of the enrichment cultures are centrifuged at 12,000g
for 30 min.

5. The bacteriophages present in the supernatants are filtered through a 0.22-um low-pro-
tein-binding membrane and then treated once more with 10 U of Dnase/mL for 30 min.
All these steps are focused on eliminating bacteria, cell debris, and free DNA present in
the supernatant of the enrichment cultures, which could interfere with the following steps.
In this step, 10 ml of the supernatant may be stored at —20°C for posterior analysis of the
proteins present in the supernatant (see Note 3).
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DNA Extraction

DNA is extracted from bacteriophages according to Sambrook et al. (12). The same
protocol is used for phages directly isolated from sewage or for phages obtained from
the supernatant of an enrichment culture.

1.

2.

3.4.
. First-round PCR DNA amplification for specific detection of the Szx2 gene is performed

Bacteriophages present in a 1-mL sample are digested by addition of 20 mM EDTA, 0.5%
SDS, and 50 pg/mL of proteinase K and incubated at 45°C for 1 h.

Extraction of DNA is performed with phenol/chloroform/isoamyl alcohol (25:24:1) and
centrifugation at 16,000g for 5 min (see Note 4).

After centrifugation, the upper part is recovered and the DNA present is precipitated with
10% 3 M sodium acetate and 2 vol of frozen absolute ethanol. Precipitation is allowed for
at least 2 h at —70°C (see Note 5).

After precipitation, a pellet containing phage DNA is recovered by centrifugation at
16000g for 30 min.

DNA is washed with 200 uL of 70% ethanol and centrifuged at 16,000g for 15 min.
After centrifugation, the supernatant is discarded. The washing step is repeated twice (see
Note 6).

The washed DNA is dried (air-dried or dried with a speed vacuum if available) and dis-
solved in 20 uL of double-distilled water. One microliter of the DNA solution is used for
the PCR amplification.

Polymerase Chain Reaction

with the two primers described above at a concentration of 30 mM each, at an annealing
temperature of 55°C for 1 min for 30 cycles. Primers were selected from the DNA
sequence of the Stx2 gene, aligned with previously published sequences, and evaluated
against the sequences of the EMBL data bank by the FastA program of the Genetics
Computer Group package. Other primers can be used for different purposes.

One microliter of the first-round PCR is used for the nested PCR at the same conditions as
the first-round PCR (see Note 7).

Five microliters of the amplified DNA mixture is analyzed for amplification products by
electrophoresis on a 2% agarose gel stained with ethidium bromide.

To estimate the number of phages carrying the Stx gene, the MPN method (13) could be
used. For each given volume, all positive results of nested PCR are considered in relation
to the total number of experiments assayed for the same volume. For example, from three
different samples from site A, detection was made of three positives of 10 mL, two posi-
tives of 1 mL, one of 0.1 mL, and no positives for 0.01 and 0.001. The combination to be
applied to the MPN is 3:2:1:0:0. These values will give an estimation of 147 phages
containing Shiga toxin 2 in a 100-mL sample. Performance of more replicas of the same
volume will give a more accurate final estimation.

3.5. Labeling of the Probe With DIG

Several methods could be used to label a probe. Short oligonucleotides could be pur-
chased directly labeled. Another useful method is labeling with DIG-11-dUTP. For this
purpose the amplimer of a PCR (or nested PCR) reaction is directly labeled with DIG.

1.

From a positive control DNA, a standard PCR reaction is performed but adding 1 uL of
the nucleotide mix for labeling, which has a lower concentration of dTTP (10 mM dATP,
10 mM dGTP, 10 mM dCTP, 7 mM dTTP).
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2. To substitute for this lack of dTTP, 3 uL of DIG-11-dUTP (1 mM) are added.

3. The other PCR reagents are used in the standard concentrations, and the final volume is
adjusted with double-distilled water.

4. The PCR reaction is carried on by using the corresponding PCR program according to the
primers.

5. The DIG-labeled PCR product will be a bit longer than the nonlabeled product, thus con-
firming efficiency of labeling. The probe should be purified before use with a suitable
PCR purification kit.

3.6. Hybridization

Hybridization to confirm PCR and/or nested PCR results could be performed by
dot blot or Southern blot (14) of the amplification mixture. If a custom-made oligo-
nucleotide is used, it should be selected from the DNA sequence of the Stx2 gene and
placed inside the sequence of the obtained amplimer.

1. For dot blot, 5 uL of each PCR product is blotted onto a nylon membrane and fixed by
exposure of the membrane to UV light for 3 min at each side.

2. For Southern blot, DNA is transferred to the nylon membrane from the agarose gel by
capillary blotting (12). Once transferred, DNA is fixed to the membrane by exposure of
the membrane to UV light as described in step 1 just above.

3.6.1. Hybridization and Probe Detection

1. Introduce the membrane in a plastic bag or hybridization tube with forceps, and add 1 vol
of hybridization buffer (7 mL buffer/10 cm? of the nylon membrane).

2. Equilibrate the membrane with hybridization buffer at the hybridization temperature for
1 h. Close the bag with a thermal sealer.

3. Add 3.5 puL of DIG-labeled probe per 7 mL of hybridization buffer. Incubate at the
hybridization temperature overnight.

4. Place the membrane in a Petri dish and wash the membrane twice by gently shaking in
2X SSC + 0.01% SDS for 5 min at room temperature.

5. Place the membrane into the hybridization tube or bag again. Wash the membrane twice
in 0.04X SSC + 0.01% SDS for 15 min at the hybridization temperature.

6. Equilibrate the membrane for 5 min at RT in washing buffer by gently shaking.

7. Equilibrate the membrane for 30 min at RT with buffer 2.

8. Add 10 pL of the antibody anti-DIG 10 mL of buffer 2. Incubate the membrane for 30 min
at RT with gentle shaking.

9. Wash the membrane twice by shaking with washing buffer for 15 min at RT.

10. Equilibrate the membrane for 5 min in buffer 3 (see Note 8).

11. Place the membrane in a plastic bag and add 10 mL of buffer 3 and 40 uL. of NBT/BCIP.
Seal the bag with a thermal sealer. Store the membrane in the dark at RT until the signal
is visible. Time is dependent on the intensity of the reaction. The reaction is stopped by
washing the membrane with distilled water.

3.7. Detection of the Protein Encoded by the Gene Carried
by Bacteriophages in the Supernatant of the Enrichment Cultures

After infection of the host strain, the phages may have transferred the gene coding
for the toxin to the chromosome of the bacterial cell. Thus, the bacteria were able to
produce the protein after the infection. This phenomenon is known as lysogenic con-
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version. The protein produced can be detected in the supernatant of the enrichment
culture by using the specific antibody against the toxin.

The presence of the toxin in the supernatants of bacteriophage enrichment cultures
could be analyzed by Immunoblot or Western blot (15). Immunoblot is easy and faster
and is recommended for positive/negative results. If the objective is to identify the
protein, then a Western blot is recommended. In both cases, protein should be recov-
ered from the supernatant of the enrichment cultures.

3.7.1. Recovery of the Protein Fom the Supernatant
of the Enrichment Cultures

1. Ten milliliters of each supernatant are concentrated 10-fold by passage through 10-K
cutoff filtration membrane microconcentrators (Microsep, Millipore) by centrifugation at
16,000¢ at 4°C.

2. Then 15 pL of each concentrated supernatant could either be directly blotted onto the
nitrocellulose membrane for immunoblot or subjected to SDS-PAGE in slab gels for
Western blot.

3.7.2. Protein Electrophoresis

1. A 12% polyacrylamide slab gel is prepared and samples are mixed 1:1 with SDS loading
buffer.

2. The samples should be boiled for 5-7 min before loading in the gel. Keep one of the lanes
for a prestained marker.

3. Meanwhile, prepare the vertical electrophoresis and fill it with running buffer. Run the
electrophoresis at 100 V for around 1.5 h (see Note 9).

3.7.3. Protein Electrotransfer to the Membrane (Western Blot)

Transference is achieved by using a semidry transfer to the nitrocellulose mem-
brane (0.45 um) following the manufacturer’s instructions.

1. Briefly, cut the nitrocellulose membrane and two extra pieces of thick blotting paper the
same size as the gel.

2. Equilibrate the gel, the paper, and the membrane by soaking them for 15 min in the trans-
fer buffer.

3. Place one piece of paper on the surface of the cell, then the membrane, then the gel on top
of the transfer membrane, and finally another sheet of the presoaked filter paper.

4. Add 10 mL of transfer buffer between each element and close the cell.

5. Run the transference for 1 h at 100 V.

3.7.4. Immunodetection

1. After transference, the membrane is blocked at 4°C overnight with blocking reagent.

2. Next, the nitrocellulose sheet is incubated by swirling in an orbital incubator for 1.5 h at
RT with undiluted hybridoma culture supernatant (11E10, ATCC CRL 1907, which pro-
duces an IgG [Mab 11E10] toward the A subunit of Szx2 [primary antibody]).

3. This should be followed by washing three times with washing buffer, rocking for 10 min
at RT.

4. Bound MAD is detected after incubation for 1.5 h with a 1:1000 dilution of an anti-mouse
alkaline phosphatase-conjugated antibody.
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5.

6.

After three washings, secondary antibody is detected by adding NBT/BCIP at 40 uL for
each 2 mL of the immunodetection buffer.

Store the membrane in the dark at RT until the signal is visible on the membrane. Time is
dependent on the intensity of the reaction.

The reaction is stopped by washing the membrane with distilled water (see Notes 10
and 11).

4. Notes

1.

10.

11.

Enrichment cultures performed with high volumes of sample may sometimes give nega-
tive results although smaller volumes give positive results. This is because other lytic
bacteriophages present in the sample could cause total lysis of the host cell, interfering
with the multiplication of the Szx2 phages.

The density of the host strain is important. An overgrowth of the host strain will make
multiplication of the phages difficult.

In case the proteins produced after phage conversion need to be analyzed, it is important
to keep aliquots of the supernatant of the enrichment culture at —20°C until detection of
the protein; otherwise proteases could produce degradation of the protein.

For DNA extraction, the extraction steps with phenol/chloroform/isoamyl alcohol should
be repeated if a thick white interphase caused by protein debris is observed.

For DNA extraction: If recovery of DNA is not high enough, it could be increased by
addition of 6 UL glycogen for each mL of sample together with sodium acetate and abso-
lute ethanol.

For DNA extraction: Washing steps with 70% ethanol should be repeated if a large white
precipitate is observed (caused by salt precipitation, which could interfere with the PCR).

. Nested PCR should be handled with care because of contamination problems. False-posi-

tive results may be avoided by using several negative controls, such as negative controls
from the DNA extraction process, from the first step of PCR, and from the nested PCR
itself as well as from the enrichment cultures of the host strain without phage infection.
Material used for nested PCR should be sterilized before use and the reaction mixture
performed in a sterile bench.

For hybridization with DIG-labeled probes: If spotty background is observed, do not in-
clude MgCl, in buffer 3. Change the plates at each washing step.

Protein detection: Caution: Acrylamide used for the polyacrylamide gels is neurotoxic.
Handle with care.

Immunodetection: To develop the signal with NBT/BCIP, a long incubation may be used
if necessary. However, longer incubation could also increase the background, disturbing
signal detection.

Immunodetection: signal obtained with alkaline phosphatase may disappear from the
membrane after some weeks. Thus, the results should be photographed as soon as they
are obtained.
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Molecular Genotyping of Irish Rotavirus Strains

Fiona O’Halloran and Séamus Fanning

1. Introduction

Rotavirus is the primary etiological agent of gastroenteritis in infants and young
children worldwide (1). In developing countries, it is estimated that rotavirus is respon-
sible for one-third of all diarrhea-associated hospitalizations and 873,000 deaths annu-
ally (2,3). In industrialized countries, where mortality from rotavirus is low, infection
is widespread, and nearly all children experience an episode of rotavirus diarrhea in
the first 3—5 yr of life (4,5).

Rotaviruses have important antigenic specificities including serogroup and sero-
type, and all viruses are classified accordingly. They are divided into seven morpho-
logically indistinguishable but antigenically defined serogroups, delineated A through
G (6,7). The human infecting rotaviruses include groups A, B, and C, and it is well
documented that group A rotaviruses are the major causative agents of diarrheal dis-
eases in children (8,9). They are responsible for 125 million cases of diarrhea annually
(10,11).

Within each serogroup, distinct serotypes exist. In group A rotavirus, serotype is
specified by two viral proteins, VP4 and VP7. The neutralizing antibody response that
is evoked by the antigenic determinants on VP4 and VP7 play an important role in
protective immunity (12). The rotavirus genome consists of 11 double-stranded (ds)
RNA segments, and each genomic segment encodes a different protein. A dual system
of reporting rotavirus serotype exists because the VP4 and VP7 proteins are encoded
by different genes and thus can segregate independently (13). The serotypes derived
from VP7 are defined as G-serotypes. Currently 14 G-serotypes have been identified,
and only 10 of these have been recovered from humans (12). The predominating G-types
worldwide are G1, G2, G3, and G4, with G1 being the most prevalent type (14-16).
Serotypes G5, G6, G8—G10, and G12 are rarely identified in humans and are usually
recovered from animals. However, some of these unconventional types are now being
frequently reported in humans, including G5, G8, and G9 (17-20).

From: Methods in Molecular Biology, vol. 268: Public Health Microbiology: Methods and Protocols
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The serotypes derived from VP4 are designated P-types (P from protease-sensitive
protein) (21). Currently 13 P-serotypes have been reported, and 9 of these have been
identified in humans (22). The two main P-types that predominate include P[8] and
P[4] (23), and an association between G- and P-type has been observed (12). Exten-
sive epidemiological studies in several health care systems characterizing rotavirus
strains have identified the prevalent serotypes circulating in children within different
populations. The predominating types recognized were G1P[8], G2P[4], G3P[8], and
G4P[8] (10,24,25).

Several laboratory strategies are available to identify and characterize rotavirus
isolates. Owing to the segmented nature of the rotavirus genome, gel electrophoresis
is often useful and can identify genetic heterogeneity within isolates as well as moni-
tor virus transmission (26). Migration of the dSRNA segments in polyacrylamide gels
is the most frequently used gel electrophoresis method, producing distinct
electropherotype patterns. A classification scheme was devised for group A rotavirus
strains, based on their migration patterns (27). All 11 gene segments are divided into
four groups based on their migration to one of four characteristic regions in a
nondenaturing polyacrylamide gel. Group I includes gene segments 1-4; group II con-
tains segments 5 and 6; group III contains segments 7-9; and group IV contains the
remaining segments, 10 and 11 (Fig. 1). Within each group distinct dsSRNA banding
patterns are observed resulting from differences in the rates of migration of cognate
gene segments. These variations (or heterogeneity, as it is often referred to) are attrib-
uted to base sequence polymorphisms, together with, distinctive secondary and ter-
tiary structure of each dsRNA fragment (28,29). Sequence and corresponding
structural differences can be detected based on the altered migration pattern(s) of the
dsRNA segments under native conditions. The migration rate of segments 10 and 11
(group 1V) broadly divides the migration patterns into two groups. Fast migration of
these two gene segments generates a long electropherotype, and slow migration is
referred to as a short electropherotype (Fig. 2A). Some authors have reported an asso-
ciation between specific G-types and a given electropherotype. For example, G1 and
G4 strains predominantly demonstrate a long electropherotype, whereas G2 strains
usually have short electropherotypes (30).

This classification scheme is specific to the genome profiles characteristic of group
A rotavirus, which are the most prevalent rotavirus strains found in both humans and
animals. The migration patterns demonstrated by nongroup A rotavirus are markedly
different, as the gene segments do not migrate to the same four distinct regions of the
gel. Electropherotyping may therefore be used to differentiate between different
rotavirus serogroups. The presence of more than 11 segments in the electropherotype
indicates that more than one strain has infected the cells, and this is indicative of a
mixed infection (Fig. 2B). Mixed infections can potentially lead to the formation of
novel reassortant strains. These strains often demonstrate atypical migration patterns
and thus can be identified by their particular array of genome segments in polyacryla-
mide gels (31).

Rotavirus serotypes can be defined by antigen-based methods (e.g., enzyme-linked
immunoassays) or molecular protocols, including reverse transcriptase (RT)-mediated
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Fig. 1. A typical migration pattern displayed by group A rotavirus on a nondenaturing poly-
acrylamide gel. The 11 dsRNA segments migrate to one of four distinct regions on the gel and
are grouped accordingly.
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Fig. 2. Electropherotype patterns of rotavirus RNA generated by polyacrylamide gel elec-
trophoresis. (A) Lanes 1-3 contain the typical “long” electropherotypes associated with group
A and lanes 4-5 contain “short” electropherotypes. (B) A mixed electropherotype pattern iso-
lated from a single rotavirus isolate.
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polymerase chain reaction (PCR). Standard serological methods for virus identifica-
tion often lack the required sensitivity to distinguish usefully between alternate iso-
lates of a virus serotype. In addition, these strategies cannot detect newly evolved viral
variants or identify the corresponding nucleotide mutations and amino acid substitu-
tions that alter antigenic specificities. Molecular techniques including probe hybrid-
ization, restriction enzyme analysis, and in particular PCR-based assays have provided
additional biochemical and serological information. These strategies have recognized
technical advantages over conventional methods.

Nucleotide sequence analysis of each of the 11 dsRNA genomic segments from
different rotavirus strains identified unique features relevant to the structure of
rotavirus genes. These were conserved in all 11 dsRNA segments (32). Significantly,
the 5'- and 3'- ends of each genomic segment were found to be highly conserved among
all strains analyzed. Each RNA segment had a single 5'-guanylate followed by a con-
served sequence motif forming part of a 5'-noncoding region. Immediately downstream
was located an open reading frame (ORF) coding for the specific protein product. The
latter ORF was followed by another noncoding consensus sequence at the 3'-end.
Using these sequence data, oligonucleotide primers were designed to be comple-
mentary to the negative ends of the VP4- and VP7-encoding RNA strands. These for-
ward (VP7F; VP4F) and reverse (VP7R; VP4R) primer pairs (Table 1) were used in
RT-PCR assays under defined reaction conditions to amplify the full-length (1062-bp)
VP7 gene segment and a partial (867 bp) VP4 gene segment (33,34). Comparative
sequencing of the corresponding gene segments encoding VP4 and VP7 provided suf-
ficient unique data to facilitate the design of molecular serotyping strategies.

Sequence analysis of VP7 gene segments from several different strains identified
six discrete regions, designated A—F, with significant amino acid sequence divergence
(Fig. 3). These regions were shown to be unique among different serotypes but highly
conserved within any given serotype. Using each of these six variable regions as a
blueprint for a distinct serotype, specific primers, whose sequences were complemen-
tary to the negative RNA strand of the VP7 gene, were designed (34). These serotype-
specific primers, along with a common (reverse) primer complementary to the 3'-end
of the opposite strand, were included in a PCR reaction cocktail. Under defined condi-
tions, PCR products of discrete segment lengths were generated. The variable regions
under investigation are located at discrete distances from the distal end of the VP7
gene; thus the characteristic size of each amplicon is itself an indication of the viral
serotype. Figure 3 shows a schematic representation of this PCR-serotyping strategy.
Corresponding sizes of each amplicon are dependent on the primer design (35). Fur-
thermore, the major human G-types (G1-G4) and other G-types can now be identified
using this strategy. All major animal serotypes including G5, G6, G10, and G11 (36)
can also be identified. This molecular strategy is sufficiently sensitive and has been
extensively applied to several epidemiological studies to examine the geographical
distribution of human rotavirus G-types (14,17,22,37-40). A useful feature of this
PCR typing protocol is its ability to detect mixed G-type infections. In this event,
when more than one VP7 G-serotype is present, additional amplicons are detected
after conventional agarose gel electrophoresis.
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Table 1

Oligonucleotide Primers Used in PCR Amplification Methods

Primer Primer Sequence (5'-3")

VPTF 5-GGCTTTAAAAGAGAGAATTTCCGTCTGG-3'
VP7R 5'-GGTCACATCATACAATTCTAATCTAAG-3'
VP4F 5'-ATTTCGGACCATTTATAACC-3'

VP4R 5'-TGGCTTCGCCATTTTATAGACA-3'

aBT1 5'-CAAGTACTCAAATCAATGATG-3'

aCT2 5'-CAATGATATTAACACATTTTCTGTG-3'
aET3 5'-CGTTTGAAGAAGTTGCAACAG-3'

aDT4 5'-CGTTTCTGGTGAGGAGTTG-3'

aAT8 5'-GTCACACCATTTGTAAATTCG-3'

aFT9 5'-CTAGATGTAACTACAACTAC-3'

RVG9 5'-GGTCACATCATACAATTCT-3'

IT-1 5'-TCTACTTGGATAACGTGC-3'

2T-1 5'-CTATTGTTAGAGGTTAGAGTC-3'

3T-1 5'-TGTTGATTAGTTGGATTCAA-3'

4T-1 5'-TGAGACATGCAATTGGAC-3'

For complete serotype characterization of a viral strain, both the P-serotype (VP4)
and G-seroytype (VP7) must be determined. Gentsch et al. (33), using a similar strat-
egy, devised a PCR protocol that would facilitate the direct identification of rotaviral
P-types. Comparative sequencing studies of VP4 genes from different strains revealed
genetically distinct regions that were again used to design P-typing primers. These
primers generated PCR products that were characteristic for the different P-types.

The potential genomic dynamics of the rotavirus necessitates continuous surveil-
lance to monitor rotavirus infection and facilitate detection of novel strains. The com-
bined use of electropherotyping and PCR serotyping protocols is useful in defining the
epidemiology of rotavirus and identifying any novel strains in a population.

2. Materials
2.1. RNA Isolation Procedures for Rotavirus (see Note 1)
2.1.1. Inactivation of Endogenous Ribonucleases (see Note 2)

1. Diethyl-pyrocarbonate (DEPC).
2. RNase AWAY (Molecular Bioproducts, San Diego, CA).

2.1.2. RNA Extraction: SDS/Proteinase K Digestion—-Phenol Chloroform
Extraction

1. 10 mg/mL Proteinase K, prepared using DEPC water.

10% (w/v) Sodium-dodecyl sulfate (SDS); prepared using DEPC water.
Chloroform.

Absolute ethanol.

1:1 Phenol/chloroform (see Note 3).

Sterile 1.5-mL Eppendorf tubes.

oA wD
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9 (1062 bp) and the binding position of the common serotype primer, RVG9.

E= Primer binding sites of the G-serotype specific primers
D Hyper-variable regions on the gene segment
—3  Direction of synthesis of G-type primer

=P»  Direction of synthesis of VP7- forward and reverse primer and the RVG9 primer

Binding positions of the forward and reverse primer pair that synthesize full-length gene segment

Fig. 3. Schematic representation of the seminested PCR assay that identifies the G-type of a
rotavirus isolate. The locations of the variable regions on gene segment 9 are indicated. PCR
primers identify distinct serotypes b y amplifying PCR products of defined length (see also

Table 1 for primer sequences).

2.1.3. Removal of Contaminating Genomic DNA (see Note 4)

70% (v/v) Ethanol.
3:1 Phenol/chloroform.
3 M Sodium acetate.

10X Tris buffer: 10 mM Tris-HCI, pH 8.3, 50 mM KCl, 5 mM MgCl,.

1
2
3.
4. DNase 1 (RNase free; Roche Diagnostics, East Sussex, UK).
5
6

Nuclease free water (Promega, Madison, WI).
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2.2.

Electropherotying of Rotavirus RNA Genomes

2.2.1. Polyacrylamide Gel Electrophoresis (PAGE)

1.

B A ol

38% (w/v) Acrylamide/bisacrylamide mix: prepared by dissolving 74 g of acrylamide
(molecular biology grade) and 2 g bis-acrylamide (molecular biology grade) in 200 mL
DEPC-water. Store in a dark bottle at room temperature.

1 M Tris-HCl, pH 6.8.

1.5 M Tris-HCI, pH 8.8.

10% (w/v) Ammonium persulfate (Sigma, Poole, UK).

10% (w/v) SDS.

TEMED (N,N,N’,N’-Tetramethylethylenediamine; Sigma).

Isobutanol.

5X Tris-glycine buffer: 25 mM Tris-HCI, 250 mM glycine, pH 8.3, 0.1% (w/v) SDS.
Loading buffer: 62 mM Tris, 2% (w/v) SDS, 0.001% (w/v) bromophenol blue, 10% (v/v)
glycerol.

2.2.2. Staining and Detection of Polyacrylamide Gels

1.

Nk w

10.
11.
12.
13.

2.4.

2.5.

Buffer 1: 10% (v/v) ethanol, 0.5% (v/v) glacial acetic acid.
0.011 M Silver stain.

. Buffer 2: 0.75 M NaOH containing 0.1 M formaldehyde and 0.0023 M sodium boro-

hydride.
Buffer 3: 0.07 M sodium carbonate.

. PCR Amplification Methods

100 mM Stocks of each deoxyribonucleoside triphosphate (AINTP) dATP, dCTP, dGTP
and dTTP (Promega).

dNTP working stock solutions containing 1.25 mM of each dNTP, prepared by diluting
2.5 uL of each dNTP in 190 pL of sterile water.

10X PCR buffer: 100 mM Tris-HCI, pH 9.0, 500 mM KCI (Promega).

25 mM MgCl, (Promega).

5 U/mL Taq DNA Polymerase (Promega).

AMYV (avian myeloblastosis virus)-reverse transcriptase (AMV-RT; Promega).

5X AMV buffer: 250 mM Tris-HCI, pH 8.3, 250 mM KCI, 50 mM MgCl,, 2.5 mM sper-
midine, 50 mM dithiotreitol (DTT).

1 mM DTT (Sigma).

Dimethyl sulphoxide (DMSO).

Rnasin® ribonuclease inhibitor (Promega).

Sterile mineral oil (Sigma).

Sterile water.

Oligonucleotide primers (Table 1) were adjusted to the required concentrations. (All
primers were obtained from Oswel Scientific and purified by high-performance liquid
chromatography prior to use.)

Purification of PCR Products

. PCR purification kit (QIAGEN, West Sussex, UK).

Conventional Agarose Gel Electrophoresis

Agarose (Promega).
10X Tris-acetate EDTA (TAE): 40 mM Tris-HCI, pH 7.8, 40 mM glacial acetic acid, 2 mM
EDTA.
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3. 10X Gel loading buffer: 6.6 mL glycerol, 3.3 mL 10X TAE, 100 uL of 10% (w/v) bro-
mophenol blue.

4. Ethidium bromide (10 mg/mL; Sigma).

5. DNA molecular weight markers: a range of DNA markers are commercially available
(Roche Diagnostics) that have various fragment molecular weight ranges. In this study
three DNA markers were used, including DNA marker X1V, which has 16 fragments that
range in size from 100 to 1500 bp with an additional band at 2642 bp; DNA marker 111
providing 13 fragments with sizes ranging from 0.12 to 21.2 kbp; and DNA marker V,
which contains 22 fragments ranging in sizes from 8 to 587 bp.

3. Methods

3.1. RNA Isolation Procedures for Rotavirus

3.1.1. Inactivation of Endogenous Ribonucleases

1.

Prepare ribonuclease-free water by adjusting the volume of water required to contain
0.2% (w/v) DEPC.

Incubate the treated water at 37°C for 12 h and then autoclave at 121°C for 30 min.
Immerse glassware and nonsterile plasticware in a solution of 0.2% (v/v) DEPC and then
autoclave at 121°C for 30 min.

Prepare buffers used in RNA procedures using DEPC-treated water. Buffers that cannot
be autoclaved should be sterilized by filtration through a 0.2-um filter.

3.1.2. RNA Extraction

1.

(O8]

Into a sterile 1.5-mL Eppendorf tube add the required volume of fecal filtrate (typically
400 uL). Adjust the volume to contain 1% (w/v) SDS and 100 pug/mL of proteinase K.
Mix by pipeting and incubate at 37°C for 1 h.

To each reaction mixture add an equal volume of phenol/chloroform mixture (1:1) and
vortex the sample for 30 s.

Centrifuge at 11,000g for 10 min, which separates the sample into two phases.

Collect the aqueous phase into a new sterile 1.5-mL Eppendorf tube and add an equal
volume of chloroform.

Mix the sample by vortexing for 30 s followed by centrifugation at 11,000g for 10 min.
Again collect the aqueous phase.

To precipitate the template 11 dsSRNA segments, add 2 vol of cold absolute ethanol to the
aqueous phase, and incubate the sample at —80°C overnight (12—18 h).

Recover the purified dsRNA by centrifugation (11,000g for 10 min) and then resuspend
the pellet of RNA obtained in 100 UL nuclease-free water.

3.1.3. Removal of Contaminating Genomic DNA

1.

Incubate the total RNA recovered (approx 100 uL) with 2 uL. DNase 1 and 10.2 uL 10X
Tris buffer (to give a final working solution of 1X) at 37°C for 30 min. This step allows
sufficient time for any copurifying chromosomal DNA to be degraded.

To this solution add 80 pL of phenol/chloroform (3:1) reagent and vortex the sample for
1 min.

Centrifuge at 11,000g for 5 min and collect the aqueous phase as before into a sterile
1.5-mL Eppendorf tube.

Finally, precipitate the DNA-free purified dsSRNA with 10 uL of 3 M sodium acetate and
300 uL of cold absolute ethanol.
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5.

6.

3.2

Incubate the above overnight at —20°C and recover the dSRNA by centrifugation for 10 min
at 10,000 rpm.

Wash the dsRNA pellet with 1 mL of cold, 70% (v/v) ethanol and resuspend the pellet in
100 uL DEPC-water.

Purified RNA can be analyzed by conventional agarose gel (1.5%) electrophoresis and
rotaviral genomic segments visualized after staining with ethidium bromide (0.1 mg/mL).
Store the dsRNA at —80°C.

Examination of the Electropherotype Patterns of Rotavirus Strains

3.2.1. Polyacrylamide Gel Electrophoresis

1.
2.

10.

11.

12.

13.

Vertical gel electrophoresis apparatus (Life Technologies, Paisley, UK).
Initially wash the glass plates in 1% (w/v) SDS, rinse in deionized water, and dry the
plates completely.

. Prepare 70 mL of a 10% (w/v) polyacrylamide gel by initially preparing the resolving gel

(see Note 5).

Add (in order) 23.28 mL distilled water, 13.2 mL 38% (w/v) acrylamide mix, 12.5 mL
1.5 M Tris-HCI, pH 8.8, 1.5 mL 10% (w/v) SDS, 0.5 mL 10% (w/v) ammonium persulfate,
and 0.02 mL TEMED.

Pour this mixture immediately into the gel cast leaving sufficient space for the stacking
gel (approx 2 cm).

Overlay the acrylamide solution with isobutanol (see Note 6) and allow sufficient time
for polymerization to occur (approx 30 min).

Pour off the overlay and wash the gel surface several times with deionized water.
Prepare 20 mL of the stacking gel (see Note 5) by adding (in order) 11.78 mL distilled
water, 5.3 mL 38% (w/v) acrylamide mix, 2.5 mL 1 M Tris-HCI, pH 6.8, 0.2 mL 10% (w/v)
SDS, 0.2 mL 10% (w/v) ammonium persulfate, and 0.02 mL TEMED. Mix the components
and pour directly onto the resolving gel.

Insert a Teflon comb into the stacking gel and continue polymerization for a further 30 min
at room temperature.

Remove the comb and wash the preformed wells with deionized water to remove any
unpolymerized acrylamide.

Place the gel into the electrophoresis apparatus and add electrophoresis buffer to the top
and bottom buffer reservoirs.

Prepare samples for electrophoresis by mixing 20 puL of sample RNA and 20 ul of gel
loading dye (see Note 7).

Load all of this mixture directly onto the gel and perform electrophoresis for 16 h at 25 mA
using 1X Tris-glycine, pH 8.3 buffer.

3.2.2. Staining and Detection of dsRNA Segments in Polyacrylamide Gels

1.

Following electrophoresis, fix the gel for 30 min in a 10% (v/v) ethanol-acetic acid
solution.

Silver stain with 0.011 M silver nitrate for 2 h then briefly (I min) rinse in deionized
water.

Transfer the gel to the developing solution (buffer 2) for 20 min, or until the RNA seg-
ments are clearly visible (not longer than 45 min).

Increase the intensity/visibility of the segments by immersing the gel in a solution of
freshly prepared 0.07 M sodium carbonate for 10 min.

Visualize the electrophoretic patterns (electropherotypes) over a white light box.
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3.3. PCR Methods
3.3.1. Reverse Transcriptase (RT)-Mediated PCR

1.

Denature 1-5 puL of the dsRNA template (see Note 8) by heating to 97°C in the presence
of 3.5 uL. DMSO for 5 min (see Note 9). Place the reaction tubes immediately on ice.
To amplify full-length gene segment 9 (1062 bp) encoding VP7, assemble a PCR reaction
cocktail containing the following: 5 pL 10X PCR buffer, 8 uL of the working ANTP mix
(final concentration of each dATP, dCTP, dGTP, dTTP was 200 uM), 1.5 mM MgCl,,
10 pmol of each primer (Table 1), 2.5 U Taqg DNA polymerase, 4 U AMV-RT, 0.5 uL.
RNasin, and 1 mM DTT (which is added to the denatured template; see Note 10). The
final reaction volume is 50 puL. Include an appropriate negative control containing all of
the above except template dSRNA.

Centrifuge the tubes for 10 s and overlay the mixture with 100 UL of sterile mineral oil to
prevent evaporation during thermal cycling.

Perform the RT step at 45°C for 30 min.

Then heat all reaction tubes to 70°C to inactivate the AMV-RT enzyme and cool on ice
for 1 min. This step results in the production of a single-stranded complementary DNA
(cDNA) copy of one of the double-stranded RNA molecules.

Amplify the cDNA products by PCR using the following cycling parameters: 94°C for
1 min, 48°C for 2 min, 72°C for 1 min (30 cycles) and finally 72°C for 7 min (1 cycle)
to complete extension (see Note 11).

To amplify partial length gene segment 4 (867 bp), the same reaction conditions are
required, with the substitution of 40 pmol of each VP4 forward and VP4 reverse primer
(Table 1) to target gene segment 4 specifically.

Perform reverse transcription of the dsSRNA template as previously described (step 4
above). The reaction parameters for the VP4 primer pair are as follows; 94°C for 1 min,
53°C for 2 min, 72°C for 1 min (30 cycles), with a final extension at 72°C for 7 min
(1 cycle).

Resolve RT-PCR products in a 1.5% (w/v) agarose gel, containing ethidium bromide
(0.1 mg/mL) and visualize by UV illumination.

3.3.2. Purification of PCR Products

1.

Purify RT-PCR products using a PCR purification kit according to the manufacturer’s
instructions (QIAGEN).

The RT-PCR products are subsequently used in seminested PCR assays to identify
the G- and P-type of each isolate. In addition, the VP7 serotype could also be identi-
fied by direct DNA sequencing of the RT-PCR fragments followed by nucleotide com-
parison with sequenced strains in the databases using BLAST search tools
(www.ncbi.nih.nlm.gov/BLAST).

3.3.3. Seminested PCR

1.

Analyze PCR products from the RT-PCR reactions by seminested PCR to identify G-
and/or P-types.

Identify the G-type of each isolate by adding sufficient template (see Note 12) to 5 uL. of
10X PCR buffer (100 mM Tris-HCI, pH 9.0, 500 mM KC1), 8 uL of stock ANTP mix, | mM
MgCl,, 10 pmol of each G-serotype primer, and 10 pmol of the common reverse primer,
RVGOI (Tables 1 and 2 and Fig. 3).
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Table 2
Characteristics of G-Typing Primers
Variable Nucleotide Amplicon size

Primer region (nucleotides) position (bp) G-serotype
aBTI B (309-351) 314-335 749 1
aCT2 C (408-438) 411-435 652 2
aET3 E (672-711) 689-709 374 3
aDT4 D (477-504) 480-498 583 4
aATS8 A (165-198) 178-198 885 8
aFT9 F (747-774) 757-776 306 9

Table 3

Characteristics of P-Typing Primers

Primer Nucleotide Amplicon size

position (bp) P-genotype P-serotype

1T-1 339-356 345 [8] 1A

2T-1 474-494 483 [4] 1B

3T-1 259-278 267 [6] 2

4T-1 385-402 391 [9] 3

Add 1 U Tag DNA polymerase to a final volume of 50 mL.

Overlay all reaction mixtures with 100 mL of sterile mineral oil.

As thermal cycling conditions for amplification, use the following parameters: 97°C
for 1 min, 46°C for 2 min, 72°C for 1 min (15 cycles), final extension at 72°C for 7 min
(1 cycle).

Identification of the P-type isolates requires adding sufficient VP4 template to 5 uL 10X
PCR buffer (100 mM Tris-HCI, pH 9.0, 500 mM KC1), 8 uL of stock dNTP mix, 1.5 mM
MgCl,, 2.5 U Tag DNA polymerase, 20 pmol of each P-typing primer, and 20 pmol of the
VP4 common primer, Con2 (Tables 1 and 3).

. The cycling parameters for the P-typing reaction are as follows; 97°C for 1 min, 50°C for

2 min, 72°C for 1 min (20 cycles), with a final extension at 72°C for 5 min (1 cycle).
Visualize all PCR products by agarose gel (1.5%) electrophoresis as previously described
in Subheading 3.3.1.

4. Notes

1.

The RNA isolation procedure described was used to isolate RNA directly from fecal mat-
ter. The method can also be applied to tissue culture samples, but the quality and quantity
of RNA may not be as good. Alternative methods are also available.

Contamination with exogenous ribonucleases can result in the degradation of RNA; there-
fore proper pretreatment of reagents and experimental apparatus is a prerequisite. To
reduce ribonuclease contamination of laboratory equipment, all surfaces and apparatus
can be thoroughly wiped with RNase AWAY (Molecular Bioproducts, San Diego, CA).
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Glassware and nonsterile plasticware can be immersed in a solution of 0.2% (v/v) DEPC
and then autoclaved at 121°C for 30 min. Gloves should be worn at all times during
procedures.

3. Caution: care should be taken when handling phenol/chloroform. As phenol is an acid, it
can cause skin burns. This reagent should only be handled in a safety cabinet with extrac-
tion ventilation.

4. The presence of DNA in RNA samples could potentially interfere with subsequent analy-

sis of the rotaviral genome and therefore it should be removed. DNA is degraded by

treatment with a specific endonuclease enzyme, DNase 1. This enzyme digests DNA but
does not affect the integrity of RNA.

Prepare sufficient gel volumes according to the PAGE apparatus used.

6. Isobutanol is added to prevent oxygen from diffusing into the gel, as this would inhibit
polymerization.

7. The loading buffer described in Subheading 2.2.1. can be substituted for another appro-
priate loading buffer if preferred. The volume of sample that is loaded into the gel will
depend on the size of the gel wells and thus can be adjusted accordingly.

8. Using excess RNA template can be detrimental to the RT-PCR assay, as it appears to
inhibit the reaction. In general, small volumes of dsRNA template (1-5 uL) often pro-
duce better results.

9. Stronger binding forces exist between RNA-RNA compared with DNA-DNA and DNA-
RNA; thus more stringent denaturing conditions are required to prevent strand
reannealing. Prolonged denaturation (5 min) and the addition of nucleic acid destabilizers,
such as DMSO, in the RT step are often recommended (34).

10. It is not essential but recommended to include RNasin in the assay to inactivate any

contaminating ribonucleases that may be present in the reaction.
11. The thermocycler used in this study was a Pharmacia ATAQ controller (Pharmacia,
Uppsala, Sweden).

12. The amount of cDNA template used in the serotyping PCR assays can be identified by
performing initial template titrations. In general, 1-2 uL of cDNA template is sufficient
for amplification. However, if the RT-PCR products are very weak, use more template.

b
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Hepatitis A Virus
Molecular Detection and Typing

Gloria Sanchez, Cristina Villena, Albert Bosch, and Rosa M. Pinté

1. Introduction

Hepatitis A virus (HAV) infection is the leading cause of viral hepatitis throughout
the world (I). HAV infection is mainly propagated via the fecal-oral route (2), and
waterborne (3) and foodborne (4-8) outbreaks of the disease have been reported.

HAYV, the prototype of the genus Hepatovirus, belongs to the family Picornaviridae.
Its 7.5-kb single-stranded RNA genome bears different distinct regions: the 5' and 3'
noncoding regions (NCR), the P1 region, which encodes the structural proteins VP1,
VP2, VP3, and a putative VP4, and the P2 and P3 regions encoding nonstructural
proteins associated with replication (9). A single HAV serotype has been described,
although seven genotypes have been defined (9).

Since environmental samples usually contain low numbers of viral particles, sensi-
tive methods such as molecular techniques based on nucleic acid amplification are
required for their detection. However, even with the adoption of these techniques, the
choice of the most adequate target is of relevant importance. The target region should
be highly conserved, to increase the chance of detection, and should have an appropri-
ate structure and length to allow sensitivity high enough for these kind of samples. As
a target region, we have chosen a fragment of the 5’NCR flanked by highly conserved
sequences that have been used for the primer design (forward primer from position 68
to position 85; reverse primer from position 222 to position 240 in the HM175 strain
of HAV; GenBank accession number M14707) (4). The internal part of this region,
however, may present a certain degree of variation mainly owing to insertions and/or
deletions, causing a variable size of the amplimer obtained, i.e., the wild-type HM 175
strain gives a size of 174 bp whereas the cell-adapted pHM 175 strain gives a size of
186 bp. For this reason it is extremely important to include a confirmative method
such as Southern blot hybridization with an internal probe from a region not affected
by the insertions/deletions (4).
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When genotyping is the objective of the study, analysis of the sequence correspond-
ing to the VP1X2A junction is the method of choice (10,11), allowing HAV isolates to
be differentiated into seven genotypes (10). It should be pointed out that although the
sequence employed aligns with the VP1X2A junction region used for genotyping pur-
poses in other picornaviruses, such as poliovirus (10), in the case of HAV (position
3024-3191 of the HM175 strain) it actually represents a 2A sequence, since it con-
tains only 1 codon of VP1 and 55 of 2A (12,13). This method consists of the amplifi-
cation of a 360-bp fragment (from position 2949 to position 3308) that includes the
previously mentioned genotyping region. The size of the amplimer (360 bp) induces a
loss of detection sensitivity, which is partially overcome by the application of nested
polymerase chain reaction (PCR) procedures. However, the use of nested PCR tech-
niques may introduce important cross-contamination problems since the first amplimer
product should be further manipulated into a second reaction. Consequently, there is a
growing tendency to avoid nested reactions as much as possible in diagnostic labora-
tories. This is the reason why we have adopted amplification of a shorter fragment of
the 5'NCR for the generic detection of HAV. HAV genotyping is subsequently per-
formed on those samples that are clearly positive, by the 5SNCR method, in a single
PCR reaction using the previously mentioned 360-bp fragment.

All nucleic acid polymerasing reactions are susceptible to inhibitors, and reverse
transcriptase (RT) is especially sensitive to inhibitory substances, which may be found
in water samples. In environmental studies, a water concentration step is frequently
required to reduce the sampled volume to an amount able to be analyzed in the labora-
tory. Unfortunately, substances inhibitory to RT-PCR are concentrated along with the
viruses. Preconditioning of the sample should then be performed prior to the molecu-
lar amplification. In the present work, the method of choice for this purpose has been
lyophilization, which efficiently removes several volatile inhibitors and at the same
time allows viral concentration (14).

2. Materials
2.1. Sample Preconditioning

1. Plastic containers.

2. Autoclaved (121°C for 45 min) molecular biology grade distilled water (conductance
2 x 107 ohm™! cm™!; Panreac, Barcelona, Spain; see Notes 1 and 2).

3. Freeze Drying Bench Top 3 from Virtis (Gardiner, NY) or similar.

2.2. RNA Extraction (see Note 3)

1. Washing buffer (L2): add 120 g of guanidinium isothiocyanate (Applichem, Darmstadt,
Germany) to 100 mL of 0.1 M Tris-HCI, pH 6.4. Heat at 56°C to dissolve. Store in aliquots
in the dark at room temperature. This solution is stable for 3 wk.

2. Lysis buffer (L6): add to 200 mL of L2 washing buffer 22 mL of 0.2 M EDTA, pH 8.0,
and 2.44 mL Triton X-100. Store in aliquots in the dark at room temperature. This solu-
tion is stable for 3 wk.

3. Silica solution:

a. Add 60 g of silicon dioxide (Sigma, St. Louis, MO) to 500 mL of autoclaved (121°C
for 45 min) distilled H,O in a 500 mL RNase-free bottle and keep it for 24 h at room
temperature.
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b. Aspirate 430 mL of the supernatant and resuspend the pellet in 500 mL of autoclaved
(121°C for 45 min) distilled H,O.

c. Allow to stand for 5 h at room temperature and aspirate 450 mL of the supernatant.

d. Add 600 uL of 8.7 M HCI to this supernatant and distribute it in aliquots of 0.5 mL
before autoclaving at 121°C for 20 min.

e. Store in the dark at room temperature.

f. This solution is stable for 6 mo.

70% Ethanol (see Note 4).

100% Acetone.

TE buffer, pH 8: 10 mM Tris-HCI and 1 mM EDTA. Adjust the pH to 8.0. Aliquots are
distributed in 1.5-mL tubes and autoclaved at 121°C for 45 min.

Vortex.

Microcentrifuge.

Heating block.

1.5-mL Microcentrifuge tubes.

Tips with filter.

Gloves.

RT

Murine Moloney leukemia virus (M-MLV) reverse transcriptase RNase H Minus (Promega,
Madison, WI) supplied with 5X RT buffer (250 mM Tris-HCI, pH 8.3, 375 mM KCl, 15 mM
MgCl,, 50 mM dithiothreitol).

Deoxynucleotide triphosphates (ANTPs) (Promega).

Reverse primers (HAV240: 5'-241GGAGAGCCCTGGAAGAAAGA222-3" and VP1-
3285: 5'-3285AGTCACACCTCTCCAGGAAAACTT3308-3").

Autoclaved (121°C for 45 min) distilled H,O.

Thermocycler AB 2700 (Applied Biosystems, Foster City, CA) or similar.

Micropipets and filter tips.

0.2-mL PCR tubes.

. PCR

Expand High Fidelity PCR enzyme (Roche, Mannheim, Germany) supplied with 10X
Expand High Fidelity buffer and supplemented with 15 mM MgCl,.

Deoxynucleotide triphosphates (ANTPs).

Reverse (HAV240: 5'-241GGAGAGCCCTGGAAGAAAGA?222-3' and VP1-3285: 5'-
3285AGTCACACCTCTCCAGGAAAACTT3308-3") and forward (HAV6S: 5'-
68TCACCGCCGTTTGCCTAGS5-3" and VP1-2949: 5'-2949TATTTGTCTGTCA
CAGAACAATCAG?2973-3") primers.

Autoclaved (121°C for 45 min) distilled H,O.

Thermocycler AB 2700 or similar.

Micropipets and filter tips.

0.2-mL PCR tubes.

. Electrophoresis

10X TBE buffer: 0.9 M Tris-HCI, pH 8.3, 0.9 M boric acid, 0.02 M EDTA. Stable for long
periods.

10X TAE buffer: 0.4 M Tris-HCI, pH 8.3, 0.11 M acetic acid, 0.01M EDTA. Stable for
long periods.
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Seakem LE agarose (BioWhittaker, Walkersville, MD).

GelStar Nucleic Acid Gel Stain (BioWhittaker).

6X loading buffer: 50% (v/v) glycerol, 0.25% (w/v) bromophenol blue (Sigma) in dis-
tilled water. Store at 4°C. Stable for long periods.

Prepare a working solution of the DNA molecular weight marker IX (72-1353 bp)
(Roche) by mixing 10 UL of marker with 73.40 uL of TBE or TAE, and 16.6 uL of 6X
loading buffer.

Horizontal gel tank, gel mold, gel combs (Bio-Rad, Hercules, CA) and power pack
(Amersham Pharmacia Biotech Europe, Freiburg, Germany), or similar.

ImageMaster VDS gel imaging system analyzer (broad band UV 260-400 nm, peak at
312 nm; Amersham Pharmacia Biotech Europe) or similar.

Southern Blot

Positively charged nylon membrane (Roche).

Whatman 3MM paper.

Mini Trans-Blot Electrophoretic Transfer Cell (Bio-Rad) or similar.

TBE buffer.

150 mM NaOH. Stable for long periods.

20% sodium dodecyl sulfate (SDS). Stable for long periods.

20X SSC buffer: 3 M NaCl, 300 mM sodium citrate, pH 7.0. Autoclave at 121°C for 20 min
(see Note 5). Stable for long periods.

Digoxigenin (DIG)-labeled probe (5'-150TTAATTCCTGCAGGTTCAGG169-3").
Standard solution: 5X SSC buffer supplemented with 0.1% N-lauroylsarcosine, 0.02%
SDS, and 1% blocking reagent (Roche). Heat to 60°C to dissolve the detergents and the
blocking reagent. Dispense in 10-mL aliquots and store at —20°C.

Prehybridization solution: standard solution supplemented with 100 pLg/mL salmon sperm
DNA. To denature the salmon DNA, boil a 100X solution before being added to the
standard solution (see Note 6).

Hybridization solution: DIG-labeled probe diluted in prehybridization solution.

Buffer I: 100 mM maleic acid, 150 mM NaCl, pH 7.5 (see Note 7). Autoclave at 121°C
for 20 min. Stable for long periods.

Blocking solution: add 1 g of blocking reagent to 100 mL of buffer I. Autoclave at 121°C
for 20 min, store at 4°C, and open it carefully in sterile conditions. Stable for 2 mo.
Anti-DIG alkaline phosphatase-labeled antibody (anti-DIG-AP) (0.75 U/uL; Roche).
Washing buffer: add 0.3 mL of Tween-20 to 100 mL of buffer I. Store at 4°C. Stable for
long periods.

Phosphatase buffer: 100 mM Tris-HCI and 100 mM NaCl, pH 9.5. Store at 4°C. Stable for
long periods.

25 mM CSPD solution (Roche). Store in the dark.

Fixative solution: dilute 1:5 the fixative G350 (AGFA-Gevaert, Mortsel, Belgium). Store
in the dark. Stable for several months.

Developer solution: dilute 1:5 the developer G150 (AGFA). Store in the dark. Stable for
several months.

Film: AGFA curix RP2 100NIF 13 x 18.

Autoradiographic cassette (Gevamatic AGFA 18 x 24).

Plastic bags.

Trays.

Forceps.
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Aluminum paper.

Plastic bag sealer.

UV lamp.

Water bath: Certomat (22-100 £ 0.5°C; Braun Biotech, Melsungen, Germany) or similar.
Vacuum oven.

Belly Dancer.

Dark room.

DNA Purification
1. Purification of an Amplimer From Single Band-Containing Solutions

High Pure PCR Product Purification Kit (Roche).
96° Ethanol.

Standard tabletop centrifuge.

Microcentrifuge tubes.

2.7.2. Purification of an Amplimer From Mixed Band-Containing Solutions

NN AW =
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Electrophoresis material.

Scalpel.

Heating block.

High Pure PCR Product Purification Kit (Roche).
96° Ethanol.

Isopropanol.

Standard tabletop centrifuge.

Microcentrifuge tubes.

. DNA Sequencing

ABI PRISM BigDye Terminator Cycle Sequencing ready Reaction Kit (Applied
Biosystems).

Primer VP1-2949 (5'-2949TATTTGTCTGTCACAGAACAATCAG2973-3")
Autoclaved (121°C for 45 min) distilled H,O.

95° Ethanol ACS for analysis (Carlo Erba Reagenti, Italy).

70% Ethanol.

Thermocycler AB 2700 (Applied Biosystems) or similar.

ABI PRISM 3700 DNA Analyzer (Applied Biosystems) or similar.

0.2-mL Tubes.

Vortex.

Microcentrifuge.

3. Methods

3.1.
1.
2.
3.

3.2
1.

Sample Preconditioning (see Note 8)

Collect 50 mL of sewage or wastewater in a plastic container.
Lyophilize for 48 h at —=70°C temperature and 30—40 mtorr pressure.
Resuspend the solid pellet in 500 puL of water.

RNA Extraction Procedure Based on the Boom Method (15) (see Note 9)

Add 40 pL of silica solution to 900 puL of L6 buffer in a 1.5-mL microcentrifuge tube (see
Notes 10 and 11).
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Add 50 pL of sample.

Vortex the mixture for 5 s, keep it at room temperature for 10 min, and mix again for 5 s.
Centrifuge at 12,000g for 15 s and discard the supernatant (see Notes 10 and 13).

Wash the silica pellet twice with 900 UL of L2 buffer, twice with 900 UL of 70% ethanol,
and once with 900 uUL of acetone. Centrifuge for 15 s at 12,000g after each wash and
discard the supernatants (see Notes 10, 12, and 13).

Place the tube, with the lid open, at 56°C in a dry heating block for 10 min.

Add 50 uL of TE buffer, vortex, and incubate for 10 min at 56°C with the lid closed (see
Notes 10 and 12).

Vortex and centrifuge the tube at 12,000g for 2 min.

Recover the nucleic acid-containing supernatant in a new tube (see Notes 13 and 14) and
store it at 4°C (see Note 15).

3.3. Two-Step RT-PCR for the Amplification of a Fragment
of the 5’NCR and Confirmation by Southern Blot
for the Generic HAV Detection (see Note 16)

3.3.1.RT

il o e

Add 10 pL of the extracted RNA to a 0.2-mL PCR tube.

Incubate the tube at 99°C for 5 min to denature the RNA.

Chill the tube on ice.

Prepare the RT mix (volume for one sample): 5.000 uL 5X RT buffer; 0.125 uL 100 uM
primer HAV 240; 2.500 uL 2 mM dNTPs; 0.040 uL M-MLV reverse trascriptase (200 U/
uL); 7.300 uL Distilled H,O; for a total of 15.000 uL.

5. Add the 15 pL of the RT mix to each tube containing denatured RNA.

6. Incubate the tubes at 45°C for 1 h.

7. Keep the tubes at 4°C.

3.3.2. PCR

1. Add 29.5 pL of distilled H,O to a 0.2-mL PCR tube.

2. Prepare the PCR mix (volume for one sample): 5.00 uL. 10X Expand High Fidelity-
MgCl, buffer; 0.25 uL 100 uM primer HAV 240; 0.25 pL 100 uM primer HAV 68;
5.00 uL 2 mM dNTPs; 0.14 pL Expand High Fidelity PCR enzyme (3.5 U/uL); for a
total of 10.50 pL.

3. Add the 10.5 puL of the PCR mix to each of the water-containing tubes and 10 uL of the
RT product.

4. Transfer the samples to the thermocycler and run the following program: 4 min at 94°C;

40 cycles of 1 min at 94°C, 1 min at 55°C, 1 min 30 s at 72°C; and 10 min at 72°C.

3.3.3. Electrophoresis

1.

Mix 10 puL of the PCR product with 2 uL of 6X loading buffer and dispense them in a well
of a 1.5% TBE-agarose gel. In a parallel well dispense 5 pUL of the working solution of the
DNA molecular weight marker IX (Roche).

Connect the electric power at 70 V and run the samples for approx 2 h in TBE buffer.
Stain the DNA-containing agarose gel with a 1:10,000 dilution of GelStar in TBE buffer
(see Note 17).

Analyze the DNA amplimers by observation of the stained bands in the gel analyzer
using the UV light tray (see Note 18).
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3.3.4. Southern Blot Hybridization
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29.

Transfer the gel to a glass Petri dish and submerge it in several volumes of 150 mM
NaOH for 15 min to denature the double-stranded DNA. Keep the glass dish containing
the gel on ice with constant shaking.

In the mean time, cut the nylon membrane (see Note 19) and rinse it in 0.5X TBE for
15 min. Wet fiber pads and filter papers with 0.5X TBE.

. Wash and neutralize the gel by immersion in several volumes of 0.5X TBE. Keep the

glass dish containing the gel on ice and shake constantly for 10 min.

Prepare the transfer cell as depicted in Fig 1. The gel should be in direct contact with the
nylon membrane by the open end side of the well (see Note 20).

Close the cassette, and place it in the module.

Place 0.5X TBE buffer in the module.

Add the frozen Bio-Ice cooling unit.

Add a standard magnetic stir bar to maintain the buffer temperature and ion distribution
in the tank.

Put on the lid, plug the cables into the power supply, and run for 1 h at 60 V.
Disassemble the blotting sandwich and remove the membrane.

UV-crosslink the wet membrane at 366 nm for 3 min.

Bake in a vacuum oven at 120°C for 30 min (see Note 21).

Place the membrane in a bag containing 20 mL of prehybridization solution per 100 cm?
of membrane surface area.

Seal the bag and prehybridize overnight at 40°C.

Discard the prehybridization solution and add the hybridization solution containing the
DIG-labeled probe at a 5 pmol/mL concentration and at the same volume/surface ratio.
Incubate for 2 h at 40°C.

Place the membrane in a glass dish and wash it briefly in several volumes of 2X SSC at
room temperature with constant shaking.

Wash the membrane for 15 min in several volumes of 2X SSC-0.1% SDS at room tem-
perature with constant shaking.

Incubate the membrane for 1 min in several volumes of buffer I at room temperature with
constant shaking.

Block the membrane by gentle agitation in several volumes of blocking solution for 30 min
at room temperature (see Note 22).

Dilute the anti-dig-AP 1:10,000 in blocking solution and mix.

Discard the blocking solution and incubate the membrane for 30 min in the antibody
solution. Use a standard Petri dish for the incubation and the same volume/surface ratio
as with the hybridization solution (see Note 23). Gentle agitation of the dish is required to
ensure a constant and complete contact of the antigen-bound membrane and the antibody-
containing solution.

Discard the antibody solution.

Wash the membrane twice (15 min per wash) in several volumes of washing buffer.
Equilibrate the membrane in several volumes of phosphatase buffer for two minutes.
Prepare the CSPD solution at a 1:100 in phosphatase buffer.

Discard the phosphatase buffer, avoiding, however, drying of the filter.

Transfer the membrane into a plastic bag with CSPD solution at the same volume/surface
ratio as before. Remove any bubble. Protect the bag from the light.

Incubate the bag at room temperature for 5 min with constant shaking.
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Fig. 1. Southern blot transfer cell.

Transfer the membrane to a new plastic bag (see Note 24).

Incubate for 15 min at 37°C (in the dark).

The chemilumininescent signal detection is performed by exposing the photographic film
to the membrane-containing bag in the autoradiografic cassette (see Note 25).

Expose for 45 min (see Note 26).

Photographic development: transfer the film into several volumes of developer solution
for 3 min. Rinse the film with water, transfer the film to several volumes of fixative
solution for 3 min, and finally rinse the film again in water and let dry.

HAV Genotyping by Two-Step RT-PCR Amplification and Sequencing
Fragment of the VP1X2A Junction Region

3.4.1. RT

1
2
3.
4

S ow

. Add 10 uL of the extracted RNA to a 0.2-mL PCR tube.
. Incubate the tubes at 99°C for 5 min to denature the RNA.

Chill the tubes on ice.

. Prepare the RT mix (volume for one sample): 5.000 uL. 5X RT buffer; 0.125 uL. 100 uM

primer VP1-3285;2.500 uL 2 mM dNTPs; 0.040 uL. M-MLV reverse trascriptase (200 U/
uL); distilled H,O 7.300 pL; for a total of 15.000 uL.
Add 15 pL of the RT-mix to each tube containing the denatured RNA.

. Incubate the tubes at 45°C for 1 h.
. Keep the tubes at 4°C.

3.4.2. PCR

IV}

. Add 29.5 uL of H,0O in a new 0.2-mL PCR tube.
. Prepare the PCR mix (see Note 27) (volume for one sample): 5.00 uL 10X PCR-MgCl,

buffer; 0.25 uL 100 uM primer VP1-2949; 0.25 uL 100 puM primer VP1-3285; 5.00 uL.
2 mM dNTPs; 0.14 uL Expand High Fidelity PCR enzyme (3.5 U/uL); for a total of
10.50 pL.

Add 10.5 pL of the PCR mix to each water-containing tube and 10 uL of RT product.
Transfer the samples to the thermocycler and run the following program: 4 min at 94°C;
40 cycles of 1 min at 94°C, 1 min at 55°C, 1 min 30 s at 72°C; and 10 min at 72°C.
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3.4.3. Electrophoresis

1.

Mix 10 pL of the PCR product with 2 uL of 6X loading buffer and put them over a well of
a 0.8% TBE-agarose gel. In a parallel well, dispense 5 UL of the working solution of the
DNA molecular weight marker IX (Roche).

Connect the electric power up to 70 V and run the samples for approx 2 h in TBE buffer.
Stain the DNA-containing agarose gel with a 1/10,000 dilution of GelStar in TBE buffer
(see Note 17).

Analyze the DNA amplimers by observation of the stained bands in the ImageMaster,
using the UV light tray (see Note 18).

3.4.4. DNA Purification
3.4.4.1. PURIFICATION OF AN AMPLIMER FROM SINGLE BAND-CONTAINING SOLUTIONS

1.

11.

SAN S A

Mix the remaining 40 pL of the PCR product with 200 pL of the Binding Buffer provided
with the kit.

Transfer these 200 UL to the upper reservoir of a filter-tube inserted into a collection tube,
both provided with the kit.

Centrifuge the combined tubes for 1 min at room temperature at 16,000g and discard the
flowthrough solution.

Add 500 pL of wash buffer to the upper reservoir (1:5 dilution of the 5X wash buffer
provided with the kit in 96° ethanol).

Centrifuge for 1 min at room temperature at 16,000g and discard the flowthrough solution.
Add 200 pL of wash buffer.

Centrifuge for 1 min at room temperature at 16,000g and discard the flowthrough solution.
Centrifuge for 5 s at room temperature at 16,000g.

Insert the filter-tube into a standard microcentrifuge tube.

Add 60 UL of the elution buffer (provided with the kit) to the filter-tube, and incubate for
3 min at room temperature.

Centrifuge the combined tubes for 1 min at room temperature at 16,000g and keep the
DNA-containing flowthrough solution.

. Estimate the quantity of DNA by comparison of its fluorescence intensity with that of the

360-bp band of the DNA Molecular Weight Marker IX (Roche; 1.425 ng/uL) run in par-
allel in an agarose gel and stained with GelStar.

3.4.4.2. PURIFICATION OF AN AMPLIMER FROM MIXED BAND-CONTAINING SOLUTIONS

1.

Run an electrophoresis of the remaining 40 uL. of PCR product, as previously described
in Subheading 3.4.3. but using a 0.8% TAE-agarose gel instead of TBE-agarose. Prepare
the agarose gel with a preparative comb.

Cut the desired band from the agarose gel with an ethanol-cleaned scalpel (see Note 28).
Weigh a 1.5-mL microcentrifuge tube, add the excised agarose fragment to the tube, and
weigh it again to deduce the fragment weight.

Add binding buffer at a ratio of 300 uL./100 mg of agarose and mix vigorously.
Incubate at 56°C for a minimum of 10 min to dissolve the agarose. Mix vigorously every
2 min.

Add isopropanol at a ratio of 150 uL/100 mg of agarose and mix vigorously.

Transfer this solution (up to 700 puL) to the upper reservoir of a filter-tube inserted into a
collection tube.
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Centrifuge the combined tubes for 1 min at room temperature at 16,000g and discard the
flowthrough solution. Repeat this step with any further volume exceeding 700 pL.
Proceed as in the purification of an amplimer from single band-containig solutions from
(Subheading 3.4.4.1.) step 4.

3.4.5. DNA Sequencing

1.

B w

o0 XN Wm

—_

Prepare the sequencing mix: 4.00 uL. Ready Reaction Mix (see Note 29); 0.64 uL 5 uM
primer VP1-2949 (see Note 30); x.xx UL 3-10 ng of purified DNA (see Note 31); x.xx uL.
distilled water (see Note 31) for a total of 10.00 uL.

Transfer the samples to the thermocycler and run the following program: 25 cycles of
10 s at 96°C; 5 s at 50°C; 4 min at 60°C.

Keep the reaction product at 4°C until further processing (see Note 32).

Prepare the precipitation mix: 10.00 uL sequencing product; 64.00 uL 95° ethanol;
26.00 pL distilled water; for a total 100.00 pL.

Mix vigorously by vortexing.

Allow to stand for 15 min at room temperature.

Centrifuge for 30 min at 16,000g and discard the supernatant.

Add 200 pL of 70% ethanol.

Centrifuge for 5 min at 16,000g and carefully discard all the supernatant.

Keep the tube open at room temperature until the pellet is completely dried.
Electrophorese the sequencing product on the ABI Prism Analyzer for 4.5 h according to
the manufacturer’s instructions.

4. Notes

1.

Unless otherwise stated procedures described molecular biology grade distilled water
should be used in all the procedures described.

Since the HAV genome is RNA and RNases are ubiquitous and highly resistant to heat
inactivation, the plastic material (and whenever possible all solutions) should be auto-
claved at 121°C for 45 min.

Preparation of these reagents is not necessary when RNA extraction kits such as the
QIAamp Viral RNA Mini Kit (QIAGEN, Hilden Germany) are used. The advantages in
using this kit are that it is less time-consuming and that the RNA recovery is similar or
even better with certain kinds of samples such as shellfish. However, the price is com-
paratively expensive.

All ethanol solutions are prepared from 96° absolute ethanol.

The reason to autoclave (121°C for 20 min) most of the Southern blot reagents is not to
prevent RNA degradation but rather to avoid bacterial contamination that could interfere
with the hybridization reaction as well as immunological detection.

If the prehybridization solution is not used immediately, it should be kept on ice to avoid
renaturation of the salmon DNA.

Since the initial pH of this buffer is around 1.5, the addition of NaOH beads is recom-
mended to increase the pH abruptly to 7.0; at this point, adjust the pH with 1 N NaOH.

. This step refers to a method for the removal of some potential inhibitors of the ulterior

molecular techniques (14). At the same time it allows the viral particles present in the
sample to be concentrated, since the initial volume of the sample is 50 mL and the final
volume is 500 puL, which corresponds to a 100X concentration.

Owing to the crucial problem of cross-contamination in the PCR-based diagnostic proce-
dures, physical separation between each step should be kept at maximum. The nucleic
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acid extraction should be performed in a separate and specific room and in a vertical
laminar flow hood (P2 level) since HAV is a human pathogen.

It is important to autoclave the microcentrifuge tubes with their lids open to avoid poten-
tial cross-contamination. For the same reason, use different pipets to add and remove
reagents from the tubes, and change the filter tips at each step.

Completely resuspend the silica pellet from the stock.

Completely resuspend the silica pellet after each wash.

Manipulate the guanidinium isothiocyanate wastes very carefully, as well as all the
reagents and materials in contact with it, and dispose of them in a container whose one-
third part is 10 N NaOH.

Carefully eliminate all the silica particles. If the first supernatant has silica contamina-
tion, repeat the centrifugation step.

If further processing is delayed, keep the nucleic acid-containing supernatant frozen at
—70°C.

Because of the crucial problem of cross-contamination in the PCR-based diagnostic pro-
cedures, physical separation between each step should be kept at maximum. The RT and
PCR reaction mix should be prepared in a different room separately from the nucleic acid
extraction room. The thermocycler should be located in a third separate facility, and, last
but not least, the amplimer-containing tubes should be open and the gels run in a fourth
separate room.

The DNA bands may also be stained with the traditional ethidium bromide. However, since
environmental samples usually present low viral loads, the GelStar stain is suggested to
increase the sensitivity (around 0.5-1 log higher).

The gel analyzer could be replaced by a UV transilluminator coupled to a Polaroid camera.
Avoid touching the nylon membrane with the fingers even when using gloves.

Use a tube to roll the air bubbles out gently.

The membrane can be used immediately for prehybridization or can be stored dry at 4°C
for future use.

Longer blocking times may also be performed.

To reduce the background, it is preferable to incubate the membrane in Petri dishes rather
than plastic bags. It is not useful to increase the incubation time since the background
increases correspondingly.

To reduce the background, it is important to remove the CSPD reagent completely by
changing the plastic bag container.

Since it is a photographic development, typical dark room conditions should be observed.
Longer exposition times may be used to increase the intensity of the bands. The same
membrane may be used for several photographic expositions at different times.

Since the genotyping is based on a DNA sequence, it is important to use a DNA poly-
merase with proofreading activity such as the Pwo polymerase included in the Expand
enzyme.

Avoid excising agarose by cutting the band as accurately as possible.

This mix contains all the reagents necessary for the sequencing reaction with the excep-
tion of the specific primer and template and should be maintained on ice during prepara-
tion of the complete sequencing mix.

Since HAYV is not very variable, only one strand is sequenced. However, if the quality of
the sequence is not good (double sequence, low intensity of peaks, and so on), the second
strand is also analyzed by using the VP1-3285 primer. When mutations not described in
any database are detected, the second strand is also analyzed to confirm it.
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The volume necessary to set up a reaction with 3—10 ng of DNA. The remaining amount
to a final volume of 10 pL is added as distilled water.
It is preferable to continue with the DNA precipitation on the same day.
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Typing Fungal Isolates
Molecular Methods and Computerized Analysis

Aitor Rementeria, Ana Belén Vivanco, Ainara Cadaval,
Maria Teresa Ruesga, Sonia Brena, José Pontén, Guillermo Quindés,
and Javier Garaizar

1. Introduction

Infections caused by fungi (mycoses) are increasingly reported in many countries
owing to greater life expectancy associated with an increase in quality of medical and
surgical procedures, as well as the emergence of diseases or infections that affect the
immune system such as AIDS. Nosocomial outbreaks of fungal infections are some-
times reported, and typing is then necessary to find the reservoirs, analyze the modes
of transmission, study the antifungal susceptibility patterns, and investigate the sus-
ceptibility of the host (1,2).

In addition, the food industry is increasingly demanding typing methods that could
help in selection of the best fungal strains, in order to incorporate them in the produc-
tive chains and augment the quality and security of food. This is the case for Saccha-
romyces cerevisiae in the wine industry (3,4): the selection and characterization of
indigenous or autochthonous strains is an important objective for the production of
high-quality certified wines.

Several genotyping methods are now widely used for strain delineation of medi-
cally or economically important microorganisms belonging to the kingdom Fungi (5).
Most molecular typing methods are comparable to those already described for bacte-
ria, although the peculiarities of their nucleic acids increase the number of available
methods (6-8). Although typing procedures based on the analysis of nucleic acid
sequences have been developed (9), most genotyping methods currently in use are
electrophoretically based, and the procedures include the visual comparison of nucleic
acid band profiles or their reading with the help of computerized software.

From: Methods in Molecular Biology, vol. 268: Public Health Microbiology: Methods and Protocols
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Here we describe some of the most frequently used genotyping methods for fungi,
based on polymerase chain reactions (PCR) (10-12), the isolation of chromosomal or
mitochondrial DNA, and their restriction using endonuclease enzymes (1,8). The lat-
ter methods are exclusive for typing eukaryotic organisms and are based on the expected
polymorphism obtained from the separation of large chromosomes using pulsed-field
gel electrophoresis (PFGE) and the restriction of mitochondrial or chromosomal DNA.
More sophisticated methods, such as those that combine endonuclease restriction with
hybridization, are also available, although their use is less extensive and is limited
mostly to research laboratories.

2. Materials
2.1. Randomly Amplified Polymorphic DNA Fingerprinting (RAPD-PCR)

1. Sabouraud dextrose agar with chloramphenicol (Pronadisa, Alcobendas, Madrid).

2. DNA extraction buffer: 2% v/v Triton X-100, 1% w/v sodium dodecyl sulfate (SDS), 100

mM NaCl, 10 mM Tris-HCI, pH 8.0, 1 mM Na, EDTA. Sterilize by autoclaving and store

at 4°C.

Phenol/chloroform/isoamyl alcohol (25:24:1, v/v/v).

Glass beads. Sterilize by autoclaving.

Vortex.

10X TE buffer: 10 mM Tris-HCI, pH 8.0, 1 mM Na,EDTA. Sterilize by autoclaving and

store at 4°C.

Microfuge (Sanyo).

Absolute ethanol (Merck).

9. RNAse buffer: 1X TE buffer. Add 1 pg/mL ribonuclease A (Sigma) prior to use.

10. 5 M NaCl.

11. Spectrophotometer (Kontron Instruments).

12. Ready-To-Go™ RAPD Analysis kit (Amersham Biosciences, Barcelona, Spain), provid-
ing room-temperature-stable beads containing buffer, PCR dNTPs, bovine serum albu-
min (BSA), AmpliTaq®, and Stoffel fragment and a set of PCR primers (Table 1).

13. Thermal cycler for PCR: Robocycler gradient 96 (Stratagene).

14. Tissue culture grade sterile water (Sigma).

15. Molecular grade agarose (Bio-Rad).

16. 10X TBE buffer: 890 mM Tris, 890 mM boric acid, 20 mM Na, EDTA. Sterilize by
autoclaving and store at room temperature.

17. pGEM DNA marker (Promega).

18. Gel loading solution (Sigma).

19. Standard apparatus for the electrophoresis of agarose gels and power supply (Bio-Rad).

2.2. Mitochondrial DNA Restriction Analysis (mtREA)

Yeast extract peptone dextrose (YPD) broth (Sigma).

Spheroplast buffer: 1 M sorbitol, 0.1 M EDTA, pH 7.5. Sterilize by autoclaving and store
at 4°C.

2.5 mg/mL Lyticase solution (Sigma).

Microfuge (Sanyo).

Resuspension buffer: 50 mM Tris-HCI, 20 mM EDTA, pH 7.4.

10% w/v SDS. Sterilize by autoclaving and store at room temperature.

5 M Potassium acetate. Sterilize by autoclaving and store at 4°C.
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Table 1
Primers and PCR Conditions for Performing RAPD of Several Species of Fungi

Fungi Primers Sequence PCR conditions

Saccharomyces ~ RAPD-Primer 2  5-GTTTCGCTCC-3' 95°C 5 min 1 cycle
cerevisiae RAPD-Primer4  5'-AAGAGCCCGT-3' 95°C 1 min \
RAPD-Primer 6  5'-CCCGTCAGCA-3' 36°C 1 min / 45 cycles

72°C 2 min
Candida spp. ABI1-12 5'-CCTTGACGCA-3'  94°C 4 min 1 cycle
94°C 1 min \
36°C 1 min 40 cycles
72°C 2 min
72°C 30s 1 cycle
Scedosporium UBC-701 5'-CCCACAACCC-3' 94°C 5 min 1 cycle
prolificans AB1-08 5'-GTCCACACGG-3" 94°C 1 min
ABI1-11 5'-GTAGACCCGT-3' 36°C 1 min } 40 cycles
72°C 2 min

72°C 2 min 1 cycle

8. Isopropanol.
9. 70% v/v Ethanol.
10. 10X TE buffer.
11. Spectrophotometer (Kontron Instruments).
12. Restriction endonucleases Rsal (Sigma), Hinfl (Sigma), and Alul (Bioline), and appropriate
buffers (Table 2).
13. RNAse buffer: 1X TE buffer: add 1 pug/mL ribonuclease A (Sigma) prior to use.
14. 10X TBE buffer.
15. Molecular grade agarose (Bio-Rad).
16. Lambda DNA EcoRI/HindIll-digested marker (Sigma).
17. Gel loading solution (Sigma).
18. Standard apparatus for the electrophoresis of agarose gels and power supply (Bio-Rad).

2.3. PFGE Separation of Chromosomes (Karyotyping)

—_

Sabouraud dextrose agar with chloramphenicol (Pronadisa).

TE buffer: 10 mM Tris-HCI, pH 8.0, 0.5 M EDTA. Sterilize by autoclaving and store
at 4°C.

Zymolyase 20T (ICN).

Certified Low-Melt agarose (Bio-Rad).

-Mercaptoethanol.

0.5 M EDTA.

ESP buffer: 0.5 M EDTA, 1% w/v N-laurylsarcosine. Filter sterilize and store at 4°C. Add
2 mg/mL proteinase K (Bioline) prior to use.

8. PMSF solution: dissolve 17 mg phenylmethylsulfonyl fluoride (PMSF; Sigma) in 1 mL
of isopropanol. Caution: PMSF is highly toxic by inhalation. Store at —20°C. If neces-
sary, redissolve before using warming up to 56°C.

N
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Table 2
Restriction Enzymes and Molecular Methods Recommended
for Genotyping Saccharomyces cerevisiae and Candida spp.

Restriction

enzyme Recognition sequence Molecular method Fungi
Rsal 5'-GT/AC-3' mtREA

Hinfl 5'-G/ANTC-3' mtREA S. cerevisiae
Alul® 5'-AG/CT-3' mtREA

Sfil 5'-GGCCNNNN/NGGCC-3"  PFGE rare cutting  S. cerevisiae

Candida spp.

mtREA, mitochondrial DNA restriction analysis; PFGE, pulsed-field gel electrophoresis.

9Alul gave the best discrimination analyzing strains of S. cerevisiae (data not shown).

9. 10X TE buffer.
10. 10X TBE buffer.
11. Pulsed-field certified agarose (Bio-Rad).
12. DNA Size Markers-Yeast Chromosomal (Bio-Rad).
13. CHEF DR-II pulsed-field electrophoresis system (Bio-Rad).
2.4. PFGE Using Rare Cutting Restriction Enzymes
1. Materials for performing PFGE from Subheading 2.3., items 1-11.
2. Rare cutting restriction endonuclease: Sfil (Amersham Biosciences) and the appropriate
buffer (Table 2).
3. Lambda ladder concatamers (Bio-Rad).
4. CHEF DR-II pulsed-field electrophoresis system (Bio-Rad).
2.5. Gels Processing and Analysis of Electrophoretical Patterns
1. 200 pg/mL Ethidium bromide stock solution (see Note 1).
2. Long-wave UV transilluminator for visualization of agarose gels (UltraLum).
3. MP4 Land camera (Polaroid).
4. Scanner ScanJet IICX (Hewlett Packard).
5. Software GelCompar 4.0 or superior (Applied Maths).
6. PC personal computer.
7. Laser printer.
3. Methods
3.1. RAPD-PCR
1. Grow the isolates on Sabouraud dextrose agar with chloramphenicol and incubate for
24-48 h at 28°C.
2. Collect the fungal cells in Eppendorf tubes and resuspend in 500 uL sterile distilled
water. Spin in a microfuge 1700g for 5 min and decant supernatant. Wash the cells in
500 pL sterile water and spin once again.
3. Discard supernatant and resuspend pellet in 200 pL of DNA extraction buffer.
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Add 200 pL of phenol/chloroform/isoamyl alcohol and approx 0.3 g of sterile glass beads.
Mix vigorously in vortex during 30 s six times, placing the tubes in ice between each
agitation.

Add 200 pL 1X TE buffer and mix by vortex. Centrifuge 5 min at 11,600g and transfer
the supernatant to a new Eppendorf tube.

Add 200 pL of phenol/chloroform/isoamyl alcohol and spin once again until no white
precipitate is visible at the aqueous-phenol interface.

Mix by inverting the final supernatant with 1 mL of cold absolute ethanol. Centrifuge at
11,600g for 10 min and discard supernatant.

Add to pellet 400 uL. RNAse buffer and incubate for 1 h at 37°C.

Add 10 pL 5 M NaCl and 1 mL cold absolute ethanol. Mix by inverting and keep samples
overnight at —20°C.

Spin 10 min at 11,600g, remove supernatant, and vacuum dry.

Rehydrate the DNA in 40 uL of 1X TE and keep at 4°C overnight. Measure the DNA
concentration of the samples by spectrophotometry and prepare DNA stock solutions of
50 ng/uL. Keep at —20°C.

Carry out a PCR reaction with the commercial kit Ready-To-Go™. Mix the beads con-
taining all reagents with 125 ng template DNA and 25 pmol primer in a 35 uL final
volume (see Note 2).

Perform the PCR in the thermal cycler at the temperatures described in Table 1.
Prepare a 2% w/v molecular grade agarose gel in 1X TBE buffer, load the samples and
DNA marker, and run the electrophoresis for 90 min at 100 V.

Dilute the stock solution of ethidium bromide to reach a concentration of 0.5 pg/mL.
Incubate the gel in the ethidium bromide solution in the dark for approx 30-35 min. Wash
the gel with distilled water and photograph the gel under 254 nm UV transillumination.

mitREA
Grow the isolates on 5 mL of YPD broth and incubate overnight at 28°C.

. Spin at 2800g for 20 min. Resuspend the pellet in 500 UL of spheroplast buffer and trans-

fer to an Eppendorf tube.

Add 20 pL of lyticase solution and place the samples at 37°C for 60 min (see Note 3).
After incubation, spin the samples for 5 min at 3400g. Discard supernatant and resuspend
the pellet in 500 puL of resuspension buffer.

Add 50 uL. 10% w/v SDS and incubate at 65°C for 30 min.

Immediately add 200 uL of 5 M potassium acetate, mix by inversion, and keep on ice for
30 min.

Spin at 11,600g for 10 min. Collect approx 600 uL of supernatant and transfer to new
eppendorf tube.

Add the same volume of isopropanol and keep at room temperature for 10 min.

Spin the samples for 10 min at 11,600g and remove the supernatant.

. Add 500 pL of 70% v/v ethanol and mix by inversion for 1-2 min. Spin at 11,600g for 10

min and discard the supernatant. Dry the pellet in a vacuum or at 37°C.

Rehydrate the DNA in 50 uL of 1X TE and keep at 4°C overnight. Measure the DNA
concentration of the samples by spectrophotometry and store them at —20°C.

Carry out the restriction of 50 pg of the total DNA with 20 U Rsal, 10 U Hinfl, or 10 U
Alul endonucleases with their respective buffers (Table 2) and 125 ng of ribonuclease A
in a 50-uL final volume (see Note 4).
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13.

14.

15.

16.

17.
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Prepare 1% w/v molecular grade agarose gel in 0.5X TBE buffer, mix samples and the
molecular weight standard with loading buffer, and run an electrophoresis at constant 100 V
for 95 min.

Stain the gel with ethidium bromide and take a photograph as described in Subheading
3.1., step 15.

PFGE Separation of Chromosomes (Karyotyping)

Grow the isolates on Sabouraud dextrose agar with chloramphenicol and incubate 24-48 h
at 28°C.

Inoculate two loops of culture into 400 UL of YPD broth, measure the cell density, and
adjust it to approx 1.5-2.0 using the McFarland scale.

Spin 400 UL of cell suspension at 2500g for 10 min.

Resuspend the pellet in 200 pL of TE buffer with 5 mg/mL of zymolyase 20T; solution
should be prepared just before use.

Prepare by boiling a solution of 1.3% w/v low-melt agarose in distilled water and main-
tain it at 56°C in a water bath.

Mix 250 uL of warm agarose with the 200 UL of cell suspension and dispense into a block
mold, allowing the blocks to solidify by placing them at 4°C for 30 min.

Incubate the blocks at 37°C for 24 h with 2 mL TE buffer and 120 uL f-mercaptoethanol.
Discard the buffer and wash the blocks with 3 mL distilled water for 15 min with gentle
agitation at room temperature. Repeat this washing.

Discard the water and add 2 mL ESP buffer with 2 mg/mL of proteinase K added just
before use. Incubate for 24 h at 50°C.

. Remove the buffer carefully and wash the blocks with 3 mL distilled water for 15 min

with gentle agitation at room temperature. Repeat this washing.

. Discard the water and add 2 mL TE buffer and 30 uL of 100 mM PMSF solution for each

sample. Caution: This step has to be performed in a fume hood and with the operator
wearing gloves owing to the PMSF toxicity. Keep at room temperature for 30 min with
shaking and repeat this step with fresh TE buffer/PMSF solution (see Note 5).

. Decant the TE buffer and PMSF solution carefully, add 3 mL of distilled water, and place

samples at room temperature for 15 min with gentle agitation. Repeat the washing with
distilled water three times. Remove distilled water and add 3 mL of TE buffer. Keep the
samples refrigerated.

Prepare 110 mL of 1.2% w/v pulsed-field certified agarose in 0.5X TBE buffer and cast
the gel.

When the gel is hard, cut a small piece of the DNA block and cast the gel wells with it,
making sure that they are placed flat against the leading edge of the well. Insert DNA Size
Markers-Yeast Chromosomal agarose block as a molecular size marker. Seal the wells
with warm agarose.

Transfer the gel together with 2 L of cold 0.5X TBE buffer to the PFGE system (CHEF-
DRII) and leave for 15 min for equilibrium (see Note 6).

Program the pulse machine and run the electrophoresis, with a constant electrophoresis
buffer temperature of 12°C. Voltages, times, and pulses are detailed in Table 3 for differ-
ent Fungi species.

Stain the gel with ethidium bromide and take a photograph as described above (Subhead-
ing 3.1., step 15).
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Table 3
Electrophoretical Conditions for Karyotyping

Electrophoretic conditions
Fungi Pulse Voltage (V) Time (h)
S. cerevisiae 1. (70-70 s)-15 h

2.(120-120s)-10 h
Candida spp. (60-120 s)-24 h 230 244

200 25

“Longer electrophoresis running time could increase the definition of chro-
mosomal bands if necessary.

Table 4
Electrophoretical Conditions for PFGE Using Rare Cutting Restriction
Enzymes for Fungi Genotyping

Electrophoretical conditions

Fungi Pulse Voltage (V)  Time (h)
S. cerevisiae 1. (10-30s)-22 h

2. (50-90 5)-7 h 200 29
Candida albicans (5-35s)-24h 220 24

PFGE, pulsed-field gel electrophoresis

3.4. PFGE Using Rare Cutting Restriction Enzymes

1.

Carry out steps 1-12 as in the karyotyping protocol (Subheading 3.3.).

2. Cut a small piece of the DNA block and place it in an Eppendorf tube with 100 uL of 1X

b

restriction enzyme buffer and incubate at room temperature for 1 h. Remove the buffer
carefully with a pipet and replace with 50 uL final volume of fresh 1X restriction enzyme
buffer with 20 U of Sfil.

Cover the reaction volume with sterile mineral oil and incubate at 50°C for 16 h.
Prepare 110 mL of 1.2% w/v pulsed-field certified agarose in 0.5X TBE buffer and cast
the gel.

When hard, cast the gel with the restricted DNA blocks, making sure that are placed flat
against the leading edge of the well. Insert Lambda ladder concatamers agarose block as
a molecular size marker. Seal the well with warm agarose.

. Transfer the gel together with 2 L of cold 0.5X TBE buffer to the system (CHEF-DRII)

and leave for 15 min for equilibrium (see Note 6).

Program the pulse machine and run the electrophoresis voltages, times, and pulses, with a
constant electrophoresis buffer temperature of 12°C (Table 4).

Stain the gel with ethidium bromide and take a photograph as described above in Sub-
heading 3.1., step 15.



124

3.5.

1.

Rementeria et al.

Gels Processing and Analysis of Electrophoretical Patterns

Compare the banding patterns looking for band presence or absence visually or with the
help of a computerized analyzer.

To perform the computerized analysis, images of gels are scanned and saved in a TIFF
file and then analyzed by GelCompar version 4.0 or superior software (see Note 7).

. After conversion and normalization of gels, the degrees of similarity of DNA fingerprints

are determined by Dice or related coefficients.
Generate dendrograms using UPGMA (unweighted pair group method using arithmetic
averages) algorithm.

4. Notes

1.

Ethidium bromide is sensitive to light: use an opaque bottle to store the stock solution.
Ethidium bromide is also carcinogenic. Caution: always wear gloves when handling
materials containing ethidium bromide. Follow decontamination instructions using acti-
vated charcoal or incineration.

Several primers are available in the literature for RAPD procedures for fungal genotyping,
and different levels of strain discrimination could be achieved depending on the species
studied. Frequently, a combination of results obtained with several primers is necessary
to increase their discriminatory resolution. RAPD has an inherent low interassay repro-
ducibility owing to several technical factors, some of which could be overcome using kits
that contain already mixed reagents, such as Ready-To-Go™ beads.

The fungal cell walls are decomposed using enzymes such as lyticase or zymolase that
hydrolyze poly(p3-1,3-glucose), producing spheroplasts in high osmotic solutions.
Restriction enzymes digest the eukaryotic chromosomes in small fragments; meanwhile
the mitochondrial DNA is less sensitive, and its DNA is digested in larger fragments.
Conventional nucleic acid electrophoresis will separate both classes of fragments in a
resolvable way. Therefore, no tedious or complex procedures for specific isolation of
mitochondrial DNA is then required. On the other hand, active growth of cells is required
to obtain a higher proportion of mitochondrial DNA, although the corresponding increase
in RNA should then be eliminated by addition of RNAse in order to visualize the DNA-
restricted patterns.

PMSF is highly toxic when inhaled. Its use for proteinase K inactivation could be avoided,
but more washing with distilled water is then required.

In some instances extensive DNA degradation is observed during electrophoresis. Addi-
tion of 75 uM thiourea to the electrophoresis buffer could prevent such events.
GelCompar is licensed in the United States and several other countries to Bio-Rad. Other
software such as Molecular Analyst runs on an Apple platform. The Bio Image Whole
Band Analyzer runs on a Unix platform. We have compared and evaluated such software
to determine whether results generated by these programs correlated adequately with vi-
sual interpretation of DNA patterns (13). The software packages try to imitate the auto-
matic band alignments that our eyes perform and accomplish it successfully in most
instances when gels are of good quality. Computerized alignments of the internal control
bands in heavily distorted gels are frequently performed inaccurately; therefore such gels
should be eliminated from the comparison or the analysis repeated.
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Fungal Isolation and Enumeration in Foods

Dante Javier Bueno, Julio Oscar Silva, and Guillermo Oliver

1. Introduction

Humans have now been growing and storing enough food for a long enough time
that some rapidly evolving organisms, such as fungi, are moving into niches created
by the exploitation of certain plants as food (1).

Food is expected to be nutritious. The most important of the physicochemical con-
ditions that affects fungal growth is related to the biological state of the food. Living
foods, particularly fresh fruits, vegetables, and also grains and nuts before harvest,
possess powerful defense mechanisms against microbial invasion. When the specific
microorganisms overcome defense mechanisms, the spoilage of a living food starts.
Other factors to consider are water activity, hydrogen ion concentration, temperature,
gas tension, consistency, nutrient status, specific solute effect, and preservation (1).

The consequences of mold contamination of foods are diverse (2): unsightly ap-
pearance, chemical (removal or change of most of the constituents) and nutritional
value changes, modification of organoleptic quality, difficulties in preservation, occu-
pational hazards (mycoses, allergies), and toxicoses (mycotoxicoses).

It is possible to recognize a succession of three distinct mycoflora during the stor-
age of cereals (3), but they can also be mixed:

1. Field fungi growing and established before harvesting (Alternaria, Fusarium,
Helminthosporium, Cladosporium).

2. Storage fungi taking over and dominanting in the silo (Aspergillus and Penicillium).

3. Advanced decay fungi (Papulospora, Sordaria, Fusarium graminearum, and members of
the order Mucorales).

Some kind of foods are pelleted during the manufacturing process. This reduces
fungal contamination, because the spores are relatively susceptible to heat; however,
it does not eliminate all viable spores (4,5). Even if fungal spores could be destroyed
during this process, a quick contamination can occur later (5). Therefore, Suarez (6)
concluded that the pelleting process plays a minor role in fungal control.

From: Methods in Molecular Biology, vol. 268: Public Health Microbiology: Methods and Protocols
Edited by: J. F. T. Spencer and A. L. Ragout de Spencer © Humana Press Inc., Totowa, NJ

127



128 Bueno, Silva, and Oliver

In this chapter, we describe the methods currently used to isolate and enumerate
fungi from different foods. You can consult workshops from the International Commis-
sion on Food Mycology (ICFM) or books such as Fungi and Food Spoilage by J. 1. Pitt
and A. D. Hocking (1), for more details.

2. Materials
2.1. Growth Media

1. Dichloran rose bengal chloramphenicol agar (DRBC): 10 g/L glucose, 5 g/L peptone, 1 g/L.
KH,PO,, 0.5 g/L MgSO,-7H,0, 15 g/L agar, 25 mg/L rose bengal (0.5 mL of a 5% w/v
solution in water), 2 mg/L dichloran (I mL of a 0.2% solution in ethanol), 100 mg/L
chloramphenicol, pH 5.5-5.8. Sterilize by autoclaving at 121°C for 15 min. In the dark, the
medium is stable for at least 1 mo at 1-4°C. Substances such as dichloran and rose bengal
(7) inhibit the spread of mold colonies.

2. Potato dextrose agar (PDA): 400 g/L potatoes, 15 g/L glucose, 20 g/L agar, pH 6.0-6.2.

a. Wash and cut the potatoes and then put them in 1000 mL of water.

b. Steam or boil for 30-45 min.

c. Filter the potato broth through cotton, and add water to recover the initial volume.
d. Melt the agar in 500 mL of potato broth and add the glucose to the other 500 mL.
e. Mix and sterilize by autoclaving at 121°C for 15 min and add antibiotic solution.

3. Czapek-Dox agar: 30g/L sucrose, 3 g/L NaNOs, 0.5 g/L MgSO,, 0.5 g/L KCI, 0.01 g/L
Fe,(SO,);, 1g/L K,HPO,, 13 g/L agar; pH 7.3 + 0.1. Sterilize by autoclaving at 121°C
for 15 min and add antibiotic solution.

4. Malt extract agar (MEA): 20 g/L malt extract, 1 g/L peptone, 20 g/L glucose, 20 g/L agar,
pH 5.6. Sterilize by autoclaving at 121°C for 15 min and add antibiotic solution.

5. Tap water agar (TWA): add 15 g/L agar to 1 L of tap water. Sterilize by autoclaving at
121°C for 15 min and add antibiotic solution. This can provide a substrate for growth and
sporulation of plant pathogenic fungi such as Fusarium, Drechslera, Bipolaris, and some
other dematicaeous Hyphomycetes.

2.2. Solutions

1. Stock solution of succinate/palmitate of chloramphenicol.

a. Dissolve 1 g of succinate/palmitate of chloramphenicol in 5 mL of sterile distilled
water or physiological solution.

b. Transfer this solution to another recipient containing 95 mL of sterile distilled water
or physiological solution. Use 1 mL of the stock solution for each 100 mL of steilized
medium.

c. Media containing chloramphenicol are easier to prepare, are not affected by auto-
claving, and have greater long-term stability.

2. Peptone water solution (0.1%): dissolve 1 g of peptone in 1000 mL of distilled water and
sterilize by autoclaving at 121°C for 15 min.

3. Methods
3.1 Direct Plating

Direct plating is the preferred method for detecting, enumerating, and isolating
fungi from particulate foods such as grains and nuts. The results of this analysis are
expressed as percentage infection of particles. This technique provides no direct indica-
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tion of the extent of fungal invasion in individual particles. However, it is reasonable
to assume that a high percentage of infection is correlated with extensive invasion in
the particles (). For solid food, for which sampling involves cutting pieces of food,
direct plating is essentially a qualitative technique (8).

1. With surface desinfection (internal mycoflora): This process provides an effective mea-
surement of inherent mycological quality. The process removes the inevitable surface
contamination arising from dust and other sources.

a. Immerse particles in a chlorine solution (0.4%) for 2 min. Stir, and then drain the
chlorine (see Note 1).

Rinse the particles twice with sterile distilled water.

Leave the particles to dry in a laminar flow cabinet.

Plate 6-20 particles per plate onto solidified agar depending on the particle size.
Incubate plates upright for 5-7 d at 25-28°C (see Notes 2 and 3).

Count the numbers of infected particles, and express results as a percentage (number
of particles infected/number of total particles). Differential counting of various gen-
era is often possible.

g. Isolate different strains (see Note 4).

-0 &0 o

2. Without surface desinfection (1,9): especially when surface contaminants become part
of the downstream mycoflora (external mycoflora) or pelleted food for animals (total
mycoflora, Fig. 1).

a. Plate 6-20 particles per plate onto solidified agar, depending on particle size.

b. Incubate plates upright for 5-7 d at 25-28°C (see Notes 2 and 3).

c. Count the numbers of infected particles, and express the results as a percentage (num-
ber of particles infected/number of total particles). Differential counting of various
genera is often possible.

d. Isolate different strains (see Note 4).

3.2. Dilution Plating

Dilution plating is the appropriate method for mycological analysis of liquid or
powdered foods. It is also suitable for grains intended for flour manufacture and in
other situations in which total fungal contamination is relevant. It is usually possible
to enumerate plates with up to 150 colonies, but if a high proportion of rapidly grow-
ing fungi are present, the maximum number will be lower. The minimum number may
be 10-15 colonies. For yeast, enumeration is easier. In the absence of filamentous
fungi, from 30 to 300 colonies per plate can be counted (1).

1. Stomach or blending the materials for 2 or 1 min, respectively (see Notes 5, 6, and 7).

2. Make serial dilutions in peptone water until the ration is 1:10,000.

3. Inoculate 0.1 mL of the suspension of different dilutions onto solidified agar and spread it
with a sterile bent glass rod (see Note 8).

4. Incubate plates upright for 5-7 d at 25-28°C (see Notes 2 and 3).

5. Count the numbers of viable spores, and express results as viable count per gram of sample
(colony-forming unit/g).

6. Isolate different strains (see Note 4).
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Fig. 1. Direct plating technique without surface desinfection of the kernel in pelleted food
for animals.

4. Notes

1.

For commodities such as peanuts or maize, in which high levels of Aspergillus flavus or
Penicillium species may be present, Pitt and Hocking (1) recomend inmersing the par-
ticles in 70% ethanol for 2 min followed by 2 min in 0.4% clorine solution.

Some common fungi can shed large number of spores during handling, which in an
inverted dish will be transferred to the lid. Reinversion of the Petri dish for inspection
or removal of the lid may liberate spores into the air or onto solidified agar and cause
important contamination problems.

In tropical regions, incubation at 30°C is recommended as a more realistic temperature
for enumerating fungi from commodities stored at ambient temperatures. In cool regions
such as Europe, 22°C has been recommended as the optimal incubation temperature (1).
Streaking techniques are commonly used for yeast isolation, similar to bacterial purifica-
tion. For filamentous fungi, isolation depends on picking a small sample of hyphae or
spores and placing this sample as a point inoculum on an appropriate medium.
Stomaching is recomended for dispersing and separating fungi from finely divided mate-
rials such as flour and spices, and for soft foods such as cheeses and meats.

Harder or particulate foods such as grains, nuts, or dried foods like dried vegetable should
be soaked (30—60 min) before stomaching.

Blending is recomended for extremely hard particles.

Sterilize the rod by flaming it with ethanol before use.
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Determination of Aflatoxins and Zearalenone
in Different Culture Media

Dante Javier Bueno and Guillermo Oliver

1. Introduction

Some molds produce desirable changes in food, but most are merely esthetically
undesirable. There has also been an increasing awareness that certain metabolic prod-
ucts of some molds commonly found on foods and feed are dangerous to humans and
animals. These toxin substances, mycotoxins, are secondary metabolites produced by
different fungi, especially Aspergillus, Penicillium, Fusarium, and, to a lesser degree,
Alternaria (I). The most important toxins for humans are aflatoxins, ochratoxin A,
fumonisins, certain trichothecenes, and zearalenone (2).

Aflatoxins are fungal metabolites produced by different Aspergillus species: A. flavus,
A. parasiticus, and A. nomius. The most commonly encountered aflatoxins are B, B,,
G,, G,, M, and M,, but aflatoxin B; (AFB,; Fig. 1) is the most frequently found in
contaminated samples, and aflatoxins B,, G;, and G, are generally not reported in the
absence of AFB, (3). The International Agency for Research on Cancer (IARC) con-
siders that aflatoxins are carcinogenic (hepatocarcinogenic) to humans (group 1) and
animals.

Zearalenone (ZEA; Fig. 2) is an estrogenic mycotoxin produced by several species of
Fusarium (F. acuminatum, F. culmorum, F. equiseti, F. graminearum, F. verticilliodes,
F. oxysporum, F. poae, F. rosum, F. solani, F. semitectum, and F. sporotrichioides) that
primarily colonize different cereal grains (4). Several reports were noted on the occur-
rence of ZEA along with various combinations of group B trichothecenes, fumonisins,
aflatoxins, and ochratoxins. In most cases, the levels of ZEA were considered to be
low; however, the toxicological significance is not known (5). This toxin is not classi-
fiable as to carcinogenicity in humans (group 3) by the IARC, but ZEA was implied in
precocious sexual development in children in Puerto Rico and a breast enlargement in
young boys in Italy (6).
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fe) 0 OCH,

Fig. 1. Chemical structure of aflatoxin B;.

HO

Fig. 2. Chemical structure of zearalenone.

The Association of Official Agricultural Chemists (AOAC) checks analytical meth-
ods through systematic interlaboratory studies to determine the performance charac-
teristics for the intended analytical application; the method is then approved that has a
good performance for each matrix (7). In this chapter, we describe some methods to
determine AFB, and ZEA in different culture media by high-performance liquid chro-
matography (HPLC) that are not included by the AOAC, but we usually use them in
our laboratory to study the interaction of mycotoxin (or fungal mycotoxin producers)
and lactic acid bacteria or adsorbents.

2. Materials
2.1. Growth Media
1. LAPTg broth (8): 15 g/L peptone, 10 g/L triptone, 10 g/L yeast extract, 10 g/L glucose,
0.1% Tween-80, pH 6.5. Sterilize by autoclaving at 121°C for 15 min.
2.2. Reagents

1. Standard solutions of AFB; or ZEA (Sigma, St. Louis, MO). Caution: Perform manipu-
lations under a hood whenever possible, and take particular precautions, such as the use
of the glove box, when toxins are in a dry form because of their electrostatic nature and
the resulting tendency to disperse in working areas (7).
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2. Phosphate-buffered saline (PBS): 16.3 mL 0.5 M KH,PO,, 27.9 mL 0.5 M Na,HPO,,
955.8 mL demineralized water, pH 7.3.

3. Citrate buffer: 46.5 mL 0.1 M citric acid, 3.5 mL 0.1 M sodium citrate, 50 mL demineral-
ized water, pH 3.0.

4. Solvents: dimethyl sulfoxide (DMSO) GC, chloroform (reagent grade), benzene (reagent
grade), HPLC grade methanol, HPLC grade acetonitrile, HPLC grade water.

2.3. Apparatus
1. Liquid chromatograph: equipped with injection valve and 25-50 puL loop.
2. Liquid chromatographic column: Reverse phase Cg (5—-10 um) column, 250 (or 150) X
4.6 mm, with appropriate guard column.
3. Detector: UV detector with variable wavelength or fluorescence detector.

3. Methods
3.1. ZEA in PBS or Citrate Buffer

This is a simple technique; no extraction of ZEA from samples of PBS or citrate
buffer is required. Neither of the buffers interferes with the elution of ZEA in the
chromatogram.

Prepare stock solutions of ZEA in DMSO or methanol.

Evaporate the methanol with nitrogen or keep the DMSO.

Add PBS, pH 7.3, or citrate buffer, pH 3.0, to achieve the desired volume.
Inject directly into the HPLC apparatus (see Note 1).

Calculate the relative or absolute concentration of the toxin (see Note 2).

3.2. AFB, in PBS

As in Subheading 3.1., no extraction of AFB, from samples of PBS is required.
The PBS does not interfere with the elution of this toxin in the chromatogram.

A

1. Prepare stock solutions of AFB, in benzene/acetonitrile (97:3).

2. Evaporate the benzene/acetonitrile by heating in a water bath at 80°C for 10 min or with
nitrogen (see Note 3).

3. Add PBS, pH 7.3, to achieve the desired volume.

4. Inject directly into the HPLC apparatus (see Notes 4 and 5).

5. Calculate the relative or absolute concentration of the toxin (see Note 2).

3.3. ZEA in LAPTg Broth

In some cases, it is necessary to take mycotoxin from a culture medium. Here we
describe the method we use in our laboratory for LAPTg broth, which is a general
medium used for the growth of lactic acid bacteria. This method is based on the very
good solubility of ZEA in chloroform. It could be adapted to AFB, in other media like
LTB broth (9), YES broth (10), or malt extract agar (11).

Prepare stock solutions of ZEA in DMSO or methanol.

Evaporate the methanol with nitrogen or keep the DMSO.

Add LAPTg broth, pH 6.5, to achieve the desire volume.

Extract ZEA with two portion of chloroform (3:1 v/v) (see Note 6).

Ll
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5. Concentrate the chloroform extract to dryness under nitrogen (and by heating in a water
bath at 60-65°C).

6. Dissolve in 1 mL of the mobile phase for ZEA.

Inject into the HPLC appartus (see Note 1).

8. Calculate the relative or absolute concentration of the toxin (see Note 2).

~

4. Notes

1. Water/acetonitrile/methanol (1.0:1.6:1.0, v/v/v) is used as the mobile phase with a flow
rate of 1 mL/min. Detection is performed by fluorescence with excitation and emission
wavelengths of 280 and 440 nm (12), respectively, or 254 nm with a UV detector. The
assay is carried out at room temperature with an injection volume of 50 puL. The retention
time is approx 7 min. Before the peak of the toxin, the solvent peak can be observed at
3 min.

2. Toxins are quantified by correlating peak areas of samples with those of standard curves
in studies of mycotoxin production by fungi, or by the disappearance of mycotoxin.

3. Methanol at 50 pL of can be added after evaporating the benzene/acetonitrile; then make
it to a desirable volume with PBS.

4. Water/acetonitrile/methanol (6:3:1, v/v/v) is used as the mobile phase with a flow rate of
1 mL/min. Detection is performed by fluorescence with excitation and emission wave-
lengths of 365 and 418 nm (13), respectively, or 365 nm with a UV detector. The assay is
carried out at room temperature with an injection volume of 50 uL. The retention time is
approx 11 min. Before the peak of the toxin, the solvent peak can be observed at 3 min.

5. An aliquot (200 uL) can be derivatized with trifluoroacetic acid/acetic acid/water (2:1:7)
to increase the sensibility of the detection limit. The derivatization solution should be
mixed with the aqueous aliquot and kept at 65°C for at least 8.5 min. The derivatized
aflatoxin 50 pL is analyzed using an HPLC/fluorescence detection system with the same
mobile phase details as above (precolumn derivatization).

6. The relation of the chloroform/aqueous phase (3:1; v/v) can be indicated for small vol-
umes of aqueous phase (until 10 mL). A relation of 1:1 v/v or less could be fitted for
bigger volumes.
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Intracellular Multiplication of Legionella Species and
the Influence of Amoebae on Their Intracellular Growth
in Human Monocytes

Mono Mac 6 Cells and Acanthamoeba castellanii
as Suitable In Vitro Models

Birgid Neumeister

1. Introduction
1.1. Intracellular Multiplication of Legionellae Within Human Monocytes

Legionellae are important etiological agents of pneumonia. Legionella pneumophila
(predominantly serogroup 1) is detected in most cases of legionellosis; other species
only occasionally cause infections, predominantly in immunocompromized patients
(1-4). Aquiferous technical systems are the primary source of infection (air-condi-
tioning systems, refrigerators, showers, whirlpools, springs, taps, moisturizing equip-
ment, medical nebulizers, and swimming pools). Legionellae are present in the water
in these systems, within the amoebae, flagellates, and ciliates in which they replicate
(2,5,6). After inhalation of contaminated aerosols, the bacteria multiply intracellularly
within alveolar macrophages (7). The ability to multiply within monocytic host cells is
usually considered to correspond to pathogenicity (8—13). The mechanisms of intracel-
lular replication have been only partially characterized (recently summarized in ref. 14).

Analysis of the molecular pathogenesis of Legionella infection, both in the patho-
gen itself and in the host cell, is the subject of current research and may lead to new
options in prophylaxis and treatment. We have established the human Mono Mac 6
cell line (MMO6) (15) instead of the previously used histiocytic lymphoma cell line U 937
or the promyelocytic leukemia cell line HL-60 (16-18) to investigate the intracellular
replication of legionellae and the molecular pathogenesis of Legionella infection
within human monocytic host cells (19). MM6 cells represent a more mature mac-

From: Methods in Molecular Biology, vol. 268: Public Health Microbiology: Methods and Protocols
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rophage-like cell line that expresses phenotypic and functional properties of mature
monocytes and that does not need to be stimulated by phorbol esters or 1,25-
dihydroxyvitamin D5 (15,19). A good correlation between the prevalence of a given
Legionella species and its intracellular multiplication in MM6 cells could be demon-
strated.

In addition to Legionella, MM6 cells were found to support the intracellular growth
of Mycobacterium tuberculosis (20) and Chlamydia pneumoniae (21), two other impor-
tant bacterial agents involved in induction of pneumonia. Therefore, the MM6 model
might be adaptable to investigations of the molecular pathogenesis of other intracellu-
lar bacteria that can replicate within human monocytes and induce disease.

1.2. Intracellular Multiplication of Legionellae
Within Acanthamoeba castellanii as an Environmental Host

In the environment, legionellae survive by intracellular replication in protozoa. This
intracellular replication seems to play a major role in bacterial ecology and pathogen-
esis. Some intracellular events following infection are common to both amoebae and
monocytes. To analyze the intracellular multiplication of different Legionella species
within a typical environmental host, axenic cultures of A. castellanii are preferentially
used. We were able to show that only certain Legionella species are able to multiply in
A. castellanii, possibly because of a specialized adaption to the amoebal host (19).

Apart from legionellae, amoebae in the environment have also been found to har-
bor bacteria of several other pathogenic genera, including Burkholderia pickettii (22),
Burkholderia cepacia (23), and Burkholderia pseudomallei (24), Chlamydia
pneumoniae (25), Listeria (26), Mycobacterium avium (27,28), Pseudomonas
aeruginosa (29), Vibrio cholerae (30), and E. coli (31). Rickettsiae are also presumed
to be endosymbionts of amoebae (32). As shown for L. pneumophila, M. avium is
more virulent in an mouse model after intracellular growth within A. castellanii (27).
Therefore, the A. castellanii model to study the behavior of L. pneumophila in an
environmental host might also be useful to investigate the interaction between other
bacterial pathogens and protozoa.

1.3. Enhancement of Bacterial Virulence by Protozoa

The virulence of legionellae for human alveolar macrophages is considered to be a
consequence of their evolution as a parasite of amoebae. In 1980, Rowbotham (33)
published the first report on intracellular multiplication of L. prneumophila within
Acanthamoeba spp. and Naegleria spp. (33). Thereafter, several reports described rep-
lication of Legionella culture isolates from clinical samples within protozoa isolated
from the presumed source of infection (34—41). Intracellular growth within protozoa
enhances the ability of L. pneumophila to infect human monocytes (42), induces phe-
notypic modulation (43,44), and causes resistance to chemical disinfectants, biocides,
and antibiotics (45,46). Inhalation of legionellae packaged in amoebae results in induc-
tion of more severe clinical cases of legionellosis (33,47).

Original methods appeared in refs. 19 and 51.
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This speculation was supported by a recently published mouse model of
coinhalation of L. pneumophila and Hartmanella vermiformis. Coinhalation with
H. vermiformis significantly enhanced intrapulmonary growth of L. pneumophila,
resulting in greater mortality in comparison with inhalation of legionellae alone (48).
Intrapulmonary growth of mutant strains of L. pneumophila with reduced virulence
for H. vermiformis but preserved virulence for monocytes was not significantly enhanced
by coinhalation (49). Intrapulmonary growth of L. pneumophila was significantly greater
in mice inoculated with L. pneumophila-infected H. vermiformis than in mice inocu-
lated with an equivalent number of bacteria or coinoculated with L. pneumophila and
uninfected H. vermiformis (50).

The mechanism of intrapulmonary growth enhancement of legionellae by amoebae
remains to be determined. Amoeba-induced inhibition of proinflammatory cytokine pro-
duction could be excluded, since coinhalation as well as inhalation of L. pneumophila-
infected H. vermiformis induced significantly enhanced levels of interferon-y and
tumor necrosis factor-a in A/J mice similar to the levels induced during replicative
L. pneumophila infection alone (48). Three possible explanations for the potentiat-
ing effect of coinhalation for Legionella infection were discussed: modification of the
host response to L. pneumophila infection by amoebae, the function of amoebae as
implanted host cells, or the enhanced virulence of amoeba-associated bacteria (48).

We established an in vitro coculture model of MM6 cells, A. castellanii and
Legionella species of different intracellular growth rates within human monocytes, to
analyze the underlying molecular and biochemical mechanisms (51). In this coculture
model, reactants were separated using a cell culture chamber system that separates
both cell types by a microporous polycarbonate membrane impervious to bacteria,
amoebae, and human cells. Whereas L. pneumophila has shown a maximum 4-log
multiplication within MMG6 cells, which could not be further increased by coculture
with A. castellanii, significantly enhanced replication of L. gormanii, L. micdadei,
L. steigerwaltii, L. longbeachae, and L. dumoffii was noted after coculture with
amoebae. This effect was seen only with uninfected but not with Legionella-infected
amoebae. The supporting effect for intracellular multiplication in MM6 cells could be
reproduced in part by addition of a cell-free coculture supernatant obtained from a
coincubation experiment of uninfected A. castellanii and Legionella-infected MM6
cells, suggesting that amoeba-derived effector molecules are involved in this phenom-
enon. This coculture model allows investigations of molecular and biochemical mecha-
nisms that are responsible for the enhancement of intracellular multiplication of
legionellae in monocytic cells after interaction with amoebae.

2. Materials
2.1. Culture of Legionella Bacteria
1. BCYE-a agar (Oxoid). Store at 4°C; pay attention to expiration date.

2. Legionella species can be obtained from the American Type Culture Collection (ATCC,
Rockville, MD). Process bacteria according to the instructions of ATCC.
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2.2. Culture of Host Cells
2.2.1. Mono Mac 6 (MM®6) Cells

1. MMBG6 cells can be obtained from the Department of Human and Animal Cell Cultures
(Mascheroder Weg 1b, D-38124 Braunschweig, Germany, Phone: +49-531-2616-161;
fax: +49-531-2616-150). For details of culture conditions, see the homepage of Prof.
Ziegler-Heitbrock (www.monocytes.de).

2. 75-cm? vented culture flasks (Costar).

RPMI-1640 medium (Gibco). Store at 4°C.

4. Fetal calf serum (FCS; Myoclone super plus; Gibco). The serum has to be inactivated

(30 min, 56°C). After inactivation, every batch of serum must be checked for cytotox-

icity (by Trypan Blue exclusion) since some batches may be cytotoxic for MM6 cells.

After inactivation and cytotoxicity testing, store serum at —20°C until use. Compatible

batches of sera should be ordered in sufficient amounts (e.g., 20 bottles).

2 mM L-glutamine (Gibco). Store at —20°C until use. After defrosting, store at 4°C.

1% Nonessential amino acids (Gibco). Store at 4°C.

Oxalacetate, pyruvate, and bovine insulin (OPI; Sigma). Store at —20°C until use.

Columbia blood agar (Oxoid). Store at 4°C; pay attention to expiration date.

Mycoplasma plus™ PCR (Stratagene).

(O8]

R

2.2.2. Acanthamoeba castellanii

1. A. castellanii can be obtained from the ATCC (cat. no. 30234).
2. 75-cm? Vented culture flasks (Costar).
3. Proteose pepton no. 3 (Difco).
4. Yeast extract (Difco).
5. Glucose (Sigma).
6. MgSO, (Sigma).
7. CaCl, (Sigma).
8. Sodium citrate dihydrate (Sigma).
9. Fe(NH,),(SO,),-6H,0 (Sigma).
10. NaH,POj; (Sigma).
11. K,HPO; (Sigma).
12. Columbia blood agar (Oxoid). Store at 4°C; pay attention to expiration date.

2.3. Infection of Host Cells

6-Well tissue culture plate (Greiner).

24-Well tissue culture plate (Costar).

2-mL Syringes and 27-gage needles.

Sterile Eppendorf tubes (capacity 2 mL).

Gentamicin (pay attention to the different storage conditions according to the
manufacturer’s instructions).

APl S

2.4. Coculture of MMG6 and A. castellanii

Transwell® insert (Costar).
Columbia blood agar (Oxoid). Store at 4°C; pay attention to expiration date.
Millex®-GS 0.22-um syringe-driven filter unit (Millipore).

bl
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3. Methods
3.1. Culture of Legionella Bacteria

Legionellae are fastidious, slow-growing bacteria. They are grown on BCYE-a
agar at 35°C in 3% CO,. After 3—-5 d, small, round glistening colonies with a defined
edge appear on the agar. The edge usually displays a pink or blue-green iridescence;
the center of the colonies is usually grayish, with a characteristic speckled opales-
cence, the appearance of which resembles cut or ground glass. Later on, the centers of
the colonies become creamy white and often lose the ground-glass appearance. At this
time, large and small colonies are common and are therefore not evidence for contami-
nation with other bacteria. Since legionellae do not grow on blood agar, this type of
agar can be used for contamination control. For contamination of BCYE-o agar with
molds (see Note 1).

3.2. Culture of Host Cells
3.2.1. Mono Mac 6 Cells

MME6 cells are cultured as replicative nonadherent monocytes under lipopolysac-
charide-free conditions in 75-cm? vented culture flasks in 25 mL of RPMI-1640 medium
supplemented with 10% fetal calf serum (Myoclone super plus), 2 mM L-glutamine, 1%
nonessential amino acids, and OPI (containing 150 ug oxalacetate, 50 g pyruvate,
and 8.2 pg of bovine insulin per mL) at 37°C in 5% CO, (MM6 medium) and are
diluted 1:3 twice a week in fresh medium (15). We recommend checking the cell cul-
ture regularly for sterility using Columbia blood agar and for Mycoplasma contamina-
tion using Mycoplasma plus™ polymerase chain reaction (PCR) according to the
manufacturer’s instructions (see Notes 2 and 3).

3.2.2. Acanthamoeba castellanii

A. castellanii are grown in 75-cm? vented culture flasks in 25 mL PYE broth (2%
protease pepton no. 3, 0.1% yeast extract, 0.1 M glucose, 4 mM MgSO,, 0.4 M CaCl,,
0.1% sodium citrate dihydrate, 0.05 mM Fe[NH,],[SO,],, 2.5 mM NaH,PO;, and
2.5 mM K,HPO;, pH 6.5) at 35°C in 5% CO, (52) and are diluted 1:2 twice a week.
Sterility testing should be performed as described for MM6 cells.

3.3. Infection of Host Cells
3.3.1. Mono Mac 6 Cells

1. Infection and incubation of MMG6 cells after infection is performed in MM6 medium with-
out FCS to exclude phagocytosis of bacteria via F_y receptors.

2. Nonadherent MMG6 cells are harvested by centrifugation at 400g for 10 min.

3. The pellet is washed twice in MM6 medium without FCS.

4. Legionellae are harvested from BCYE-a agar, suspended in MM6 medium without FCS,
and adjusted to an ODs7g,, of 0.2 (by a spectrophotometer) corresponding to a concentra-
tion of approx 3 x 108 legionellae/mL. For this concentration, bacteria can be centrifuged
at 3000g for 10 min.

5. 2x 107 MMB6 cells are pelleted and resuspended with legionellae in a volume of 1.5 mL in
a well of a 6-well tissue culture plate.
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6. The bacteria-to-cell ratio can be selected from 100:1 to 0.1:1. It should be taken into
account that legionellae are cytotoxic for monocytes at higher multiplicities of infection
(53). Therefore, lower bacteria-to-cell ratios are recommended.

7. Cocultures of bacteria and monocytes are then incubated at 35°C in 5% CO, for 2 h.

8. After this period, nonphagocytized bacteria are killed by addition of 4.5 mL MM6 medium
without FCS containing 100 pg/mL gentamicin for 1 h at 35°C in 5% CO,.

9. After three washes by centrifugation at 400g for 10 min, the cells are resuspended in 10 mL
MM6 medium without FCS and distributed in 1-mL aliquots into the wells of a 24-well
tissue culture plate, giving a concentration of 2 x 10°infected MMG6 cells per well. This time
point is defined as 0.

10. The cells are then incubated for an additional 72 h at 35°C in 5% CO,.

11. Every 24 h, the contents of two wells are aspirated and pelleted by centrifugation at 400g
for 10 min.

12. The supernatant is transferred into sterile tubes of approx 2 mL capacity.

13. 1 mL of sterile distilled water is added to the pellet, and final disruption of the cells is
performed by aspirating the suspension through a 27-gage needle.

14. The supernatant and lysis fluid are pooled, and serial 10-fold dilutions are made.

15. 100 pL of each dilution is inoculated onto BCYE-o agar to determine the number of
viable legionellae after multiplication in MM6 cells.

16. Colonies on the agar are counted on d 5 after incubation at 35°C in 5% CO,.

17. For control, 1 mL of the original Legionella suspension in MM6 medium without FCS
and without cells is incubated in a well of the tissue culture plate, and serial 10-fold
dilutions are made at the same time points as indicated above.

18. Viability of MMB6 cells is determined by Trypan Blue exclusion at the same time points as
indicated above.

19. We recommend testing for contamination of the infected cell culture by subculture onto
Columbia blood agar plates.

3.3.2. Acanthamoeba castellanii

Coculture of A. castellanii and bacteria is performed in an identical manner except
that legionellae are suspended in PYE broth without glucose and the culture is incu-
bated for 96 h.

3.4. Coculture of MMG6 Cells and A. castellanii

1. Infected MM6 cells (see Subheading 3.3.) are resuspended in a mixture of 50% MM6
medium without FCS and 50% PYE broth without glucose. NaCl must be added to yield
an NaCl concentration of 6.5 g/L (coculture medium) identical to the MM6 medium (see
Note 4). This mixture was found to support growth of MMG6 cells as well as A. castellanii
in a manner comparable to the original cell culture media for these cells described in
Subheading 3.2.

2. Infected MM6 cells are distributed in 1 mL aliquots into the wells of a 24-well tissue
culture plate, giving a concentration of 1 x 10° infected MMG6 cells per well.

3. 1x10%A. castellanii organisms are resuspended in coculture medium and are added using
a Transwell® insert, which separates both cell types by a microporous polycarbonate mem-
brane with a pore size of 0.1 um, impervious to bacteria, amoebae, and MM6 cells.

4. Absence of legionellae from the upper chamber (A. castellanii) is determined by means
of culture on BCYE-a agar, and sterility of the coculture is checked by culture on Colum-
bia blood agar.
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10.

The coculture is incubated for 72 h.

Intracellular replication of bacteria within MM6 cells is detected as described above in
Subheading 3.3.

Multiplication within MM6 cells in coculture with A. castellanii is compared with multi-
plication within MM6 cells in coculture medium without amoebae.

To demonstrate the presence of amoeba-derived effector molecule(s) in the coculture, a
cell-free Transwell® supernatant is obtained by harvesting the content of a Transwell®
insert (i.e., noninfected amoebae in coculture with infected MM6 cells, with both host
cells separated by a microporous membrane), subsequent centrifugation (400g for 10 min),
and filtration through a Millex®-GS 0.22-um syringe-driven filter unit to obtain sterility.

1 x 10° infected MM6 cells per well are then coincubated for 72 h with this cell-free
supernatant. Intracellular multiplication of legionellae in MM6 cells is determined as
described above (see Subheading 3.3.).

Multiplication within MM6 cells in coculture with the supernatant is compared with
multiplication within MM6 cells in coculture medium.

4. Notes

1.

BCYE-a agar is an ideal medium for growth of molds, especially Aspergillus fumigatus.
Therefore, laboratories and equipment (especially incubators) should be free of molds.
Contamination of the cell culture is the main source of failure in using the in vitro models
presented above. Common contaminants are fast-growing bacteria such as staphylococci
and streptococci, especially when people having short-term or inadequate experience with
cell cultures are working in the laboratory. Good staff training can prevent most contami-
nation events. We recommend checking the cell cultures routinely (at least twice a week
before dilution) as well as the in vitro infection experiments (parallel inoculation of lysis
fluid onto BCYE-o agar and Columbia blood agar).

A serious and often undetected problem is the contamination of cell cultures with Myco-
plasma organisms. The origins are bovine serum, laboratory personnel, and mycoplasma-
infected cell cultures; the latter spread the infection to other cell cultures within the same
laboratory. It is important to keep in mind that Mycoplasma organisms, particularly in
continuous cell lines such as MMG6 cells or A. castellanii, grow slowly and do not destroy
the host cells. However, the influence of Mycoplasma organisms on various parameters
such as changes in metabolism, growth, viability, and morphology of the cells should not
be underestimated. Mycoplasma organisms can seriously interfere with experiments. We
therefore recommend checking the cell cultures at least quarterly for Mycoplasma con-
tamination. A variety of techniques are available to detect Mycoplasma in cell cultures.
The most reliable are enzyme immunoassays and PCR. We can recommend the Myco-
plasma plus™ PCR (Stratagene). In case of Mycoplasma contamination, cell cultures
should be discarded and the incubator should be disinfected. A new batch of cells should
be cultured and used for in vitro infection. If no new batch is available, cell cultures
contaminated with Mycoplasma can be treated with BM-Cyclin (Roche), an antibiotic
combination of a pleuromutilin and a tetracycline derivative, without marked cytotoxic
side effects. This treatment requires about 2—-3 wk. In vitro infections should not be per-
formed during this time since legionellae are sensitive to these antibiotics.

Intracellular multiplication of legionellae is a function of intact host cells. Monocytes or
amoebae maintained under inadequate conditions may not support the intracellular growth
of bacteria, although crude tests for viability (such as Trypan Blue exclusion) do not
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indicate cell death. Therefore, cells should be diluted twice a week in fresh medium as
described above. During washing procedures, cells should not be centrifuged faster than
400g to avoid disruption.

As described in Subheading 3., the cell culture medium for coculture of MM6 cells and
A. castellanii resembles a mixture of 50% MM6 medium without FCS and 50% PYE
broth without glucose. This mixture is hypotonic, and it is necessary to add NaCl to achieve
a salt concentration of 6.5 g/L identical to MM6 medium since hypotonic medium induces
intracellular growth of non-replicative Legionella species owing to swelling of the host
cells (51).
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Viability of Amoebae, Fungal Conidia, and Yeasts
Rapid Assessment by Flow Cytometry

Judith A. Noble-Wang, Shangtong Zhang, Daniel Price,
and Donald G. Ahearn

1. Introduction

Conventional methods for the evaluation of antimicrobials and disinfecting solu-
tions with microorganisms involve culture-based techniques, which are time-consum-
ing and underestimate the number of viable organisms. Rapid detection and viability
measurements of microorganisms in homogenous and heterogenous microbial popu-
lations have been greatly enhanced by recent advances in the use of fluorescent stains
in flow cytometry (FCM) (1-5). FCM has been applied to enumerate, differentiate,
and identify microorganisms, determine protein and DNA content of cells, analyze the
physiological state of individual cells, and analyze the interaction of drugs, antibiot-
ics, and antimicrobials with microbial cells (I-14). Four physiological states of cells
can be distinguished by FCM: (1) reproductively viable, (2) metabolically active,
(3) intact, and (4) permeabilized (15).

FCM permits a rapid and quantitative measurement of the optical characteristics of
cells as they pass through, in a single file, a focused beam of light (4). As cells are
carried within a fast-flowing fluid stream and through the focus of exciting light, three
parameters are measured: forward angle light scatter, side angle light scatter, and fluo-
rescence emitted by dyes that have specific interaction with intracellular components
of individual cells. FCM data that are presented in histogram and dot plots can be
generated to give information on a variety of properties of interest among cells in the
population as a whole.

FCM offers major advantages in multiparameter data acquisition and multivariate
data analysis, high-speed analysis, and cell-sorting capabilities. Disadvantages may
be associated with the cost, which is usually over $100,000 (US) for a typical laser-
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based flow cytometer with just analyzing capabilities. Another disadvantage is that
skilled personnel are usually required to operate these complex instruments so as to
get optimum performance (3). A schematic overview of flow cytometry is presented
in Fig. 1.

FCM analyses with viability dyes, such as propidium idodide and oxonols, can
assess cell viability after treatment with antimicrobial and disinfecting solutions. A
breakdown in membrane integrity and a loss of transmembrane potential are indica-
tors of cell death. Propidium iodide (absorbance: 535 nm; emission: 617 nm) has been
widely used to indicate membrane integrity (2,4,7,14). Propidium iodide stains nucleic
acids but will not diffuse appreciably into intact cells; therefore, this dye preferentially
stains dead cells that have permeable membranes (4). Changes in membrane potential
can be detected with some oxonol dyes such as bis-(1,3-dibutylbarbituric acid)
trimethine oxonol (Ox). Oxonols are lipophilic anionic dyes, and their accumulation
within cells is favored by a reduction in the magnitude of membrane potential that
enables dye molecules to concentrate within the cell by association with intracellular
macromolecules (5).

2. Materials
2.1. Flow Cytometry Instrumentation and Analysis Software

1. FACSCalibur fluorescence-activated cell sorter system (Becton Dickinson, Heidelberg,
Germany). Setting of analysis gates, data handling, with CELLQuest software (Becton
Dickinson).

2. Ilumination: 15-mW, 488-nm argon-ion laser.

3. FL1-H detector: 530/30 nm bandpass filter.

4. FL2-H detector: 585/42 nm bandpass filter.

2.2. Culture Medium

2.2.1. Amoeba: Proteose-Yeast Extract-Glucose Broth (PYG)

1. 20 g Proteose peptone (Beckon Dickinson, Franklin Lakes, NJ).

Yeast extract (Difco, Detroit, MI).

900 mL Deionized H,O.

Adjust pH to 6.5 with 1 M HCI and autoclave for 15 min at 121.5°C.

After autoclaving, add 50 mL of filter-sterilized 2 M glucose.

Add autoclaved and filter-sterilized stock salt solutions of the following: 10 mL 0.4 M
MgS0,-7H,0, 8.0 mL 0.05 M CaCl,, 10 mL sodium citrate (Na;C¢Hs0-2H,0), 10 mL
0.25 M Na,HPO,-7H,0, 10 mL 0.25 M KH,PO,.

2.2.2. Fungi
1. Potato dextrose agar (PDA; Difco).
2. Sabouraud’s dextrose agar (SAB).
2.2.3. Yeast

1. Bacto yeast nitrogen base (Difco) supplemented with 0.5% glucose (DYNB). Adjust pH
to 5.5 with 1 M HCI.
2. Bacto Sabouraud’s dextrose agar (SAB; Difco).

A



Viability of Amoebae, Fungal Conidia, and Yeasts 155

SSC ) Eile FSC: Cell size
SSC: Granularity

/ Fluorescence filters:

FL1: 515-545 nm
5 .
FL2 ®) FL2: 564-606 nm

/ * | FL3: =606 nm
.

/.

Fluorescence collecting lens

FL3 (5)

Blue laser (2) Focusing A
e 488 nm - lens (3)

|
= . i ==

Flow chamber

Fig. 1. The principle of the FACSCalibur™ Optical System (16). (1) A sample consisting of
particles in suspension is injected into a nozzle, and the fluid containing the particles is hydro-
dynamically compressed to a thin stream, forcing the particles to flow in a single file. (2) The
stream of cells intercepts the beam of the laser and absorbs the laser light. (3) As particles flow
through the beam, light is scattered; scattered light is either deflected unmodified laser light or
fluorescent light emitted from either a fluorochrome indigenous to the particle or one that has
been attached to it. (4) Unmodified scattered laser light is measured at a low angle (FSC, for-
ward angle light scatter) given a measurement of particle size. Scattered light can also be mea-
sured as SSC (side angle light scatter), which gives a measurement of granularity or cytoplasmic
complexity. (5) The emitted light is captured by lenses and filters to measure selectively emit-
ted light of particular wavelengths in a given detector. (6) Pulse signals sent by the detectors
are converted into voltages and stored by computer software. Software integrates information
from each detector for each particle.

2.3. Solutions

1. Phosphate-buffered saline (PBS; autoclaved and filter sterilized): 8§ g NaCl, 0.2 g KCl,
1.44 g Na,HPO,, 0.24 ¢ KH,PO,, 1000 mL deionized H,O. Adjust pH to 7.4 with 1 M
NaOH.

2. Spore dispersant: 0.9% NaCl containing 0.1% polysorbate-80 (NaCl-Tween-80) and
0.9% NacCl.

3. Dissolve heavy metals such as AgNO; and HgCl, (ACS reagent grade; Sigma, St. Louis,
MO) in deionized distilled water (ddH,0) to make 100 mM stock solutions.

4. Morpholine-ethanesulfonic acid buffer (10 mM MES; adjust pH to 5.5 with 1 M HCI).

5. Other antimicrobials or contact lens solution.
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2.4. Viability Stains

1. 0.3% Methylene blue.
2. Propidium iodine (PI): 1 mg/mL in PBS (Molecular Probes, Eugene, OR) (see Note 1).

2.5. Supplies

Sterile pipets.

Micropipet tips.

2.0-mL Cryogenic vials (Nalgene® Cryoware™).
Microcentrifuge tubes (1.7 mL capacity).

Polypropylene centrifuge tubes (15 and 50 mL capacity).

3. Methods

3.1. Evaluation of Trophozoites and Cysts of Acanthamoeba spp. Exposed
to Antimicrobials (see ref. 2 and Note 2)

i

The following protocols describe FCM procedures for evaluation of amoebae,
molds, and yeasts after exposure to antimicrobials. For each organism, a heat-killed
suspension of cells is mixed with a viable cell population for establishment of FCM
parameters (Fig. 2).

3.1.1. Culture Maintenance and Growth (see Note 3)

Cultures are maintained in the manner recommended by the curator of the appropri-
ate culture collection. Maintain axenic strains of A. castellanii (ATCC 30234) and
A. polyphaga (ATCC 30461) in 10 mL PYG medium at 25°C in 75-cm? tissue cul-
ture flasks or in 125 mL of PYG in 250-mL flasks.

3.1.2. Preparation of Acanthamoeba Inoculum

1. Preparation of trophozoite inoculum.

a. Transfer amoebae (5 mL) to 125 mL of PYG medium in 250-mL flasks for 48 h.

b. Incubate the amoebae at room temperature on a rotary shaker set at 125 rpm.

c. Transfer approx 10-20 mL of 48-h trophozoites to 125 mL of PYG medium in 250-mL
flasks for 24 h and incubate at room temperature on a rotary shaker set at 125 rpm.

d. Harvest trophozoites in the exponential growth phase with centrifugation at 750g for
10 min and wash with PBS.

e. Add 1-2 mL of PBS to pellet.

f. Adjust to a concentration of 103 viable trophozoites/mL as determined from cell
counts performed in a hemocytometer counting chamber.

Fig. 2. (opposite page) Determination of FCM analysis parameters for viability assessment
with PI. PI viability stain absorbs laser light at 535 nm and emits fluorescent light at 617 nm;
therefore, PI-stained cells demonstrate more FL2 than FL1 characteristics via the FL2 detector
of the flow cytometer. FCM analysis parameters are selected with unstained viable and stained
heat-killed populations of cells. The voltages are adjusted on the control panel for the FL.1 and
FL2 detectors so that viable populations produce histograms with a lower mean FL2 fluores-
cence (A) than heat-killed populations (B). Viable cells exclude PI and produce low fluores-
cence signals from the FL1 and FL2 detectors. Heat-killed populations, which absorb the stain
and fluoresce red, produce a low fluorescent signal from the FL.1 detector and a high fluores-
cent signal from the FL2 detector. A stained mixture of heat-killed and viable cells is applied to
adjust the fluorescent compensation from the FL1 and FL2 detectors (C)
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2. Preparation of cyst inoculum.

a. Prepare the cultures incubated in PYG for 3—-6 wk at 25°C.

b. Harvest cysts with centrifugation at 750g for 10 min and wash with PBS.

c. Adjust suspension to a concentration of 108 viable cysts/mL as determined from cell
counts performed in a hemocytometer counting chamber .

3. Stain 100 pL of amoeba suspension with 200 uL 0.3% methylene blue to determine
viability. Nonviable amoebae stain blue, and viable amoebae exclude the stain.

3.1.3 Disinfection Test Procedure

1. Product samples to be tested should be representative of the product to be marketed.
Aliquots should be taken directly from the final product container immediately prior to
testing.

2. Prepare three to five cryogenic vials containing 990 UL of each disinfection solution.

3. Inoculate the sample tube of the product to be tested with 10 uL of amoeba suspension
containing 10® organisms/mL to provide a final count of 1.0 x 10° viable amoebae/mL.
The volume of inoculum should not exceed 1% of the sample volume. Ensure dispersion
of the inoculum by adequate mixing with a single aspiration step from a 1-mL pipetor.

4. Inoculate cells into PBS controls to normalize the data obtained with the contact lens
solutions.

5. Compare the amoeba suspensions in contact lens solutions for each test run with an
inoculum suspended in PBS.

6. Store inoculated test solutions at room temperature for the manufacturer’s specified dis-
infection time.

3.1.4. Viability Determination After Disinfection

1. Transfer suspensions of 1 mL containing treated trophozoites or cysts from the cryovials
to 1.5-mL microcentrifuge tubes.

2. Harvest treated amoebae with centrifugation at 1000g for 3 min and suspend the pellets in

0.5 mL PBS.

Stain amoebae with 12.5 pL PI (1 mg/mL) for 1 min.

4. Determine percent viability based on the number of cells analyzed by flow cytometry (at
least 10,000 amoebae). Determine the relative percent reduction by comparison with un-
treated amoeba suspensions in PBS. Analysis of stained cells should be performed within
30 min.

(O8]

3.2. Evaluation of Fungal Conidia Exposed to Preservatives (see ref. 13)
3.2.1. Culture Maintenance and Growth
1. Maintain representative isolates of selected fungi (e.g., Fusarium subglutinans) on SAB
slants.

2. Prepare working cultures on SAB or PDA plates.
3. Incubate cultures at 20-25°C for 7-14 d (time based on conidiogenesis).

3.2.2. Preparation of Fungal Conidia Inoculum

1. Harvest conidia from 7-14-d cultures with 0.9% NaCl containing 0.1% polysorbate-80
(NaCl-Tween-80).

2. Pour 10 mL of (NaCl-Tween-80) on the surface of fungal growth. Gently scrape the surface
of fungal growth with a flame-sterilized loop to loosen conidia from hyphal structures.
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3. Filter suspensions of conidia through glass wool. (This step removes most hyphal frag-
ments.)

4. Harvest conidia with centrifugation and suspend pelleted conidia in 0.9% NaCl.

5. Adjust the suspensions for each species to give concentrations of about 10’—108 conidia/mL.

3.2.3. Disinfection Test Procedure

1. Product samples to be tested should be representative of the product to be marketed.

2. Aliquots should be taken directly from the final product container immediately prior to
testing.

3. Inoculate conidia of the selected fungi into full-strength preservative formulations and
incubate at 20-25°C for 96 h. The preservative formulations should contain concentra-
tions of conidia of 10°~10%/mL.

3.2.4. Viability Determination After Disinfection
1. Harvest the conidia from the preservative formulations with centrifugation and wash the
pelleted conidia twice in 0.9% NaCl.
2. Stain conidia suspensions (1.0 mL) with 25 uL PI for 30 s prior to FCM analysis.

3.3. Evaluation of Yeasts Exposed to Heavy Metals (see ref. 14)
3.3.1. Culture Maintenance and Growth

1. Maintain stock cultures of Candida albicans or Candida maltosa (R-42) on SAB slants
by transferring to fresh slants every 3—4 wk.
2. Grow working cultures in DYNB with agitation at 22°C for 18 h.

3.3.2. Preparation of Yeast Inoculum

1. Harvest cells from DYNB with centrifugation.

2. Wash cells twice with ddH,O via centrifugation and suspend pellet in MES buffer to an
optical density at 600 nm of 0.6 in a 1.0-cm light path (equivalent to 2.33 x 10° cells/mL
of C. maltosa or 1.20 X 107 cells/mL of C. albicans).

3.3.3. Exposure of Cells to Heavy Metals

1. Add 20 pL of various concentrations of heavy metals (Ag[I] or Hg[II]) to 0.98 mL of cell
suspension in microcentrifuge tubes and incubate tubes at 22°C for 1 h.

2. After exposure to heavy metals, harvest cells with centrifugation at 10,000g for 2 min.

3. Suspend cell pellet in 1.0 mL MES buffer for staining procedure.

3.3.4. Fluorescent Probe Staining Procedure
1. Add 20 pL of PI stock solution and incubate for 5 min at 22°C.

3.4. Flow Cytometric Analysis

1. Determine analysis parameter settings for determination of viability of cells.

2. Use control suspensions (heat killed and viable) to select analysis parameters on the
flow cytometer. Heat-killed cells (90°C for 20 min) stained with PI (final concentration
25 mg/L) fluoresce red with a 585/42 bandpass filter. Viable cells exclude PI and are
detected with a 530/30 bandpass filter. Sample parameter settings are given in Table 1.
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Table 1
Sample Parameter Settings of Flow Cytometric Analysis

Detector Compensation
Settings FSC SSC FL1 FL2 FL1-%FL2 FL2-%FL1
Acanthamoeba spp. 1.8 50.8
Voltage E-1 379 505 479-498
Amp gain 3.61 1.00 1.00 1.00
Mode Linear Linear Log Log
Candida spp. 0 0
Voltage E00 379-436  505-599  627-629
Amp gain 1.71-2.88 1.00 1.00 1.00
Mode Linear Linear Log Log
Fusarium spp. 30.8 454
Voltage E00 258 822 729
Amp gain 1.00 1.00 1.00 1.00
Mode Log Log Log Log

FSC, Forward Scatter; SSC, Side Scatter; FL1, Green Fluorescence; FL2, orange-red fluorescence

4. Notes

1.

Pl is light-sensitive and toxic to cells. Protect cells from light after applying the PI viabil-
ity stain. Incubate and perform FCM analysis within 30 min of application of PI, as the
stain will kill cells with extended exposure.

The major advantage of the use of fluorophores and FCM over culture-based procedures
for assessing viability is the rapid analysis and estimation of the efficacy of various anti-
microbials on microorganisms. The disadvantages of FCM procedures include underesti-
mation of lethality owing to the inability of viability fluorophores to discriminate between
viable and less damaged cells (i.e., viable but nonrecoverable) after exposure to some
antimicrobials (3). In our FCM procedures, PI is capable of discriminating between
viable intact cells and dead cells after treatment with most of the chosen antimicrobials;
however, with certain antimicrobial exposures, lysis of cells resulted in an overestimated
viability. Lysed particles are not stained with PI and therefore are estimated as viable;
however, after careful examination of FSC (i.e., measurement of size) histogram plots we
were able to discriminate between the lysed particles from intact cells and determine the
discrepancy in the staining procedure.

. It is generally recognized that the physiological state of the microorganism will deter-

mine its relative susceptibility to antimicrobials. The choice of media, particularly for the
production of cysts of Acanthamoeba, will affect susceptibilities. Cysts induced from
axenic cultures, particularly via increased concentration of MgSO,, may show increased
susceptibility to antimicrobials. Inclusion of a standard disinfection system as a control is
advised.
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Detection and Differentiation of Cryptosporidium Oocysts
in Water by PCR-RFLP

Lihua Xiao, Altaf A. Lal, and Jianlin Jiang

1. Introduction

Consumption of contaminated water has been implicated as a major source of
Cryptosporidium infection in various outbreak investigations and case control studies.
Surveys conducted in various regions of the United States demonstrated the presence
of Cryptosporidium oocysts in 67-100% of wastewaters, 24—100% of surface waters,
and 17-26.8% of drinking waters (1-4). The identity and human infective potential of
these waterborne oocysts are not known, although it is likely that not all oocysts are
from human-infecting Cryptosporidium species. Likewise, the source of the oocyst con-
tamination is also not fully clear. Farm animals and human sewage discharge are gener-
ally considered to be the major sources of surface water contamination with C. parvum
(5). Because Cryptosporidium infection is common in wildlife, it is conceivable that
wildlife can also be a source for Cryptosporidium oocysts in waters (4). The presence
of host-adapted Cryptosporidium spp. and genotypes makes it possible to develop
molecular tools to assess the human infection potential and source of Cryptosporidium
oocysts in water.

Currently, the identification of Cryptosporidium oocysts in environmental samples
is largely made by the use of immunofluorescent assay (IFA) after concentration pro-
cesses (Environmental Protection Agency [EPA] recommended information collec-
tion rule [ICR] method or method 1622/1623 or similar techniques). Because IFA
detects oocysts from all Cryptosporidium parasites, the species distribution of
Cryptosporidium parasites in environmental samples cannot be assessed. Although
many surface water samples contain Cryptosporidium oocysts, it is unlikely that all
these oocysts are from human-pathogenic species or genotypes, because only five
genotypes of Cryptosporidium parasites (the C. parvum human and bovine genotypes,
C. meleagridis, C. canis, and C. felis) are responsible for most human infections (6).
Information on the source of C. parvum contamination is necessary for effective evalu-
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ation and selection of management practices for reducing C. parvum contamination of
surface water and the risk of cryptosporidiosis. Thus, identification of oocysts to spe-
cies and genotype levels is of public health importance.

Molecular techniques, especially polymerase chain reaction (PCR) and PCR-related
methods, have been developed and used in the detection and differentiation of
Cryptosporidium parasites for many years (22). Most of these techniques were designed
for the analysis of fecal samples from humans and domestic animals. Earlier PCR
methods (7-10) do not have the ability to differentiate species and thus can only be
used for determination of the presence or absence of Cryptosporidium parasites. The
primer sequences of these techniques (except for that described in ref. 8) are mostly
based on undefined genomic sequences from C. parvum bovine isolates. These sequences
tend to be more polymorphic than structural and housekeeping genes; therefore the prim-
ers based on them are unlikely to amplify DNA efficiently from Cryptosporidium spp.
(such as C. muris, C. baileyi, C. serpentis, C. canis, and C. felis) and from Cryptosporidium
genotypes (such as the fox, skunk, and opossum) that are more distant from the C. parvum
bovine genotype.

Several PCR-restriction fragment length polymorphism (RFLP)-based tools have
been developed for the detection and differentiation of Cryptosporidium parasites at
the species level (11-17). All these techniques are based on the small subunit (SSU)
rRNA gene. Unfortunately, primers for some of these techniques (11,13,14) used con-
served sequences of eukaryotic organisms. Therefore, these primers also amplify DNA
from organisms other than Cryptosporidium (18). A PCR-RFLP analysis of the inter-
nal transcribed spacers of the rRNA gene can also differentiate several
Cryptosporidium parasites (19). Nucleotide sequencing-based approaches have also
been developed for the differentiation of various Cryptosporidium spp. (20,21).

Various PCR based techniques have also been developed for the differentiation of
C. parvum human and bovine genotypes (22). Both genotypes of C. parvum have been
identified in humans, but the human genotype (genotype 1 or anthroponotic genotype)
has been almost exclusively found in humans, whereas the bovine genotype (genotype
2 or zoonotic genotype) infects humans, ruminants, and some other animals. As a
result, the human genotype was recently renamed C. hominis. Many of the genotyping
tools used in these studies, however, cannot detect and differentiate other genotypes of
C. parvum and non-C. parvum Cryptosporidium spp. This has limited the utility of
these tools in the analysis of environmental samples. Even for clinical samples, their
usefulness is compromised by the failure to detect C. canis, C. meleagridis, and C.
felis in fecal samples from infected humans. Using newer molecular tools, we and
others have found these parasites in AIDS patients as well as in children (6,23-26).

Numerous attempts have been made to apply PCR techniques in detecting
Cryptosporidium oocysts in water samples (27-40). Most of these studies used water
samples seeded with Cryptosporidium oocysts, and various successes were reported.
One major obstacle is the presence of PCR inhibitors in waters, which are coextracted
with DNA and inhibit PCR amplification of the target DNA. This has greatly reduced
the sensitivity of PCR detection of oocysts in various water samples. The PCR inhibi-
tors can be removed by an immunomagnetic separation (IMS) procedure (8), which is
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also a component of method 1622 or 1623 recommended for the detection of
Cryptosporidium oocysts in water by the US EPA. Still, the sensitivity (5-10 oocysts
in reagent-grade water) of the single-round PCR format adopted in most of these tech-
niques has limited the usefulness of PCR in the analysis of water samples. This is
because most water samples are likely to have fewer than five Cryptosporidium oocysts.
The usefulness of PCR techniques, nevertheless, has been demonstrated by the detection
of Cryptosporidium oocysts in water samples from the 1993 outbreak in Milwaukee,
using a Cryptosporidium genus-specific PCR technique (8).

We have successfully used one such technique, the SSU rRNA-based nested PCR-
RFLP method, in conjunction with IMS for the detection and differentiation of
Cryptosporidium oocysts in storm water, raw surface water, and wastewater. It is the
only technique that has been extensively used in the analysis of water samples and
specimens from animals and humans (16,17,41,42). In one study, we analyzed 29 storm
water samples collected from a stream that contributes to the New York City water
supply system after storms and found 12 wildlife genotypes of Cryptosporidium para-
sites in 27 samples. Twelve of the 27 PCR-positive samples had multiple genotypes.
Six of the genotypes were traced to sources (C. baileyi from birds, an unnamed species
from snakes, two genotypes from opossums, according to data at the time of publica-
tion of the paper, a genotype from deer, and a genotype from muskrat by as shown by
more recent data). The rest were wildlife genotypes that have never been found in
humans or domestic animals, suggesting that wildlife was a major contributor to
Cryptosporidium oocyst contamination in storm water in the area studied. This find-
ing was consistent with the environmental setting (the catchment area was forested
and isolated from agricultural activities) of the sampling site (41).

In another study we conducted, analysis of raw surface water samples collected
from different locations (Maryland, Wisconsin, Illinois, Texas, Missouri, Kansas,
Michigan, Virginia, and Iowa) in the United States with the SSU rRNA-based PCR-
RFLP technique produced quite different results. A total of 49 surface water samples
were analyzed, and 16 of the samples produced positive PCR amplification. Only four
Cryptosporidium genotypes (C. parvum bovine genotype, C. parvum human geno-
type, C. andersoni, and C. baileyi) were found, all of which are genotypes commonly
found in farm animals and/or humans, indicating that humans and farm animals are
major sources of Cryptosporidium oocyst contamination in these waters. Similar re-
sults were also obtained from wastewater samples. Three Cryptosporidium genotypes
(C. parvum bovine genotype, C. andersoni, and C. muris) were found in 7 of 34 grab
samples (10 mL each) of raw wastewater collected from a treatment plant in Milwau-
kee. As expected, the diversity of Cryptosporidium parasites found in source waters
and wastewaters was much lower than that in storm waters (42).

Promising results in the genotyping of Cryptosporidium parasites in water samples
have also been generated in studies conducted by others. Using heat shock protein
(HSP)70 sequence analysis of cell culture/PCR-amplified products, Di Giovanni et al.
(29) have found six sequence types of C. parvum in raw surface water samples and filter
backwash water samples. Comparison of these sequences with the HSP70 sequences we
collected from various Cryptosporidium spp. and C. parvum genotypes indicates that
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these sequences were from three genotypes (bovine, mouse, and human genotypes) of
C. parvum (21), suggesting that farm animals, rodents, and humans are responsible for
Cryptosporidium oocyst contamination in these waters. Similarly, studies conducted
in Northern Ireland and Japan have shown the presence of the bovine genotype of
C. parvum in surface water (43,44). The molecular tools (HSP70 and TRAP-C2-based
PCR) used in these studies, however, have probably limited the range of
Cryptosporidium parasites found in water. The spectrum of Cryptosporidium oocysts
found in surface water samples from Massachusetts using a PCR-sequencing analysis
of the SSU rRNA gene is more similar to what we had found previously in surface
water (12).

The method we are introducing here is a PCR-RFLP analysis of the SSU rRNA
gene, for which extensive data are available on genetic heterogeneity (16,17). This
method builds on existing procedures (filtration of water samples, elution and concen-
tration of filtrates, IMS isolation of Cryptosporidium oocysts) used in the popular
Cryptosporidium detection method 1622/1623 and involves DNA extraction, PCR,
and restriction digestion. Because of the multicopy nature of the SSU rRNA gene (five
copies per sporozoite in the bovine genotype of C. parvum) and the nested format of
the PCR, this technique is one of the most sensitive PCR tools for the detection of
Cryptosporidium oocysts. It amplifies and detects all known and unknown
Cryptosporidium parasites and differentiates the most common species and genotypes.
This method can supplement other detection methods such as 1622 and 1623 to pro-
vide information on the distribution of Cryptosporidium species and genotypes in
water samples and the likely source of contaminations.

2. Materials
2.1. Supplies for IMS

1. Dynabeads® anti-Cryptosporidium kit (for the isolation of Cryptosporidium oocysts only;
cat. no. 730.01 for 10 tests or cat. no. 730.11 for 50 tests), or Dynabeads® GC-Combo kit
(for the isolation of both Cryptosporidium oocysts and Giardia cysts; cat. no. 730.02 for
10 tests or cat. no. 730.12 for 50 tests) (Dynal, Oslo, Norway).

2. Dynal Magnetic Particle Concentrators (Dynal MPC): Dynal MPC-S (cat. no. 120.20)
and Dynal MPC-1 (product No. 120.01).

2.2. Supplies for DNA Extraction

QIAamp DNA mini kit: cat. no. 51304 (50 tests) or cat. no. 51306 (250 tests)
(Qiagen, Valencia, CA).
2.3. Supplies for PCR-RFLP

1. Primary PCR primers.

a. Forward (F1): 5'-TTCTAGAGCTAATACATGCG-3'.
b. Reverse (R1): 5'-CCCATTTCCTTCGAAACAGGA-3'".

2. Secondary PCR primers.

a. Forward (F2): 5-GGAAGGGTTGTATTTATTAGATAAAG-3'.
b. Reverse (R2): 5'-CTCATAAGGTGCTGAAGGAGTA-3'.
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3.

0 XN

10X PCR buffer with 15 mM Mg?*, (cat. no. N808-0129, PE Applied Biosystems, Foster
City, CA).

100 mM dNTP (cat. no. U1240, Promega, Madison, WI). To make a 1.25 mM working
solution, add 12.5 pL of each dNTP to 950 puL of distilled water. Store the working solu-
tion at —20°C before use.

Taq polymerase (cat. no. M2665, Promega).

25 mM MgCl, (cat. no. A351F, Promega).

Sspl (cat. no. RO132L, New England BioLabs, Beverly, MA).

Vspl (cat. no. R6851, Promega).

Ddel (cat. no RO175L, New England BioLabs).

3. Methods

3.1.

Immunomagnetic Separation of Cryptosporidium Oocysts

From Water Pellets

1.

10.

11.

3.2

Nk wn

Process 10 L of water samples through the filtration, elution, and concentration steps,
following method 1622 or 1623 of the US EPA (see Note 1).

Wash the concentrated water pellets in 15-mL polypropylene tubes twice with distilled
water by centrifugation at 1500g for 10 min.

. Equilibrate in 10X Buffer A and 10X Buffer B from the Dynabeads kit to room tem-

perature.

Add 1 mL of 10X Buffer A and 1 mL of 10X Buffer B into the 15-mL tube containing
washed sample. Use only 0.5 mL of the water concentrate if the pellet is bigger than
0.5 mL in volume.

Resuspend the beads fully by vortexing the vial for 10 s, and add 100 uL of Dynabeads to
the 15-mL tube.

Add distilled water to give a final volume of 10 mL.

Rotate at 15-20 rpm for 1 h at room temperature.

Prepare the 1X dilution of Buffer A. One milliliter of 1X Buffer A will be required for
each sample.

At the end of incubation, capture the Dynabeads in the 15-mL tube using MPC-1, and
decant the solution in the tube

Resuspend the Dynabeads with 1 mL of 1X Buffer A, and transfer the suspension into
1.5-mL microfuge tube.

Capture the Dynabeads in a microfuge tube using MPC-S, and decant the solution in the
tube. The Dynabeads with bound Cryptosporidium oocysts will be used in DNA extrac-
tion (see Note 2).

DNA Extraction Using the QIAamp DNA Mini Kit

Add 180 uL of Buffer ATL to a 1.5-mL microfuge tube containing IMS-isolated
Cryptosporidium oocysts, and vortex for 30 s.

Freeze-thaw five times at —=70°C (or on dry ice) and 56°C.

Add 20 pL of proteinase K to the tube, vortex for 10 s, and incubate at 56°C overnight.
Add 200 uL of Buffer AL to the sample, vortex, and incubate the tube at 70°C for 10 min.
Centrifuge at full speed to precipitate the undigested pellet.

Transfer the supernatant into a new 1.5-mL tube.

Add 200 pL of ethanol to the sample and vortex for 15 s.
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8. Carefully transfer the mixture to a QlAamp spin column without wetting the rim, and
centrifuge the column at 6000g for 1 min.
9. Place the spin column in a clean 2-mL collection tube, and discard the tube containing the
filtrate.
10. Add 500 pL of Buffer AW1 without wetting the rim, and centrifuge at 6000g for 1 min.
11. Place the spin column in a clean 2-mL collection tube, and discard the tube containing the
filtrate.
12. Add 500 puL of Buffer AW2 without wetting the rim, and centrifuge at full speed for 3 min.
13. Place the spin column into a clean 1.5-mL microfuge tube, and discard the tube contain-
ing the filtrate.
14. Add 100 pL of Buffer AE, and incubate the tube at room temperature for 1 min.
15. Centrifuge the tube at 6000g for 1 min.
16. Save the filtrate containing DNA and the store the extraction at —20°C.

3.3. PCR-RFLP Analysis of the SSU rRNA Gene
1. 1. Primary PCR.

a. Preparation of master mixture. For each PCR reaction, prepare the following (see
Note 3): 10 uL 10X Perkin-Elmer PCR buffer, 16 uL dNTP (1.25 mM), 2.5 uL F1
primer (40 ng/uL), 2.5 uL R1 primer (40 ng/uL), 6 uL. MgCl, (25 mM), 4 uL Bovine
serum albumin (10 mg/mL), 57.5 uL Distilled water, and 0.5 UL Taq polymerase, for a
total of 99 uL.

b. Add 99 uL of the master mixture to each PCR tube.

c. Add 1 uL of DNA sample to each tube.

d. Run the following PCR program: 94°C, 3 min; 35 cycles of 94°C for 45 min, 55°C for
45 min, and 72°C for 1 min; 72°C for 7 min; and 4°C soaking.

2. Secondary PCR.

a. A. Preparation of master mixture. For each PCR reaction, prepare the following: 10 uL.
10X Perkin-Elmer PCR buffer, 16 uL. dNTP (1.25 mM), 5 uL F2 primer (40 ng/uL), 5
uL R2 primer (40 ng/uL), 6 uL. MgCl, (25 mM), 55.5 L distilled water, and 0.5 puL
Taq polymerase for a total of 98 uL.

b. Add 98 puL of the master mixture to each PCR tube.

Add 2 uL of the primary PCR reaction to each tube.

d. Run the following PCR program: 94°C, 3 min; 35 cycles of: 94°C for 45min, 58°C for
45min, and 72°C for 1 min; 72°C for 7 min; and 4°C soaking.

e. Run electrophoresis on a 1.5% agarose gel with 20 uL of the PCR product.

3.4. RFLP

1. Prepare master mixture using the formula shown in Table 1, which is for one restriction
digestion reaction (see Note 4).

2. Transfer 30 UL of master mixture to each tube, add 10 pL of secondary PCR reaction to
the tube, and mix well.

3. Incubate in a 37°C waterbath for 2 h or overnight.

4. Run electrophoresis on a 2% argrose gel with the entire 40 UL from the restriction diges-
tion reaction, using procedures standardized in the laboratory.

5. Identify Cryptosporidium species and genotypes based on RFLP banding patterns (see
Note 5).

g
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Table 1

Formula for Master Mixture Preparation

Restriction Water  Enzyme

enzyme Buffer (uL) (uL)

Sspl 4 uL of New England BioLabs Buffer Sspl 22 4

Vspl 4 uL of Promega Buffer D 24 2

Ddel 4 uL of New England BioLabs Buffer 3 24 2
4. Notes

1.

Protocols for EPA methods 1622 and 1623 can be downloaded from the EPA website
(http://www.epa.gov/waterscience/methods/1622.pdf and http://www.epa.gov/
waterscience/methods/1623.pdf). Even though filtration of 10-L water samples is recom-
mended, larger volumes of finished water can and should be filtered and used in the
analysis. For raw wastewater, filtration with the standard Envirocheck capsule filters can
be problematic. We normally process the pellets from 50 mL of grab samples of raw
wastewater directly for IMS without filtration, after they are washed twice by centrifuga-
tion at 1500g for 10 min.

IMS-oocyst pellets can be stored at —20°C before they are used in DNA extraction. No
detachment of Dynabeads from oocysts is needed prior to the DNA extraction.

The magnesium concentration used in both primary and secondary PCR is 3 mM, which
is higher than normal PCR. Even though concentrations lower than 3 mM generally do
not work well for the SSU rRNA-based PCR, it is recommended that the magnesium
concentration should be optimized in each laboratory prior to sample analysis.

We generally do Sspl and Vspl restriction digestions to differentiate common
Cryptosporidium species and genotypes. Ddel digestion is performed to differentiate
C. andersoni from C. muris and is done only when results of SspI digestion have shown
the RFLP pattern of C. andersoni/C. muris. In most areas, C. andersoni is found much
more frequently in water than C. muris.

Sspl and Vspl RFELP patterns for some common Cryptosporidium species and genotypes
are shown in Table 2 and Fig. 1, and the Ddel RFLP patterns for C. andersoni and C. muris
are shown in Fig. 2. Occasionally, owing to the genetic heterogeneity between parasites of
the same genotype and the multicopy nature of the SSU rRNA gene, RFLP banding pat-
terns deviations from the characteristic patterns can occur. New and unusual
Cryptosporidium parasites are also sometimes seen in water samples. A few genotypes
cannot be differentiated from each other by RFLP analysis. These require DNA sequenc-
ing of the secondary PCR product using the secondary forward and reverse primers for
confirmation. The most polymorphic region of the SSU rRNA sequences of known
Cryptosporidium parasites are shown in Fig. 3. Likewise, isolates within each genotype
can differ somewhat in SSU rRNA sequences owing to the presence of heterogeneous
copies of the gene and intragenotypic variartions. Thus minor differences (<5 bp) in the
SSU rRNA sequences generally do not warrant new genotype designation.
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Table 2
Restriction Fragment Length Polymorphism in the SSU rRNA Gene of Common
Cryptosporidium spp. and Genotypes

Species PCR fragment  Ssp I digestion” Vsp I digestion®
C. muris/C. andersoni 833 385, 448 102, 731
C. serpentis 831 370, 414 102, 729
C. baileyi 826 254,572 102/104, 620
C. felis 864 390, 426 102/104, 182, 476
C. meleagridis 833 108, 254, 449 102/104, 171, 456
C. wrairi 834 109, 254, 449 102/104, 628
C. saurophilum 834 109, 255, 418 102/104, 628
C. canis 829 105, 254, 417 94/102, 633
Cryptosporidium ferret

genotype 837 111, 254, 449 102/104, 174, 457
Cryptosporidium pig

genotype 838 365, 453 102/104, 632
Cryptosporidium

marsupial genotype 837 109, 254, 441> 102/104, 631
C. parvum human

genotype 837 111, 254, 449 70, 102/104, 561
C. parvum bovine

genotype A gene 834 108, 254, 449 102/104, 628
C. parvum bovine

genotype B gene 831 119, 254, 449 102/104, 625
C. parvum mouse

genotype 838 112, 254, 449 102/104, 175, 457

“Lengths are in base pairs; only sizes of visible bands are shown.
bAn additional upper band (about 583 bp) from the heterogeneous copy of the gene is
usually present.

Fig. 1. (opposite page) Differentiation of common Cryptosporidium species and genotypes
by a nested PCR-RFLP procedure based on the SSU rRNA gene. Lane 1, C. muris or C.
andersoni; lane 2, C. serpentis; lane 3, C. baileyi; lane 4, C. felis; lane 5, C. meleagridis; lane 6,
C. wrairi; lane 7, Cryptosporidium pig genotype; lane 8, C. canis; lane 9, C. saurophilum; lane
10, Cryptosporidium ferret genotype; lane 11, Cryptosporidium marsupial genotype; lane 12,
C. parvum mouse genotype; lane 13, C. parvum bovine genotype; and lane 14, C. parvum
human genotype. The upper panel shows Sspl digestion products, and the lower panel shows
Vspl digestion products. Molecular markers are 100-bp ladders.

Fig. 2. (opposite page) Differentiation of C. andersoni and C. muris by RFLP analysis of
SSU rRNA gene PCR products using Ddel. Lanes 1 and 2, C. andersoni; lanes 3 and 4, C.
muris; and lane 5, C. andersoni and C. parvum human genotype. The upper panel shows Sspl
digestion products, and the lower panel shows Ddel digestion products. The top band in lane 5
of the Sspl products was owing to partial digestion. Molecular markers are 100-bp ladders.
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Genotyping of Cryptosporidium parvum
With Microsatellite Markers

Giovanni Widmer, Xiaochuan Feng, and Sultan Tanriverdi

1. Introduction

Recent outbreaks of cryptosporidiosis caused by Cryptosporidium parvum in the
United States and other countries (1,2), as well as the emergence of cryptosporidiosis
as a frequent cause of morbidity and mortality in immunodeficient individuals (3),
have raised the interest of the research community in this parasite. The genus
Cryptosporidium, phylum Apicomplexa, comprises an undefined number of species,
of which only C. parvum is of public health concern. Cryptosporidiosis is contracted
through the ingestion of oocysts, the stage of the parasite produced in large numbers
by infected hosts. Because the oocysts are small, typically about 5 um in diameter, and
lack species-specific morphological features, there is a need for molecular markers to
distinguish between human-infectious C. parvum and other species that do not (or
only infrequently) cause disease in humans. Genetic characterization of Cryptosporidium
oocysts using restriction fragment length or sequence polymorphism has revealed host-
associated genotypes, that are often referred to as species (4-6). In addition, C. parvum
was found to include two genotypes, designated type 1 and type 2 (see Note 1). Type 1
is almost exclusively found in humans, whereas type 2 infects humans and various mam-
malian hosts (7-9). The frequent occurrence of Cryptosporidium oocysts in untreated
surface water and the potential for contamination of drinking water (10,11) have
emphasized the need for molecular markers to track the source of oocysts within a
watershed or water distribution system, and to discriminate between oocysts infec-
tious to humans and nonpathogenic species. Genetic markers are also needed to study
the taxonomy of Cryptosporidium.

Several laboratories have identified microsatellites in the genome of C. parvum and
have investigated the level of polymorphism at these loci (12-15). For instance, 10
alleles of marker 5B12 have been found to date among C. parvum isolates from vari-
ous geographical and host origins. Multilocus haplotypes based on such markers are
suitable for discriminating individual isolates (see Note 2) of C. parvum.

From: Methods in Molecular Biology, vol. 268: Public Health Microbiology: Methods and Protocols
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In an attempt to develop rapid and cost-effective methods for typing isolates of
C. parvum, we have pursued two methods, a traditional polymerase chain reaction
(PCR) method followed by gel electrophoresis, and real-time PCR using SYBR Green
I melting curve analysis for allele identification.

2. Materials

1. Nycodenz (N,N’-bis[2,3 dihydroxypropyl]acetamido-2,4,6-tri-iodo-isophthalamide;
Histodenz™, Sigma, St. Louis, MO).
2. Centrifuge tubes, ultraclear, for swing bucket rotor.
3. Immunomagnetic separation kit (Crypto-Scan®IMS, ImmuCell, Portland, ME) or
Dynabeads anti-Cryptosporidium (Dynal, Lake Success, NY), or Aureon Crypto Kit,
(Aureon Biosystems, Vienna, Austria).
Ethyl ether.
STE buffer: 100 mM NaCl, 10 mM Tris-HCI, pH 8.0, 1 mM EDTA.
Geneclean kit for DNA isolation (Qbiogene, Carlsbad, CA).
Zirconia/silica or glass beads, 0.5 mm (Biospec Products, Bartlesville, OK).
Mini-Beadbeater (Biospec Products).
9. 10X PCR buffer: 40 mM Tris-HC], pH 8.3, 200 mM KCl, 0.004% gelatin.
10. 100 mM Deoxynucleoside triphosphates (Promega, Madison, WI).
11. 25 mM MgCl, solution.
12. Thermal cycler (MJ Research, Watertown, MA).
13. LightCycler (Roche, Diagnostics, Mannheim, Germany).
14. Polynucleotide kinase.
15. [y?P]ATP.
16. TBE buffer: 0.09 M Tris-borate, 1 mM EDTA, pH 8.0.
17. Spreadex Polymer NAB (Elchrom Scientific, Cham, Switzerland).
18. High Pure PCR template preparation kit (Roche Diagnostics).

® N s

3. Methods

First we describe several methods for extracting DNA from Cryptosporidium oocysts
for PCR analysis. These methods are suitable for extracting DNA directly from fecal
samples or from environmental samples containing oocysts. Two sample preparation
methods are discussed: (1) direct extraction of fecal/environmental DNA; and (2) iso-
lation of oocysts followed by DNA extraction. Direct extraction of DNA is faster, but
we frequently prefer to purify the oocysts first, as a portion of these oocysts can subse-
quently be used for additional studies or animal propagation. Extracting DNA from
purified oocysts also reduces the probability of contamination of the DNA with PCR
inhibitors. Second, two PCR-based methods for analyzing microsatellite polymor-
phisms in Cryptosporidium are discussed: (1) traditional PCR, and (2) real-time PCR.

3.1. Extraction of DNA
3.1.1. Extraction of Fecal and Environmental DNA
3.1.1.1. PROTEINASEK/SDS METHOD

DNA extracted from feces or water pellets containing Cryptosporidium oocysts is
often suitable for PCR detection and genotyping. Since PCR inhibitors may copurify
with environmental DNA (16,17), some investigators prefer to purify the oocysts first
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and then extract DNA from the oocysts. Using purified or partially purified oocysts
may also be an advantage when working with a sample containing low concentrations
of oocysts. Methods for purifying oocysts are discussed below in Subheading 3.1.2.

1.

3.1

1.

9.

10.

For the proteinase K/sodium dodecyl sulfate (SDS) extraction method, a 100-500 puL
volume of feces or water pellet is homogenized in STE buffer until a slurry is obtained.
The volume of buffer added to the sample depends on the consistency; typically an equal
volume of sample and buffer are used.

Following homogenization, proteinase K is added at a concentration of 200 pg/mL and
SDS to 0.1%.

. The samples are then incubated overnight at 45°C and the DNA recovered by absorption

to a silica matrix (GeneClean).

.1.2. BEADBEATER METHOD

One small volume of feces or water pellet is diluted with 2 vol of 10 mM Tris-HCI, pH 8.0,
25 mM EDTA, and 2% SDS in a 2-mL screw-cap microcentrifuge tube.

To 1 mL of this slurry, 200 uL of glass beads (0.5 mm diameter) and an equal volume of
phenol/chloroform are added and agitated for 2 min at 5000 rpm in a beadbeater.
Samples are spun in a microcentrifuge to separate the phenol and precipitate the beads.
The aqueous phase containing the DNA is transferred to a new microcentrifuge leaving
behind the pellet containing the beads.

. NaCl is added to the sample from a 5 M solution to obtain a final concentration of 0.7 M

and the solution is extracted with an equal volume of chloroform.
Final purification of the DNA is performed with GeneClean.

.1.1.3. HiGH PUre EXTRACTION METHOD
. A portion of 0.5 g of feces is homogenized in 2-5 mL of physiological (0.9%) saline and

filtered through gauze.

The filtrate is centrifuged at 4000g for 10 min, and the precipitate containing the oocysts
is resuspended by vortexing in 200 pL sterile distilled water.

This suspension is then subjected to three cycles of 37/-80°C freeze-thawing.

The lysate is then mixed with 200 UL of binding buffer and 40 UL proteinase K, both pro-
vided with the High Pure PCR template preparation kit, and incubated for 15 min at 72°C.
Isopropanol (100 pL) is then added and the mixture applied to the High Pure filter tube.
The tubes are spun at 6000g for 1 min in a microcentrifuge.

After centrifugation, 500 UL of inhibitor removal buffer (from the kit) is added and the
centrifugation repeated.

. The same volume of washing buffer (from the kit) is added to the filter tube and the

centrifugation step repeated. This wash cycle is performed twice.

One volume of 200 pL elution buffer (from the kit) heated to 70°C is added to the filter
tube, and the tubes are centrifuged at 6000g for 1 min.

A 1-10 pL portion of the eluate containing the DNA is then added directly to the PCR
reaction.

3.1.2. Oocyst Purification

3.1

.2.1. Oocyst PURIFICATION ON DENsSITY GRADIENTS

Several density media and gradients have been described for floating or sedimenting

oocysts from fecal samples. These methods are used individually or in combination
with other purification steps until the required level of oocyst purification is achieved.
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To our knowledge, no systematic comparison of various oocyst purification methods
has been published, and each investigator needs to experiment with different methods
before deciding on the one that is most appropriate and meets the requirements of the
experiment. Even if a comparative study of different purification protocols were per-
formed, it is likely that the results achieved in one laboratory would not directly apply
to another, since the sample matrix has a major impact on oocyst recovery. What may
give excellent results with sludge or a diarrheic sample may not be satisfactory with
solid fecal samples.

1. In our laboratory, after much experimenting with different gradients, we favor for most
fecal samples an initial floatation on a high-density solution followed by sedimentation
on an isopycnic gradient or by IMS.

2. We have experimented with two density media for floating oocysts from fecal slurries or
sludge samples: 4 M NaCl and 36% w/v Nycodenz. Recoveries with these media are in
the 30-50% range. Sodium chloride works well with most samples and is cheap.
Nycodenz is more expensive but has the advantage of low osmolarity even when dis-
solved at high concentration (18), and it appears to float the oocysts better than salt,
potentially improving oocyst recovery (Fig. 1).

3. Whichever floatation solution is used, a volume of fecal slurry is mixed with 2 vol of
saturated (6.1 M) NaCl and centrifuged at approx 2000g for 15 min.

4. Floatation on Nycodenz is achieved by mixing 1 vol of fecal slurry with 10 vol of 40%
Nycodenz, followed by centrifugation under the same conditions.

5. In both methods, but particularly with Nycodenz, the oocysts concentrate in the upper-
most layer and can be recovered by aspiration.

6. Before proceeding to the next purification step, the density of the oocyst suspension re-
covered from the floats is reduced by diluting the oocyst suspension with 2-3 vol of water
and precipitation in a microcentrifuge (~3000g).

Oocysts partially purified by floatation can be further purified by sedimentation on
a continuous or step gradient. Several rate-zonal or isopycnic gradients have been
used, including the popular Sheather’s sugar flotation method (19). Cesium chloride,
Percoll, and Nycodenz have also been used (20,21) (see Note 3). In our laboratory, we
favor sedimentation on a 15/30% w/v Nycodenz step gradient.

1. Depending on the diameter of the centrifugation tube, a 1-5 mL of a 30% Nycodenz
solution is used as a cushion.

2. The volume of high and low density fraction will depend on the diameter of the tube. The
minimum volume to obtain a good separation of the interphase, where the oocysts will
collect, from the pellet at the bottom, and the supernatant at the top, should be used. For
instance, for a 13-mm-diameter tube, as used in a SW41 swing bucket rotor (Beckman,
Fullerton, CA), 2-3 mL of 30% solution will be sufficient to form a cushion.

3. Onto this cushion, 5-10 mL of 15% solution is slowly layered, taking care not to mix the
two phases.

4. Finally, the semipurified oocyst suspension is layered onto the 15% solution.

5. The tubes are then centrifuged in a swing bucket rotor at 10,000-15,000g for 30 min to 1
hour. To avoid the collapse of thin-walled centrifuge tubes during centrifugation, water
or mineral oil can be added to increase the sample volume, although in our experience
this is not necessary when working at these relative low g-forces.
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6. For most molecular applications, and certainly for PCR analysis, oocysts obtained using
a flotation step followed by gradient centrifugation are sufficiently clean, and DNA can
be readily extracted using the proteinase K/SDS or the High Pure method described above.

7. Before proceeding with extraction of DNA from oocysts, oocysts are collected from the
interphase between the high- and low-density phase using aspiration, diluted with a mini-
mum of 1 vol of water, and precipitated by centrifugation. We have not observed any
inhibitory effect to PCR from residual Nycodenz.

3.1.2.2. OocysT PURIFICATION BY IMMUNOMAGNETIC CAPTURE

Immunomagnetic capture of oocysts can be used as a quick alternative to gradient
methods, or in combination with floatation or sedimentation. The choice of which
method or combination of methods to use will depend on several variables, but pri-
mary considerations are sample volume, sample consistency, and the desired purity of
the final oocyst preparation. Large sample volumes with low oocyst concentrations
will require an initial concentration, and possibly a floatation before the oocysts can
be IMS purified. The limitations of IMS are cost and sample volume (maximum 8 mL).
Cost of IMS is an important consideration if large numbers of samples need to be pro-
cessed. We typically use IMS when purifying oocysts from “difficult samples,” i.e.,
samples with large amounts of solids and low concentrations of oocysts, and when
high yields and/or high purity is needed. We have used immunomagnetic beads from
three different manufacturers (Dynal, ImmuCell, and Aureon Biosystems) and have
observed no obvious differences in recovery, although we have not systematically
compared the kits. The recovery of non-parvum oocysts with these different products
remains to be investigated, and researchers wishing to recover Cryptosporidium oocysts
from other species should be aware that these products were developed for the purifica-
tion of C. parvum. When working with human or bovine fecal samples, fat is often a
problem, as it interferes with IMS.

1. To remove fat, fecal samples are first extracted with ether by adding an equal volume of
1% Tween-80, followed by vigorous shaking with a 40% vol of ether.

2. The ether and water phases are separated by centrifugation for 10 min at 4000g and the
ether and fatty interphase removed by aspiration (see Note 4).

3. The pellet containing the oocysts can then be washed to remove residual ether and pro-
cessed directly by IMS.

4. The instructions provided with each IMS kit are similar and sufficiently detailed to per-
form the procedure.

5. Leighton glass tubes can be purchased from the kit manufacturers, but glass tubes with
similar dimension and a flat surface to provide a good contact with the magnets work
equally well (see Note 5).

3.2. PCR Analysis of Cryptosporidium Microsatellites

Restriction fragment length polymorphism (RFLP) has been used for identifying
Cryptosporidium species (22) and for subspecies identification (9,23). In contrast,
microsatellite and DNA sequence polymorphism has revealed the presence of genetic
heterogeneity within C. parvum types. These markers are useful for epidemiological
studies and source tracking and have recently been applied to the study of genetic
recombination (24).
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3.2.1. Conventional PCR Analysis of C. parvum Microsatellites

1. PCR amplifications are performed in 25-uL volumes containing 1X PCR buffer, 2 mM
MgCl,, 0.2 mM dNTPs, and 10 pMol of each forward and reverse primer (13). If the
amplification products are to be radioactively labeled, 2 pMol of 5' 32[P]-labeled reverse
primer is used instead of unlabelled reverse primer.

2. Primers are end-labeled with polynucleotide kinase and [y-3*P]ATP.

3. The PCR is run in a conventional thermal cycler using the following temperature param-
eters: 36 cycles of 15 s at 94°C, 25 s at the respective primer annealing temperature, and
40 s at 72°C. We use a MiniCycler or a PTC-100 thermal cycler from MJ Research.

4. For gel analysis, radiolabeled PCR products (unpurified) are mixed with an equal volume
of loading buffer (10 mM NaOH, 95% formamide, 0.05% bromophenol blue, 0.05% xylene
cyanol), heat-denatured for 1-2 min at 95-100°C, and fractionated on a 8% polyacryla-
mide, 8 M urea sequencing gel at 2000 V/36 W. The electrophoresis buffer is 0.5X TBE
in the top chamber and 1X TBE in the bottom chamber.

5. Following electrophoresis, the gel is dried at 80°C under vacuum and the PCR products
visualized by autoradiography.

Because of the inconvenience of working with radioactivity, an alternative method
to visualize PCR amplicons was developed. In this method, amplicons are electro-
phoresed on 10% native polyacrylamide supplemented with 10% Spreadex Polymer
NAB and visualized by immersing the gel in an ethidium bromide solution (Fig. 2).
Although this method may not resolve bands differing in size by a single base pair, it
resolves size differences as small as 2 bp.

3.2.2. Real-Time PCR Analysis

Real-time PCR combined with melting curve analysis (MCA) is currently being
evaluated as an alternative method for genotyping C. parvum using microsatellite
polymorphisms. Because MCA eliminates the need for electrophoretic analysis, this
approach is much quicker than traditional gel analysis of PCR products. In our labo-
ratory we have tested several PCR protocols targeted at microsatellites using a
LightCycler real-time PCR system. Although this method is still being evaluated, it
appears that repeats containing alternating G/C and A/T are amplified more efficiently
than those consisting only AT repeats (see Note 6).

Microsatellite Cp492 (24,25) consists of a variable number of CAC repeats. To date,
we have identified 6 Cp492 alleles in C. parvum and a different allele in C. meleagridis.
Various primers flanking the repeat were synthesized such that nested amplifications
can be performed. Different primer combinations are also useful in case samples fail
to amplify owing to the presence of unknown nucleotide polymorphisms in the region
flanking the repeat. Because Cp492 is located within an open reading frame, position-
ing the PCR primers such that their 3' end does not fall on the third codon position
reduces the possibility of primer failures.

1. PCR amplification in a LightCycler is performed in 20-uL vol containing 1X LC Fast
Start DNA Master Mix for SYBR Green I, 4 mM MgCl,, 10 pMol of each forward and
reverse primer, and 1-10 uL. DNA template.

2. The PCR premix and DNA template are added to the LightCycler capillaries, and the
capillaries capped and centrifuged using the appropriate centrifuge adapters (Roche
Diagnostics).
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Fig. 2. Fractionation of Cp492 microsatellite locus on a 10% acrylamide gel supplemented

with 10% Spreadex. C. parvum isolates NEMC1 (26), KIHIV, UG565, and YWHIV are type 1;
GCHI (27), MD (28), UG405 (13), and ICP (29) are type 2.

4.

1.

A typical amplification is performed using the following temperature conditions: one
cycle of 10 min at 95°C, 40 cycles of 0-1 s at 95°C, 4-5 s at the respective annealing
temperature, and 7-22 s (depending on the length of template) at 72°C.

Temperature transitions of 20°C/s seem to be adequate for most amplifications, but cer-
tain sequences seem to amplify better under different conditions. Optimal amplification
conditions, including the concentration of MgCl,, need to be determined empirically (see
Note 7).

PCR products are typed using MCA analysis (Fig. 3) by raising the temperature from 45
to 95°C at a rate of 0.05°C/s.

As with traditional PCR methods, a positive control amplification using a standard tem-
plate and a negative control are included with each reaction.

When using a new PCR protocol, it is desirable to confirm by gel analysis that an amplicon
of the expected size has been amplified. However, electrophoresis is not needed once the
range of melting temperatures for a specific marker has been determined.

Notes

Several designations for C. parvum types are used in the literature. Here we will adhere to
the type 1/type 2 definition adopted in 1999 at a meeting entitled “Cryptosporidium spp.
Systematics and Waterborne Challenges in Public Health,” sponsored by the EPA Office
of Water, Crystal City, Virginia April 29-30.

The term isolate is used to describe a population of parasites originating from a host.
Isolate may originate from naturally infected animals or humans or may be artificially
maintained in the laboratory by serial propagation.

Isopycnic gradients of CsCl have also been used by other investigators, but we have
experienced difficulty extracting DNA from oocysts purified on CsCl.

For extracting the ether supernatant and the fatty interphase, a Pasteur pipet connected to
a source of vacuum works well. If clogging of the pipet occurs while one is aspirating the
interphase, the opening of the pipet can be enlarged by breaking off the tip of a clean
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Fig. 3. SYBR Green I melting curve analysis of Cp492 amplicons from one C. parvum type

1 isolate (TU502) and three type 2 isolates (TAMU, 7C, CISD). Because the differences in the
melting temperature are determined by the length of the amplicon and by the base composition,
melting temperatures do not always correlate with amplicon length or gel mobility. In the
example shown, isolate TU502 has a lower melting temperature than isolate CISD in spite of
the fact that TU502 has the highest number of repeats. F1, SYBR Green fluorescence measured
at 530 nm. The negative value of the first derivative of F1 over the temperature is plotted on the
y-axis.

pipet and repeating the aspiration. As with all procedures involving ether, buildup of

pressure should be prevented by periodically venting the tubes while performing the

extraction.
. Because of the relatively high cost of the immunomagnetic products, it is often possible
to reduce the volume of immunomagnetic beads and adjust the buffer volume proportion-
ally. Unless we expect to extract a large number of oocysts, say more than 107, the vol-
ume of beads and buffers can be reduced to one-half (50-uL bead suspension) or one-third
(30-pL bead suspension) of the recommended volumes. For routine genetic analyses, this
method will recover sufficient oocysts for extracting DNA and performing multiple PCR
assays.
Several modifications to the standard amplification program were attempted, but the
amplification curves obtained with (AT) microsatellites remained flat in comparison
with those amplified from nonrepeat sequences or repeats containing C or G residues.
This observation indicates suboptimal amplification. In addition, melting curves obtained
from (AT) microsatellites frequently display multiple peaks. We assume that this is caused
by partial melting of the AT-rich region at a lower temperature than that of the sequences
flanking the repeat. If this assumption is confirmed, (AT) repeats may not be suitable for
real-time PCR typing. Additional microsatellites containing repeats of G and/or C resi-
dues are being evaluated as alternative markers.
The general applicability of SYBR Green I real-time PCR for allele discrimination is still
being investigated. Preliminary results indicate that AT microsatellites are not efficiently
amplified. Repeats containing G and C nucleotides appear to amplify better, but rela-
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tively large differences in repeat length (6 bp or more) may only result in relatively small
differences in melting temperature. This observation contrasts with those from real-time
PCR methods based on internal fluorescent probes, which can generate measurable and
reproducible melting profiles on the basis of single-nucleotide polymorphisms (30,31).
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Immunomagnetic Separation of Pathogenic Organisms
From Environmental Matrices

Gary P. Yakub and Kathleen L. Stadterman-Knauer

1. Introduction

One of the most difficult challenges in the analysis of environmental samples is to
separate the organism of interest from a sample that is high in background debris.
Immunomagnetic separation (IMS) is one technique that has been developed to accom-
plish this in a rapid and reliable assay.

Immunomagnetic separation (or biomagnetic separation) involves a superparamag-
netic, monodispersed, polystyrene microsphere that is coated with a specific ligand.
When added to a heterogeneous target suspension, the microspheres bind to the desired
target. Using a powerful magnet, the microsphere-target complex is then removed from
the suspension (7). Many different targets of interest can be isolated with this technique,
including fungal/bacterial cells or spores, protozoan parasites, cellular and subcellular
material, proteins, and nucleic acid products. This wide range of application makes
IMS one of the most versatile techniques available for the purification of target prod-
ucts from heterogeneous sample matrices.

1.1. Molecular Separation

Molecular separations involve the binding of a superparamagnetic microsphere to a
nucleic acid product such as a segment of cDNA or tRNA. This technique is useful for
the purification of nucleic acid products prior to downstream applications such as PCR
and hybridization (2-6).

1.2. Clinical Separation

Clinical separations involve the isolation of a target from a sample of human tissue,
body fluid, or waste product. Some of the targets that have been isolated include pro-
teins (7,8), specific cell types such as cancer cells (9,10), peripheral blood mononuclear
cells such as monocytes, T-cells, B-cells, and granulocytes (11-13), and a variety of
pathogenic organisms such as Shigella spp. (14), Escherichia coli 0157 strains (15),
Mycobacterium spp. (16,17), and Bordetella pertussis (18).
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1.3. Environmental Separation

Environmental separations involve the isolation of a target organism from an envi-
ronmental matrix such as soil, surface or ground water, raw and treated wastewaters,
animal tissue, fluid, feces, and food or food byproducts. In the environmental field,
IMS is most often used to isolate organisms that are pathogenic to humans. Organisms
such as Cryptosporidium parvum (19-21), E. coli O157:H7 (22-27) Mycobacterium
(30,31), Helicobacter pylori (32,33), Vibrio spp. (34,35), Microsporidia (36), Yersinia
enterocolitica (37), Bacillus spp. (38,39), Coxiella (40), and hepatitus A virus (41)
have all been successfully isolated with the IMS technique. Additionally, fungal plant
pathogens (42), equine pathogens (43), and sulfate-reducing bacteria of importance to
the offshore oil industry (44) have also been isolated from environmental matrices by
the IMS procedure.

The basic IMS procedure is fairly straightforward. A sample or sample concentrate
is obtained. One or more buffers are added to optimize the separation environment.
The proper immunomagnetic beads are added and the sample is mixed for a period of
time to allow the beads to associate with the target organism. A powerful magnet is
used to separate the bead-target complex from the remaining debris. The beads are
then dissociated from the target organisms and removed from the suspension. What
remains are the purified target organisms. The specific methodology can be somewhat
variable owing to the inherent variability of the different target organisms, and an
exhaustive presentation of each individual organism’s technique would be beyond the
scope of this volume. A representative environmental IMS methodology will be pre-
sented in detail to allow the reader to become familiar with the basic techniques. This
methodology can then be easily adapted to other target organisms of interest.

1.4. IMS of Cryptosporidium parvum

As a model, the remaining sections of this chapter will deal with the immunomag-
netic separation of the human intestinal parasite, C. parvum, from environmental
matrices. C. parvum is a coccidian protozoan pathogen of the mammalian digestive
tract. It infects a variety of domestic animals and is highly prevalent in cattle. It forms
an environmentally stable oocyst, 4—6 um in diameter. The main infection mode is the
fecal-oral route. Oocysts can enter the potable water supply through fecal contamina-
tion (45). The resulting disease in humans, cryptosporidiosis, causes gastrointestinal
upset, profuse watery diarrhea, cramps, and nausea. This disease is self-limiting in
healthy immunocompetent hosts but can be fatal to immunosuppressed individuals as
well as the very old and the very young (46). The infectious dose for 50% of immuno-
competent individuals (IDsg) is 132 to as few as 30 oocysts (47). For the immunosup-
pressed, the infectious dose has been estimated to be as low as one oocyst (48). The
mortality rates of C. parvum among these individuals vary from 52 to 68% (49). The
largest documented outbreak of cryptosporidiosis occurred in the spring of 1993 in
Milwaukee. Oocysts passed through the drinking water treatment plant and infected
the general population. An estimated 403,000 people were affected, and several people
died as a result of the disease (50). Because of the risk to the immunocompromised
and the potential for oocysts to pass through drinking water treatment systems,
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Cryptosporidium has become one of the most important contaminants found in drink-
ing water today (49).

Current methods to enumerate oocysts from environmental and drinking waters
include IMS. The United States Environmental Protection Agency (EPA) method 1623
(51) for water samples includes an initial concentration step using a cartridge filter.
IMS is then used to isolate and purify the oocysts from the sample concentrate, fol-
lowed by an immunofluorescent microscopic assay. Researchers have reported aver-
age oocyst recoveries in deionized water ranging from 68 to 83% using the Dynal kit
described below (52). At turbidity levels up to 500 NTU, oocyst recoveries were simi-
lar to the recoveries obtained in deionized water. At a turbidity of 5000 NTU, oocyst
recoveries greater than 35% were obtained (52). Other researchers have reported aver-
age recoveries of oocysts ranging from 62 to 100% in seeded environmental water
concentrates with turbidities ranging from 210 NTU to 11,480 NTU (53).

2. Materials

1. Flat-sided sample tubes, 16 x 125 mm Leighton type with 60 X 10 mm flat-sided mag-
netic capture area (Dynal, Lake Success, NY, L10, cat. no. 740.03 or equivalent) (see
Note 1).

2. Sample mixer: Dynal cat. no. 947.01 or equivalent (see Note 2).

3. Magnetic particle concentrator for 10 mL and test tubes (Dynal MPC-1%, cat. no. 120.01
or equivalent).

4. Magnetic particle concentrator for microcentrifuge tubes (Dynal MPC-M®, cat. no. 120.09
or equivalent (see Note 3).

5. Merifluor Direct Immunofluorescence Assay for Cryptosporidium/Giardia (Meridian
Diagnostics, Cincinnati, OH, cat. no. 250050).

6. Dynabeads® anti-Cryptosporidium kit (Dynal cat. no. 730.01 or equivalent) (see Notes
4-6). Each kit contains (54):

a. Anti-Cryptosporidium immunomagnetic beads, coated with purified antibodies
against Cryptosporidium that are covalently bonded to the bead surface. The beads are
supplied as a suspension in phosphate-buffered saline (PBS), pH 7.4, with 0.1% bovine
serum albumin (BSA).

b. 10X SL buffer A (clear, colorless solution).

c. 10X SL buffer B (magenta solution).

7. Hydrochloric acid, 0.1 N, ACS grade or equivalent.
8. Sodium hydroxide, 1.0 N, ACS grade or equivalent.

3. Methods (51)

1. Begin with a water sample or water sample concentrate of approx 10 mL contained in a
Leighton tube (see Notes 7-10).

2. Prepare a 1X dilution of SL buffer A (clear, colorless solution) in reagent water from the
10X solution provided with the Dynal kit. A volume of approx 1.5 mL 1X SL buffer A
will be needed for each sample analyzed.

3. To each Leighton tube containing a sample, add 1 mL of the 10X SL buffer A (not the
diluted 1X SL buffer A).

4. To each Leighton tube from step 3, add 1 mL. 10X SL buffer B (magenta solution).
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5. To each Leighton tube from step 4, add 100 uL of the anti-Cryptosporidium bead suspen-
sion (see Note 11). Tighten the screw cap on the Leighton tube.

6. Affix the sample tube to the Dynal sample mixer and rotate at approx 18 rpm for 1 h at
room temperature.

7. After rotating 1 h, remove the sample tube from the mixer and place it in the MPC-1
concentrator with the flat side toward the magnet.

8. Gently rock the tube through 90°, tilting cap end and base end up and down in turn, for
2 min with approx one tilt/s (see Notes 12-15).

9. After tilting, rapidly remove the cap and pour the liquid into a suitable container. Do not
remove the Leighton tube from the MPC-1 concentrator during this step (see Notes 16
and 17).

10. Return the Leighton tube to the upright position and remove the tube from the MPC-1
concentrator. Resuspend the sample in 1 mL of the 1X SL buffer A (prepared in step 2).
Mix gently to resuspend all material (see Note 18). Do not vortex.

11. Quantitatively transfer all liquid to a labeled 1.5-mL microcentrifuge tube (see Note 19).

12. Place the microcentrifuge tube into the MPC-M concentrator with the magnetic strip in
place.

13. Gently rock the MPC-M concentrator through 180° by hand for 1 min with approx one
rock/s (see Note 20).

14. Immediately aspirate the remaining liquid from the microcentrifuge tube and cap (see
Notes 21 and 22). If you are processing more than one sample, conduct three 90° rolling
actions between the processing of each tube. Do not remove the tubes from the MPC-M
concentrator during this step (see Note 23).

15. Remove the magnetic strip from the MPC-M concentrator (see Note 24).

16. Add 50 pL of 0.1 N hydrochloric acid, cap the microcentrifuge tube, and vortex vigor-
ously for 10-15 s (see Notes 25 and 26).

17. Place the tube in the MPC-M concentrator without the magnetic strip and allow to stand
in a vertical position for at least 10 min at room temperature.

18. Vortex vigorously for 5-10 s (see Note 26).

19. Replace the magnetic strip in the MPC-M concentrator and allow to stand undisturbed for
approx 10 s.

20. Prepare a well slide from the Merifluor kit by adding 5 uL of 1.0 N sodium hydroxide to
each sample well (see Note 27). Prepare one well for each processed Leighton tube.

21. Without removing the microcentrifuge tube from the MPC-M concentrator, transfer all
the liquid from the tube and cap onto the prepared well slide (see Notes 28 and 29).

22. Allow the slide to sit undisturbed overnight to air dry (see Note 30). Proceed with an appro-
priate immunofluorescent assay to identify the Cryptosporidium oocysts (see Note 31).

4. Notes

1. Our laboratory utilizes Dynal (Oslo, Norway) as our sole supplier for all IMS reagents
and equipment. Dynal equipment is an integral part of US EPA method 1623 (51) and has
been shown by other researchers to provide the best recoveries for Cryptosporidium
(52,53).

2. The sample mixer holds up to twelve 10-mL Leighton tubes. If you plan to process batches
of more than 12 samples frequently, it would be advisable to purchase two mixers.

3. Itisadvisable to purchase one MPC-1 and one MPC-M concentrator for each analyst who
will be working at the same time, to minimize sample processing time.
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If you are testing for both Cryptosporidium and Giardia, Dynal makes a combination kit
for the simultaneous recovery of both organisms (cat. no. 730.02).

Store the Dynal kits at 4-8°C and use prior to the expiration date listed on the carton.
One test kit contains enough reagent for 10 tests.

Because some organisms are found rather infrequently in nature, a general procedure
must be developed to concentrate a large water sample down to a 10-mL. volume. For
Cryptosporidium oocysts, much research is currently being conducted to determine which
methods of sample concentration are best suited to a particular matrix. Processes such as
centrifugation, density gradient floatation, and microfiltration are currently being investi-
gated for utility in specific environmental matrices. For samples in which bacteria are the
targets, a pre-enrichment step may be necessary.

It is recommended that the water concentrate packed pellet volume not exceed a 0.5 mL
vol. If this is the case, vortex sample for 2 min, subdivide into two or more Leighton
tubes, and bring the volume of each tube back to 10 mL. Pool all results for the final
answer.

Water concentrates high in some chemical or physical compounds may exhibit an inhibi-
tory effect on the IMS protocol. Two compounds known to cause interference are turbid-
ity (52) and dissolved iron (55). Analyzing quality control recoveries of the intended
target organisms can help to characterize the matrix in terms of interference as well as to
monitor the separation process.

Allow all Dynal kit reagents to come to room temperature before use.

Be sure to vortex the bead suspension for a minimum of 10 s to resuspend the beads. After
vortexing, invert the tube and inspect for signs of beads still sitting on the bottom of the
tube. (Beads appear as reddish brown grains in the Cryptosporidium kit.) Vortex as long
as needed to resuspend all the beads.

It is possible during the tilting process for the Leighton tube to fall out of the MPC-1
concentrator. Be sure to support the tube during the tilting process. Do not rely on the clip
to hold the tube in place.

Use a mechanical countdown timer to time all steps accurately in the procedure.

Ensure that the tilting procedure is not interrupted during this step to avoid binding of
magnetizable material in the sample.

The 90° vertical agitation used with the Dynal magnetic particle concentrator ensures that
particulate matter and sample debris remain suspended in the solution in the Leighton
tube while the bead-oocyst complexes are captured by the magnet (53).

Because of the possible presence of unrecovered pathogens, pour the liquid into an auto-
clavable container and autoclave prior to disposal.

Researchers have reported that 3.1-4.6% of the oocysts were not captured in the initial
separation (53).

During mixing, be sure to wash all the material off the flat side of the tube. This is best
accomplished by adding the 1X SL buffer A near the top of the tube with a micropipet and
allowing it to wash down the inside square surface.

Transfer the bead suspension either by direct pouring or the use of a micropipet. There will not
be much room to add rinsate to the microcentrifuge tube, so restrict rinsing of the Leighton
tube to three 200-UL vol of reagent water. Do not overfill the microcentrifuge tube.

At the end of this step, the beads should appear as a distinct brown dot at the back of the tube.
For this step, we recommend using a disposable glass Pastuer pipet and bulb. The long
thin tip is less likely to disturb the bead pellet. Lower the tip into the solution along the
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front of the tube wall, gently aspirate out the solution, and remove the tip following the
front wall of the microcentrifuge tube.

Dispose of this liquid into the same container used in step 9 (see Note 15).

Researchers have reported that 0.6-3% of the oocysts remained in the microcentrifuge
tube (53).

This is the beginning of the dissociation step, whereby the superparamagnetic beads are
removed from the target oocysts. The procedure outlined here is followed by slide fixing
and microscopic examination of the captured oocysts. If the captured oocysts are to be
subjected to viability studies or further molecular examination (i.e., PCR), other research-
ers have outlined dissociation protocols that will not interfere with these downstream
activities (53,56).

Researchers have reported that 2-8% of the oocysts remain attached to the paramagnetic
beads following the acid dissociation step (53).

Do not vortex so vigorously as to force the suspension into the underside of the
microcentrifuge tube cap.

The Merifluor kit contains positive and negative control suspensions. Place a drop of
each suspension onto separate wells of a treated well slide and process with the samples.
A micropipetor is adequate for this step. We use a 10—100-puL adjustable micropipetor set
for approx 80 UL in order to ensure that all the liquid is collected. The transfer may be
accomplished in several passes.

Place the solution from the microcentrifuge tube directly into the bead of sodium hydrox-
ide on the slide well. This will ensure adequate acid neutralization.

We cover the slides with an inverted plastic bowl to prevent disturbance or contamination.
Our laboratory currently utilizes the Merifluor kit listed in Subheading 2. (Materials),
following the procedure outlined in Section 14 of USEPA Method 1623 (51).
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Detection of Erysipelothrix rhusiopathiae
in Clinical and Environmental Samples

Silvana G. Fidalgo and Thomas V. Riley

1. Introduction

Erysipelothrix rhusiopathiae is pathogenic for both animals and humans, causing
erysipelas in swine and erysipeloid in humans (I). In swine, disease may be either
acute or chronic, resulting in the development of arthritis and endocarditis (2). In
Japan, erysipelas remains an animal hygiene problem causing great economic loss
as infected swine are disused (3). Human infection closely resembles that seen in
swine, with both acute and chronic forms also. The most common presentation is ery-
sipeloid, a localized cutaneous infection (4). In Western Australia, an erysipeloid-like
infection referred to as “crayfish poisoning” occurs in lobster fishermen and handlers
(5). A second type of presentation is a generalized cutaneous form involving lesions
that progress from the initial site of infection or appear in remote areas (6). The third
and most serious form of disease is a septicemia that is almost always linked to
endocarditis (4). The mortality rate in Erysipelothrix endocarditis is still high (38%)
(7) and can be explained by the use of vancomycin (to which Erysipelothrix spp. are
inherently resistant) as empirical therapy. Therefore, it is critical to have an early diag-
nosis of E. rhusiopathiae infection (8).

Unfortunately, several problems exist with the diagnosis of E. rhusiopathiae infec-
tions by conventional cultural procedures, and these infections are often incorrectly
diagnosed. First, because of their very small colony size and slow growth rates, it is
difficult to isolate E. rhusiopathiae from heavily contaminated specimens (4). Various
selective media have been described to improve the isolation of E. rhusiopathiae from
contaminated specimens; however, not all contaminants are inhibited. The develop-
ment of two polymerase chain reaction (PCR) methods has created an opportunity to
greatly improve the efficiency with which these organisms are detected and identified.
Makino et al. (9) designed a PCR method that amplifies a 407-bp DNA fragment derived
from the 16S rRNA coding sequence. The primers in this method are specific for the
genus Erysipelothrix and do not differentiate between the species (9). A second set of
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primers designed by Shimoji et al. (10) amplifies a 937-bp DNA fragment which is
derived from a sequence associated with virulence of E. rhusiopathiae. These primers
are specific for E. rhusiopathiae only. Shimoji et al. (10) also utilized a selective enrich-
ment medium based on tryptic soy broth containing ethidium bromide and sodium azide.
More recently, a third PCR method, which differentiates between four different spe-
cies of Erysipelothrix, has been publisheded (11).

We recently undertook a survey of seafood to evaluate various methodologies for
detection of Erysipelothrix spp. (12). The tryptic soy broth used by Shimoji et al. (10),
with a 48-h incubation followed by a double-round PCR, was the best method. With
some modifications to the two PCR methods designed by Makino et al. (9) and Shimoji
et al. (10), and with the use of selective tryptic soy broth for enrichment, this chapter
presents a method for the rapid detection of E. rhusiopathiae in both clinical and envi-
ronmental samples.

2. Materials
2.1. Preparation of Sample

1. Trypticase soy broth (TSB), pH 7.6 (Becton Dickinson, Cockeysville, MD) supplemented
and made selective with: 0.3% Tris-HCI, 0.1% Tween-80, 0.03% sodium azide, and 5 pug/
mL crystal violet (TSB/S).

2 McCartney bottles.

1.5-mL Microcentrifuge tubes.

w

2.2. Preparation of PCR Master Mixes and Amplification

0.2-mL microtubes (certified DNase/RNase free).

Openers for 0.2-mL microtubes.

Microtube racks.

Sterile diethylpyrocarbonate (DEPC)-treated water: Add 400 uL of DEPC to 400 mL
deionized water that has been filtered through a MilliQ filter system. Shake thoroughly,
incubate at 37°C overnight, and then autoclave at 121°C for 60 min.

Thermal cycler (Perkin Elmer 9600 suggested).

10X PCR buffer II: 100 mM Tris-HCI, pH 8.3, and 500 mM KCI (Applied Biosystems).
25 mM MgCl, (Appled Biosystems).

5 U/uL. AmpliTaqg Gold™ DNA polymerase (Appled Biosystems).
Deoxyribonucleoside triphosphate (ANTP) mix (25 mM each of dATP, dCTP, dGTP, and
dTTP; Fisher Biotec).

10. Primer sets: see Table 1 for sequences (Gibco BRL, Paisley, UK); for use make up 10-umM
stocks in DEPC water and then autoclave at 121°C for 60 min.

2.3. Analysis of PCR Products

Electrophoresis gel tank, tray, and comb.

Electrophoresis power supply capable of 200 V.

DNA grade agarose (DNase and RNase free).

Ethidium bromide (10 mg/mL): add 1 g ethidium bromide to 100 mL of distilled water.
Stir in magnetic stirrer for several hours, wrap the container in aluminium foil, and store
at 2-8°C.

il o e
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Table1
Primers Used for PCR Detection of Erysipelothrix spp. and E. rhusiopathiae

Length of
Primer Nucleotide sequence 5'>3' product (bp) Detection
MOIO1®* AGATGCCATAGAAACTGGTA 407 Erysipelothrix spp.
MOIO2® CTGTATCCGCCATAACTA
ERI¢ CGATTATATTCTTAGCACGCACGCAACG 937 E. rhusiopathiae

ER2¢ TGCTTGTGTTGTGATTTCTTGACG

“Primer sequences for MOIO1 and -2 and ER1 and -2 from refs. 6 and 8, respectively.
bGenBank/EMBL accession no. M23728.
‘GenBank/EMBL accession no. D64177.

5. 50X TAE buffer: add 121 g of Tris base, 23.6 mL glacial acetic acid, 50 mL 0.5 M EDTA,
pH 8.0. Dissolve and make up to 500 mL with deionized water.
6. Electrophoresis buffer: add 40 mL 50X TAE buffer and 100 uL ethidium bromide stock
(10 mg/mL) to 1960 mL deionized water. Store at 2—8°C.
7. 6X Loading dye: add 1 g bromophenol blue and 160 g sucrose to 400 mL deionized water.
Mix and store at 2—-8°C.
8. TE buffer, pH 8.0: 10 mM Tris-HCI, pH 8.0, 1 mM EDTA pH 8.0.
9. DNA Molecular Weight V III marker (Boehringer, Mannheim, Germany): For use, dilute
1:10 with TE buffer.
10. UV transilluminator.
11. Polaroid camera.

3. Methods (see Notes 1 and 2)
3.1. Preparation of PCR Master Mixes

Volumes given are based on 16 and 20 puL per reaction mixture for the first- and
second-round mix tubes, respectively. Thaw out the following reagents and keep them
on ice at all times: 10X PCR buffer II, 25 mM MgCl,, 5 U/uL. AmpliTag Gold DNA
polymerase, 100mM dNTP mix, and 10 uM stocks of primers (MOIO1 and -2 and ER1
and -2).

3.2. Erysipelothrix spp. Master Mixes

1. Using aseptic techniques, add the following volumes of each reaction component to a sterile
McCartney bottle to make 100 first-round mix tubes: 1134 uL. of DEPC water, 200 UL of
10X PCR buffer II, 160 uL of 25 mM MgCl,, 16 uL of dNTP pool, 10 pL of 5U/uL
AmpliTaqg Gold DNA polymerase, 40 uL of 10 uM MOIO1 and -2 primers.

2. To make 100 second-round mix tubes, add the following volumes: 1527 uL. of DEPC
water, 204 uL of 10X PCR buffer II, 163.2 uL of 25 mM MgCl,, 16.3 uL of dNTP pool,
10 uL of 5 U/uL AmpliTag Gold DNA polymerase, 40.8 uL of 10 uM MOIOI1 and -2
primers.

3. Use the vortex mixer and gently but thoroughly mix the contents.

4. Place rows of sterile 0.2 mL microtubes into a microtube rack with the lids open.
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5. Dispense 16 and 20 uL of the reaction mixtures into the microtubes for the first- and
second-round mix tubes, respectively.

6. Color code the tips of the microtubes for the first and second rounds, and make sure the
lids are placed on firmly.

7. Place the rack with the microtubes in the —70°C freezer for 1 h.

8. Once the reaction mixtures are frozen, they can be removed from the rack and stored in
boxes in the —70°C freezer until later required.

3.3. E. rhusiopathiae Master Mixes

1. Add the following volumes to a McCartney bottle for 100 first-round mix tubes: 1174 uL.
of DEPC water, 200 UL of 10X PCR buffer II, 120 uL of 25 mM MgCl2, 16 uL of dNTP
pool, 10 uL of SU/uL. AmpliTag Gold DNA polymerase, 40 uL of 10 uM MOIOI1 and -2
primers.

2. For 100 second-round mix tubes, add the following volumes to another McCartney
bottle: 1565.7 uL of DEPC water, 204 uL of 10X PCR buffer II, 122.4 uL of 25 mM
MgCl,, 16.3 pL of dNTP pool, 10 uL of 5U/uL AmpliTag Gold DNA polymerase,
40.8 uL of 10 uM MOIOI1 and -2 primers.

3. Follow the same procedure as for Erysipelothrix master mixes from step 3, Subhead-
ing 3.2.

3.4. Preparation of Samples (see Note 4)

1. Dispense 10 mL sterile TSB/S into a McCartney bottle and inoculate the organism to be
tested.

Use the vortex mixer to mix the contents thoroughly.

Incubate the broth for 48 h at 37°C.

Following the 48-h incubation, vortex the broth culture vigurously.

With a sterile plastic transfer pipet, remove 1.5 mL of the culture and transfer it to a
sterile microcentrifuge tube.

Centrifuge the culture at 10,000g for 3 min to pellet the suspension.

Remove the supernatant and add 1.5 mL DEPC water to the pellet.

Wash the pellet by vortexing it into suspension.

Centrifuge the suspension once again at 10,000g for 3 min.

Remove the supernatant and resuspend the pellet in 100 uL DEPC water.

Rt
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3.5. Preparation of DNA Template

Boil the 100-pL suspensions at 100°C for 15 min.

Pellet the debris at 10,000g for 3 min.

Transfer the supernatant containing the DNA to a sterile microcentrifuge tube.

Store the microcentrifuge tube containing the DNA extract in the —70°C freezer until
required.

3.6. PCR Amplification (see Note 5)

Inoculation of the mix tubes should be conducted in a laminar flow cabinet if pos-
sible, or if not, in a separate area or laboratory from where the mix tubes were pre-
pared. Plastic sleeves should be worn while working in the cabinet. While inoculating
the second-round mix tubes from the first, do not open them by hand; use the openers
at all times.

Ll
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3.6.

1.

10.

1. First-Round Amplification

Thaw out the DNA extract from first-round Erysipelothrix and E. rhusiopathiae mix tubes,
and then place them on ice.

Label mix tubes according to samples tested.

In a laminar flow cabinet, vortex the DNA extract and add 4 pL to the corresponding
Erysipelothrix and E. rhusiopathiae mix tubes.

Place the lid firmly on the microtubes and gently mix the contents (see Note 6).

Place the Erysipelothrix mix tubes in the thermal cycler and the E. rhusiopathiae mix
tubes on ice.

For the Erysipelothrix mix tubes amplify the reaction by using the following cycle pa-
rameters: 94°C for 15 min and then 45 cycles of denaturation at 94°C for 30 s, annealing
at 50°C for 30 s, and extension at 72°C for 45 s, followed by an additional extension step
at 72°C for 7 min and cooling to 4°C.

Once the amplification of the Erysipelothrix mix tubes is completed, place them in the
fridge.

Gently mix the contents of the E. rhusiopathiae mix tubes and place them in the same
thermal cycler.

For the E. rhusiopathiae mix tubes, amplify the reaction by using the following cycle pa-
rameters: heating at 94°C for 5 min and then 30 cycles of denaturation at 94°C for 1 min,
annealing at 63°C for 30 s, and extension at 72°C for 1 min, followed by an additional
extension step at 72°C for 7 min and cooling to 4°C.

Following amplification, also place the E. rhusiopathiae mix tubes in the fridge.

3.6.2. Double (Second-Round) Amplification

NNk v~

Place the second-round mix tubes on a rack in line with the first-round mix tubes.

Place all the equipment that is required in the cabinet and then put on plastic sleeves.
Use a microtube opener to open the first-round mix tube.

Remove 0.4 UL from the first-round mix tube.

Use a clean opener to open the second-round mix tube.

Inoculate the 0.4 uL from the first round into the second-round mix tube.

Remove the second-round mix tubes from the block, gently mix the contents, and place
them in the thermal cycler.

Then amplify the second-round mix tubes using the same cycle parameters as for the first
round for both Erysipelothrix and E. rhusiopathiae mix tubes.

Remove the samples from the thermal cycler and store them at 4°C.

. Analysis of PCR Products
. Prepare a 2% agarose gel (w/v) by adding 1.75 g of agarose to 70 mL deionized water,

plus 1.4 mL 50X TAE buffer and 3.5 pL ethidium bromide (10 mg/mL).
Once the gel is set, place it in the tank with the electrophoresis buffer just covering the
surface of the gel.

. Add 4 pL of the loading dye into each sample, gently resuspend, and load 12 pL of the

samples into the well. Also load the molecular weight markers.

When loading is complete, place the lid on the tank and plug into the power pack.

Run the gel at a constant voltage of 100-120 V until the dye front approaches the edge of
the gel.

Switch off the power pack and remove the gel tray.
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7. Put on the UV eye shield.

8. Place the gel on the UV transilluminator and switch on.

9. Visualize and photograph the products (see Note 7).

4. Notes

1. Each section of the methods should be performed either in separate laboratories or in
different areas to avoid contamination. Preparation of the master mixes should be carried
out in a specimen-free laboratory. Inoculation of the first- and second-round mix tubes
should be performed in separate laminar flow cabinets to prevent cross-contamination.
Analysis of the PCR products should also be performed in a separate area or laboratory.

2. Gloves should be worn at all times to avoid contamination with DNAses and RNAses.

3. When preparing the master mixes, overestimating the final required volume by one or
two reactions to allow for volume losses and pipeting errors is recommended. Also, make
a minimum batch of 25 reaction mixtures for the first and second rounds. Large batch
numbers are recommended, as very small volumes of the primers are used.

4. Tt is recommended that the following be used as positive and negative controls. E.
rhusiopathiae ATCC 19414 can be used as the positive control for both PCR methods,
and E. tonsillarum ATCC 43339 can be used as the negative control for the E. rhusiopathiae-
specific PCR.

5. A DEPC water negative control should be used for both PCR methods.

6. Make sure the lids on the centrifuge and microcentrifuge tubes are placed on firmly to
prevent evaporation of the suspension during boiling or PCR amplification.

7. Samples should be tested twice on separate days to check for reproducibility. If discrep-

ant results are obtained, then the analysis should be repeated. If the third PCR is positive,
then the overall results are considered positive. If the third PCR is negative, then the
overall result is considered negative.
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Interaction Between Lactic Acid Bacteria
and Gastrointestinal Nematodes of Caprine Origin

Diana Draksler, Maria Cecilia Monferran, and Silvia Gonzalez

1. Introduction

To compare the level of parasitism with gastrointestinal nematodes in sheep and
goats, several studies have been conducted (I-3). They have generally shown that
goats were more infected than sheep, as they exhibited higher worm burdens and egg
excretion. This difference between two host species has been attributed not only to a
difference in feeding behavior, but also to a lesser ability of goats to develop resis-
tance to trichostrongylate infection (4) (In kids and lambs the greatest damage is
observed from weaning until 1 yr of age; mature mothers, before and after parturi-
tion and during suckling, are affected [5]).

In the last few decades, the most common tool (and frequently the only one) used
for controlling internal parasites in livestock was the anthelmintic drugs. The applica-
tion of anthelmintic treatments; must be accompanied by epidemic data and determi-
nations supporting the appropriate timing and frequency of animal treatment. This
view has not always been respected. In our country, because of a decrease in price, the
anthelmintic drugs were used indiscriminately, causing the resistance we see today
(6,7). This serious problem, added to the objective of producing organic foods without
drug residuals, calls for better use of the antiparasitic drugs and for the
developmentment of alternative methods that are ecologically viable and without risks
for human health (8).

Little information is available on the interactions between bacteria and intestinal
nematodes of caprine origin. Some reports note ovicidal activity of different strains of
Bacillus thuringiensis on the eggs of zooparasitic nematodes (9,10). Recent work
found inhibitory actions of lactic bacteria on gastrointestinal nematodes (both of
caprine origin). In the present chapter we describe the methods used for the deter-
mination of interactions between lactic acid bacteria and nematodes.

From: Methods in Molecular Biology, vol. 268: Public Health Microbiology: Methods and Protocols
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2. Materials
2.1. Bacterial Strains

1. LAPTg medium (11) for growth of microorganisms: 1.5 g/L. meat peptone, 1.0 g/L yeast
extract, 1.0 g/L triptone, 1.0 g/L glucose, 0.1% Tween-80.
2. Sterile physiological solution.

2.2. Nematodes
2.2.1. Collection of Fecal Samples

1. Latex gloves.
2. Very clean glass or plastic recipients (sterility is not necessary), with covers, to be labeled.
3. Recipient with ice for transporting the samples under refrigeration (at 4°C).

2.2.2. Microscopic Examination of Previous Enrichment

Fecal samples.

25 mL Precipitation glasses.
Glass rods.

Strainer with wire mesh.
Cover slips and slides.
Lugol solution.

NaCl saturated solution.

Nk L=

2.2.3. Fecal Nematode Egg Counts

Fecal samples.

McMaster recount camera.
Mortar with pestle (for pounding).
Strainer with wire mesh.

Pasteur pipets.

100 mL NaCl-saturated solution.

N DR

N

.4. Coprocultures

Fecal samples.

5- and 10-cm Petri dishes.

Mortar with pestle (for pounding).

Pasteur pipets.

Distilled or mineral water (without chlorine).
Inert material (5-mm Telgopor pearls).

1-mL Bacterial suspensions.

. Assay tubes.

2.2.5. Third-Stage Larvae (L3) Counts

1. Camera to count the larvae.
2. Pasteur pipets.

PN LW~

3. Methods
3.1. Bacterial Strains

1. Activate the microorganisms (at 37°C for 14—18 h) by three consecutive passages in 5 mL
LAPTg broth.
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4.

3.2.

Centrifuge the cultures were at 3000 rpm for 10 min.

Discard the supernants and resuspend the precipitates in 5 mL of sterile physiological
solution (SPS).

Wash the cells twice in 5 mL of SPS and finally resuspend in SPS up to 1 mL.

Nematodes

3.2.1. Collection of Fecal Samples (see Note 1)

1.

2.
3.
4.

With gloves on, take 6—10 g of fecal matter per animal by anal ring stimulation, avoid-
ing contamination with free life nematodes or other elements that can lead to erroneous
diagnosis.

When you have many animals, screening can take place in 8—10% of the same species.
Place the samples in the recipient and label (see Note 1)

Send to the laboratory under refrigerated conditions.

3.2.2. Microscopic Examination of Previous Enrichment:
Willis” Technique (12) (see Note 2)

1.

91

NaCl-satured solution: Dissolve by agitation and heat 360 g NaCl in 1000 mL of distilled
water (see Note 3).

Place in the precipitation glass a sample of fecal matter about the size of a chickpea (or a
teaspoonful) (see Note 4).

. Fill the fourth part of the precipitation flask with saturated saline solution and mix with a

glass rod until homogenization.

Strain to another glass, rinsing the first one with the saturated saline solution.

Fill the precipitation glass with the saline solution until the border forms a meniscus.
Place a clean slide on the liquid surface for 15 min. Then quickly invert the slide, add a
drop of Lugol, put a cover on, and observe microscopically (see Note 5).

3.2.3. Fecal Nematode Egg Counts: Modified McMaster Method (13)

1.

Homogenize in a mortar 5 g of fecal matter with the saturated solution, filter (through the
strainer with wire mesh) in a precipitation glass, and add more saturated solution up to a
volume of 100 mL (dilution 1:20).

Stir gently to avoid exaggerated formation of air bubbles and fill camera’s cells with a
Pasteur pipet.

. Place on a microscope plate and after 2 or 3 min to begin the count using a magnification

of 60—70x. The nematode eggs are added to the interior surface of the camera’s cell, in
the same plane that eventually bubbles.

Eggs from one, two, or four cells can be counted. If the eggs contained in one cell are
counted, multiply by 40; if the eggs contained in two cells are counted, multiply by 20;
and if eggs from four cells are counted, multiply by 10 (see Note 5).

Correction factor according to fecal consistency (for sheep and goats):

Normal X 1
Mash not formed x 2
Liquid thick x3

Liquid diarrhea x4
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3.2.4. Coprocultures: Modified Roberts and O’Sullivan Technique
(see Note 4)

1. Place 3 g of fecal matter in the mortar and crush.

2. Place the crushed feces in a 5-cm Petri dish and add the bacterial suspension under evalu-

ation. Add some Telgopor pearls and chlorine-free water until a consistent mass is

achieved.

Cover the Petri dish and incubate at 25-28°C during 10 d.

4. For the control coprocultures, proceed in the same way but without adding the bacterial
suspension.

5. To collect the infecting larvae (L3), fill a Petri dish with chlorine-free water up to the
edge; use another 10-cm Petri dish for a cover. Pour quickly to avoid spilling the water.

6. Place 5 mL of chlorine-free water in a 10-cm Petri dish and leave for 3—4 h.

7. Collect the water in the Petri dish containing the larvae and place them in an assay tube.
Keep under refrigeration for 2-3 h and then remove the supernatants, placing 3-4 mL in
the assay tube (see Notes 5 and 6).

3.2.5. Third-Stage Larvae (L3) Counts

1. After 3—4 h the larvae in the Petri dish will displace to the water of the dish. Using a
Pasteur pipet, place a small volume of water containing larvae in the camera to count the
number of larvae.

2. During microscopic observation, count the dead L3 larvae first. Then kill the remaining

larvae by heat (placing the camera near the burner), and count the total L3 larvae.

Calculate viable total L3 larvae from the difference between total L3 and dead L3 larvae.

4. Continue in the same way for each coproculture (see Note 5).

w

W

3.3. Interpretation of Results

1. Recovery index of infectant larvae (L3). This index is considered to be the relationship
between the number of L3 larvae obtained, and the egg counts by gram of feces (eggs per
gram [epg]) multiplied by 3. Significant differences between the recovery indices obtained
from control and test coprocultures are calculated, to establish the possible action of
probiotic bacteria on parasitic eggs or first larval stages.

2. Dead L3 larvae number. Compare control and test coprocultures for dead L3 larvae num-
bers. A statistically significant difference between them indicates a larvicidal action from
the bacteria studied (see Note 5).

4. Notes

1. Make notes of (1) the date of sample collection; (2) the time (mainly if the sample doesn’t
take chemical preserving because some helminthic eggs evolve quickly, which can make
later identification difficult); (3) the animal species; (4) identification of the animal (for
individual samples) or number of animals (for a flock); (5) sample consistency; (6) pres-
ence of mature parasites or blood, or any other fact that you consider important to remem-
ber.

2. This procedure allows separation of cysts, eggs, and other parasitic structures by employ-
ing a liquid of a higher specific weight that those of the parasites. Then parasites are
recovered from the surface, and organic matter remains at the bottom of the recipient.

3. NaCl-saturated solution is the most utilized, but others hypersatured solutions such as
magnesium sulphate (density 1.3 g/L), or zinc sulfate (density 1.2—1.25 g/L) can be used.
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4. The fecal samples collected for coprocultures do not contain preserving solutions. The

use of preserving solutions is only for to obtaining from fecal eggs different larval nema-
todes that are so similar they cannot be identified. On the other hand, observation of
larvae obtained, allows systematic classification of different nematode parasites.

5. All laboratory material must be washed with water and hypochlorite sodium after use.

6. If it is not possible to identify all the larvae the same day, the assay tube can be main-
tained under refrigeration (12—-14°C) for up to 4 mo.
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Molecular Detection of Genes Responsible
for Cyanobacterial Toxin Production in the Genera
Microcystis, Nodularia, and Cylindrospermopsis

Brendan P. Burns, Martin L. Saker, Michelle C. Moffitt,
and Brett A. Neilan

1. Introduction

Cyanobacteria are ubiquitous in the freshwater environment. Their success as a
group in a wide range of aquatic habitats has been attributed to their unique physi-
ological characteristics and their high adaptive ability over a wide range of environ-
mental conditions. They are capable of reaching very high biomass levels, often
dominating the other aquatic biota, and under some circumstances can accumulate
near the water surface, producing scums. Such cyanobacterial “blooms” are of par-
ticular concern in reservoirs used to supply potable water. Dense aggregations of
cyanobacterial cells may block water filters, and many species produce compounds
that affect the taste and odor of water supplies. Of greatest concern, however, is the
potential of many bloom-forming cyanobacteria to produce a wide range of toxic sub-
stances. These natural compounds, known as cyanotoxins, are chemically diverse and
are usually either neuro- or hepatotoxic in pathology.

1.1. Chemical and Toxicological Diversity of Microcystins, Nodularin,
and Cylindrospermopsin

Among the most common hepatotoxins encountered in the freshwater environment
are the cyclic heptapeptide toxins (containing seven peptide-linked amino acids)
known as microcystins (MCYSTs). Over 60 variants of MCYSTs have been found to
date, most with median lethal dose (LDs) values (ip mouse bioassay) from 50 to 500 pg/
kg and molecular weights ranging from 800 to 1100 (1). The general structure of MCYST
is given in Fig. 1A. Most of the structural variants of MCYST are formed by the
substitution of L-amino acids at positions 2 or 4, or by the demethylation of amino
acids at positions 3 and/or 7 (Fig. 1A) (I1). The MCYSTs are produced by several
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Fig. 1. General structures of microcystin (A), nodularin (B), and cylindrospermopsin (C).

genera of cyanobacteria including Microcystis, Anabaena, Planktothrix, Nostoc,
Hepalosiphon, and Anabaenopsis (1) and have caused death in humans and other ani-
mals (2-5). The MCYSTs have also been shown to be potent tumor promotors in rats
and have been linked to liver cancer in humans (6,7).

A compound with similar chemical structure and also similar toxicological proper-
ties has been identified from the brackish water cyanobacterium Nodularia. The com-
pound termed nodularin is a pentapeptide (containing five peptide-linked amino acids).
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To date, only two toxic variants of nodularin have been reported, one with a
demethylated amino acid at position 1 and the other with a demethylated amino acid at
position 3 (Fig. 1B) (1). Nodularin has been implicated in the death of domestic ani-
mals (8).

Another cyanotoxin of increasing concern throughout the world is
cylindrospermopsin (Fig. 1C). This hepatotoxic compound is a cyclic guanidine alka-
loid with a molecular weight of 415 and LD, (ip mouse bioassay) of 200 ug/kg. Only
one toxic structural variant of cylindrospermopsin (named 7-epicylindrospermopsin)
has been reported (9). This compound differs from cylindrospermopsin by the lack of
the 7-hydroxy function and also by differences in the wuracil nucleus.
Cylindrospermopsin has been implicated in an outbreak of human gastroenteritis
(10,11) and mortality in cattle (12) and has been shown to display carcinogenic activ-
ity (13). Cylindrospermopsin is produced by several genera of cyanobacteria includ-
ing Anabaena, Aphanizomenon, Cylindrospermopsis, Umezakia, and Raphidiopsis
(14-16).

1.2. Variation in Toxicity of Cyanobacterial Isolates
at the Subspecies Level

The production of MCYST, nodularin, and cylindrospermopsin by potentially toxic
strains of cyanobacteria is complicated by the fact that toxin production not only dif-
fers spatially and temporally within a bloom population, but also between morpho-
logically indistinct strains within a single population (7). Until very recently evaluation
of strain toxigenicity was not possible since microscopic examination of a bloom
sample does not provide information on toxigenicity or the toxic bloom-forming po-
tential of a particular strain present. Recent developments, using molecular techniques,
have resulted in the identification of the genes responsible for the production of some
of the most commonly occurring freshwater cyanotoxins, namely, microcystins
(17,18), nodularin (19), and cylindrospermopsin (16). These methods, based on poly-
merase chain reaction (PCR), are of rapidly increasing use in the identification of
potentially toxic cyanobacterial bloom populations and will in the future be important
tools for the management of water quality.

In this chapter we detail methods for cyanobacterial DNA extraction followed by
PCR methods used for the molecular detection of microcystin, nodularin, and
cylindrospermopsin toxigenicity from laboratory-cultured cyanobacterial cells. It
should be noted that the following techniques are also applicable to natural bloom
samples (consisting of multiple genotypes) and can also be adapted for the use of
single cyanobacterial colonies/trichomes/filaments as the DNA template for PCR.

2. Materials

Caution: All cyanobacterial culture material should be treated with care because of
the potential risk of serious adverse acute and long-term effects resulting from inhala-
tion or skin exposure. Wear gloves at all times, and when dealing with lyophilized
material, manipulation should be carried out under ventilation.

For the following procedures, all chemicals should be of analytical grade quality.
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Table 1
Characteristics of Oligonucleotide Primers Used

Annealing
Designation Target gene Sequence temp. (°C)
PKSM4 Cylindrospermopsin (PKS) 5-GAAGCTCTGGAATCCGGTAA 55
PKSM5 5'-AATCCTTACGGGATCCGGTGC
CPSF Cylindrospermopsin (PS) 5'-AGTATATGTTGCGGGACTCG 55
CPSRC 5'-CCCGCCAAGACAGAAGG
MSF Microcystin 5'-ATCCAGCAGTTGAGCAAGC 60
MSR 5'-TGCAGATAACTCCGCAGTTG
NPF Nodularin 5'-TATTTTGTGGTGGAGAAGCACCTA 49
NPR 5'-GGAACTATCTGATAATTAGAC
27F 16S rRNA 5'-AGAGTTTGATCCTGGCTCAG 50
809R 5'-GCTTCGGCACGGCTCGGGTCGATA

PKS, polyketide synthetase; PS, peptide synthetase.

2.1. Cyanobacterial DNA Extraction

TNE buffer: 50 mM Tris-HCI, pH 8.0, 5 mM EDTA, pH 8.0, and 50 mM NaCl.
50 mg/mL Lysozyme.

10 mg/mL Proteinase K.

10% Sodium dodecyl sulfate.

Phenol/chloroform/isoamylalcohol (25:24:1).

4 M Ammonium acetate.

Isopropanol.

70% Ethanol.

Agarose and gel electrophoresis equipment.

O XN R LD -

N
N

Polymerase Chain Reaction

GeneAmp® PCR System 2400 (Perkin Elmer).

PCR reaction buffer: 67 mM Tris-HCI, pH 7.6, 16 mM (NH,)SO,, 0.45% Triton X-100,
0.2% gelatin.

2.5 mM MgCl,.

200 uM Deoxyribonucleotide triphosphates.

Forward/reverse primers (Table 1).

Tag DNA polymerase.

Sterile deionized H,O.

Agarose and gel electrophoresis equipment.

N =

P NN kW

3. Methods
3.1. Cyanobacterial DNA Extraction

Total genomic DNA can be extracted from lyophilized (or fresh) cyanobacteria
using a modification of a technique for purification of DNA from Gram-negative bac-
teria (20).
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1. Suspend 5-10 mg of lyophilized cyanobacterial cells (or fresh culture equivalent) in 500 L.
of TNE buffer. Vortex for 10 s and then add 10 pL of lysozyme (50 mg/mL). Incubate the
solution at 55°C for 30 min.

2. Add 10 pL proteinase K (10 mg/mL) and 20 UL of 10% sodium dodecyl sulfate. Incubate
at 55°C for 10 min, or until the solution has cleared (complete cell lysis; see Note 1).

3. Chill the solution on ice for 10 min and extract twice with an equal volume of phenol/
chloroform/isoamylalcohol (25:24:1). Vortex the solution for 10 s and centrifuge at
12,000g for 6 min.

4. Add the supernatant to an equal volume of 4 M ammonium acetate.

5. Precipitate total genomic DNA by addition of 2 vol of isopropanol followed by centrifu-
gation (12,000g) for 12 min at room temperature. Remove the supernatant, taking care
not to make contact with the DNA pellet, and air-dry. Then resuspend the genomic DNA
in 40 pL of sterile H,O.

6. Test the purity and concentration of the DNA by gel electrophoresis using a 1.5% gel and
following standard gel electrophoresis protocols (21). Maintain the DNA (which can be
diluted to the appropriate concentration with sterile deionized H,0) under refrigeration
for the PCR analyses described below.

3.2. Polymerase Chain Extraction

The following is the standard PCR protocol used for cyanobacterial toxin analyses,
with the only variations being the specific primers used and their respective annealing
temperatures, which are listed in Table 1. Small-volume PCR is performed for rapid
and highly specific generation of DNA molecules.

1. PCR reactions are performed in a 20-uL reaction volume, and thermal cycling is con-
ducted using a GeneAmp PCR System 2400. The reaction mix consists of reaction buffer
(67 mM Tris-HCI, 16 mM (NH,),SO,, 0.45% Triton X-100, 0.2 % gelatin), 2.5 mM
MgCl,, 200 uM deoxyribonucleotide triphosphates, ~1 ng chromosomal DNA template
(see Subheading 3.1.), 1 pmol forward and reverse primers and 0.5 U Tag DNA poly-
merase. The final reaction volume is adjusted to 20 pL with sterile deionized H,O.

2. Initial denaturation of template DNA is achieved by incubation at 95°C for 2 min, and
standard reactions are then subjected to 30 cycles of 95°C for 1.5 min, primer annealing
between 49 and 60°C (Table 1), and extension at 72°C for 50 s. A further 7-min exten-
sion is carried out at the end of the 30 cycles for each PCR.

3. Asapositive control, cyanobacterial-specific 16S rRNA primers are used for each sample
amplifying the region 27-809 (E. coli designation) (see Notes 2-5).

3.3. Indentificaiton of Toxin Genes and Interpretation of Results
3.3.1. Microcystis and Microcystins

The recent identification of the locus responsible for microcystin synthesis in
Microcystis aeruginosa (17,18) has shown that microcystin synthetase is a member of
the non-ribosomal peptide synthetase family (17,22). Microcystin was the first
cyanobacterial peptide for which a non-ribosomal synthesis by the thio-template
mechanism was discovered (23). Insertional mutagenesis of one of these putative
microcystin synthetase genes from the Microcystis strain PCC 7806 led to the com-
plete loss of all microcystin variants, thus providing evidence for a function of this
gene in microcystin biosynthesis (17). Subsequently, the entire microcystin synthetase
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Fig. 2. PCR amplification of the N-methyl transferase region of microcystin synthetase from
an environmental bloom (22). Samples that proved toxic (T) or nontoxic (NT) by the phos-
phatase inhibition assay are indicated.

(mcy) gene cluster of the strain PCC 7806 has been sequenced. It comprises 10 genes,
encoding peptide synthetases, polyketide synthases, and tailoring functions. Two large
bidirectionally transcribed operons (A—C and D-J) span a region of 55 kb. Further
knockout mutations have confirmed the involvement of other mcy genes in microcystin
biosynthesis (15) (see Fig. 2 for sample results).

3.3.2. Nodularia and Nodularins

Nodularin is a peptide thought to be produced via a large multienzyme complex
made up of peptide synthetase and polyketide synthase enzymes, similar to the bio-
synthesis of microcystin. Recent studies by Moffit and Neilan (19) have identified
peptide-synthetase (PS) and polyketide synthetase (PKS)-like gene regions in
Nodularia. The corresponding PCR using this toxic Nodularia-specific primer identi-
fied all nodularin-producing N. spumigena strains within the toxic bloom-forming clus-
ter and was unable to amplify nontoxic Nodularia strains and toxic strains from other
genera (Fig. 3).

Specific primers have also been designed to detect the presence of nodularin syn-
thetase genes in environmental samples, hence directly detecting the presence of the
nodularin biosynthetic pathway (19).

3.3.3. Cylindrospermopsis and Cylindrospermopsin

Biochemical studies and structural analysis have suggested a hybrid PS-PKS sys-
tem for the synthesis of cylindrospermopsin by C. raciborskii (22). Schembri et al.
(16) screened 17 toxic and nontoxic cyanobacterial strains for the presence of PKS
and PS genes by hybridization of specifically designed radiolabeled probes. The
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Fig. 3. Analysis of 16S rRNA gene regions using cyanobacterial- and Nodularia-specific
oligonucleotide primers (Table 1). The cyanobacterial specific 16S rDNA PCR amplified a
400-bp fragment from all strains analyzed (CYAN). The Nodularia genus-specific 16S
rDNA PCR amplified a 780-bp fragment from all Nodularia strains analyzed (NOD). The
toxic N. spumigena-specific 16S rDNA PCR amplified a 200-bp fragment from all toxic
planktic bloom-forming Nodularia (TOX).

hybridization studies revealed that the PKS and PS genes were found only in the CYL-
producing strains examined, C. raciborskii and Anabaena bergi. No PKS or PS genes
were detected in non-CYL-producing strains, and the PKS and PS genes appeared to
be linked in that either both were detected or both were absent in any one strain.

DNA sequence analysis and subsequent amino acid sequence determination of the
PKS and PS gene fragments from C. raciborskii revealed a high identity to genes
encoding similar functions in other bacteria. The similarity in sequence and function
of the genes investigated by Schembri et al. (16) to other PKS and PS genes, combined
with the finding that these genes are found only in strains that produced CYL, suggests
a hybrid PS-PKS system in the production of CYL.

Using the PCR protocol described in Subheading 3.2. and the primers in Table 1,
the PCR resulted in the amplification of a 650-bp fragment of the PKS gene and an
approx 500-bp fragment of the PS gene (Fig. 4). The observation that the PKS and PS
genes are either both present or absent in strains examined suggests that they are physi-
cally linked.



220 Burns et al.

| 2 3 4 5 6 7 8 9 10

Fig. 4. PCR amplification of regions of cylindrospermopsin from representative strains.
Lanes 2-5, amplification of PKS using primers PKSM4 and PKSMS5; lanes 6-9, amplification
of PS using primers CPSF and CPSRC. Lanes 2 and 6, C. raciborskii AWT205; lanes 3 and 7,
C. raciborskii SDC; lanes 4 and 8, C. raciborskii GOON; lanes 5 and 9, Aphanizomenon
ovalisporum; lanes 1 and 10, molecular weight markers.

4. Notes

1. Steps 1 and 2 can be repeated if cyanobacterial material has not undergone complete cell
lysis. The incubation in step 2 can be extended for several hours or left overnight to
facilitate cell lysis.

2. As these PCR protocols can also be used on nonaxenic environmental samples, in addi-
tion to the 16S rRNA control control, any PCR of samples that results in a negative result
for the toxin gene can be repeated with the addition of cyanobacterial DNA that is known
to contain the respective toxin gene. The “spiking” of these samples ensures that there are
no inhibitors present in these samples that could result in the production of false-negative
results.

3. If these spiked samples are still negative, the addition of a reagent that binds inhibitors
such as humic acids (e.g., GeneReleaser®; BioVentures) to the final DNA suspension is
recommended.

4. As with optimization of most PCRs, if nonspecific products are obtained in the reaction,
one or more of the following factors can be changed to minimize the occurrence of these
products: increase annealing temperature, or decrease one or more of the following: an-
nealing time, extension time, or primer, DNA template, or Taq polymerase concentration.

5. If the PCR product is very weak, a bump-up PCR can be performed, whereby the PCR
product is diluted (1:50) and then used as the template in a repeat of the same PCR. The
number of cycles is normally reduced to 18-20.
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Purification of Antilisterial Bacteriocins

Jean-Marc Berjeaud and Yves Cenatiempo

1. Introduction

In recent years, numerous contamination outbreaks, involving various patho-
gens (i.e., Listeria and Salmonella), have increased concern over food preserva-
tion. Research efforts have focused on the discovery of new molecules targeting
such foodborne pathogens and therefore able to inhibit and or kill them. Lactic acid
bacteria (LAB) extensively used in fermented foods for thousands of years not only
improve their flavor and texture but also inhibit pathogenic and spoilage microorgan-
isms. LAB inhibitory activity is primarily owing to pH decrease and competition for
substrates. Antagonistic activity of LAB also depends on secreted antimicrobial com-
pounds with a poor selectivity, such as metabolic compounds (i.e., hydrogen peroxide,
acetoin, and others) or more specific ones like bacteriocins. The latter are proteina-
ceous compounds, ribosomally synthesized and subsequently secreted by Gram-posi-
tive as well as Gram-negative bacteria. Their antimicrobial activity is generally
restricted to strains phylogenetically related to the producers.

A classification of bacteriocins produced by LAB was first proposed by
Klaenhammer in 1993 (1) and was modified by Nes et al. in 1996 (2); class I and class
II bacteriocins are the most abundant and thoroughly studied (3,4). Bacteriocins from
both classes exhibit antilisterial activity. Class I bacteriocins, namely, lantibiotics, have
been widely studied, and among them, nisin is used in many countries as a preserva-
tive in food products (5). These bacteriocins are characterized by the presence, in their
primary structure, of post-translationally modified amino acid residues (i.e.,
lanthionine and methylanthionine) that are formed (3). Class II bacteriocins, contain-
ing three subclasses, consist of small peptides that do not bear any modified amino
acid residue. The most studied subclass corresponds to class Ila, also termed anti-
Listeria bacteriocins (4). These peptides share strong structural homologies in their N-
terminal domain (Table 1), with the presence of one disulfide bond and a net positive
charge. Their C-terminal domain is more variable but appears quite hydrophobic.

From: Methods in Molecular Biology, vol. 268: Public Health Microbiology: Methods and Protocols
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Moreover, some of these bacteriocins, namely, sakacin G (6), pediocin PA-1 (7),
enterocin A (8), coagulin (9), and divercin V41 (10), are characterized by the presence
of a second disulfide bond in the C-terminal region (Table 1).

According to studies on pediocin PA-1 (11) and mesentericin Y105 (12), these
peptides act by pore formation in the cytoplasmic membrane of target strains and con-
secutive dissipation of proton motive force. Recently, the presence of a mannose-spe-
cific phosphotransferase, as a putative receptor, in the sensitivity of Listeria to leucocin
A (13) or Enterococcus (14) and Listeria (15) to mesentericin Y 105 was demonstrated.
Analysis of the genetic determinants of several class Ila bacteriocins revealed that
genes involved in the production and transport of the bacteriocin and immunity are
organized in one or two operon-like structures. Most of them are located on a plasmid
and possess at least two genes that encode proteins homologous to ABC transporters
and accessory proteins, probably involved in the transport of class Ila bacteriocins
(7,16,17). One noticeable exception is divercin V41, whose operon is located on a
bacterial chromosome and that seems to be devoid of any accessory protein gene (10).

The number of such peptidic compounds may be limited since many of the newly
detected strains express previously described bacteriocins (4). Consequently, detec-
tion and characterization of still unknown antagonistic peptides is becoming difficult.
One of the more time-consuming steps in such studies consists of the purification of
antagonistic compounds. In a previous work (18), we described an efficient purifica-
tion method of mesentericin Y105, our class IIa bacteriocin model. We applied this
rapid and efficient method, with some improvements, first to other known class Ila
bacteriocins from their producer strain cultures and second to any culture supernatant
showing antilisterial activity. Since all class Ila bacteriocins displayed a positive
charge and a hydrophobic C-terminal part (Table 1), we thus used cation exchange
and reverse phase chromatography to purify these peptides. The method developed
consists of a straightforward four-step process. After removal of bacterial cells and
heating of the culture supernatant, a cation exchange chromatography, eluted with
increasing NaCl concentrations, was performed, followed by solid-phase extraction
on a C18 reverse phase and finally reverse-phase high-performance liquid chromatog-
raphy (HPLC) on a C8 column.

2. Materials

1. Culture medium (MRS broth, DIFCO), sterilized for 12 min at 110°C and stored at 4°C
for up to 1 mo (see Note 1).

2. Elution solutions for cation exchange chromatography: acidified H,O, acidified 0.1 M
NaCl, and acidified 0.5 M NacCl (see Note 2). The cation exchange phase chosen con-
sisted of carboxy-methyl cellulose (see Note 3). After usage, the column was filled with
2% sodium azide and stored at room temperature.

3. For solid phase extraction, prior to sample deposit, each cartridge (C18 Sep-pak plus,
Waters) was washed with 10 mL of ethanol (99%), 5 mL of acetonitrile (HPLC grade),
and H,O (milliQ). Sample washing and elution were realized with 5 mL of 20 mM ammo-
nium acetate (see Note 4) (final concentration) containing increasing quantities of aceto-
nitrile (HPLC grade). Acetonitrile-containing buffers were stored at room temperature
for up to 2 mo.
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Table 1
Sequence Alignment of Class lla Bacteriocins

Residue number?

Bacteriocin® 1 10 20 30 40 Refs
Sakacin G KYYGNGVSCNSHGCSVNWGQAWTCGVNHLANGGHGVC 6
Mesentericin Y105 KYYGNGVHCTKSGCSVNWGEAASAGIHRLANGGNGFW 23
Leucocin A KYYGNGVHCTKSGCSVNWGEAFSAGVHRLANGGNGFW 24
Leucocin C KNYGNGVHCTKKGCSVDWGYAATNIANNSVMNGLTG 25
Sakacin P KYYGNGVHCGKHSCTVDWGTAIGNIGNNAAANWATGWNAGG 26
Mundticin KYYGNGVSCNKKGCSVDWGKAIGIIGNNSAANLATGGAAGWSK 27
Sakacin A ARSYGNGVYCNNKKCWVNRGEATQSIIGGMISGWASGLAGM 28
Piscicocin Vla KYYGNGVSCNKNGCTVDWSKAIGIIGNNAAANLTTGGAAGWNKG 29
Bacteriocin BM 1 ATISYGNGVYCNKEKCWVNKAENKQATITGIVIGGWASSLAGMGH 30
Bacteriocin B2 VNYGNGVSCSKTKCSVNWGQAFQERYTAGINSFVSGVASGAGSIGRRP 30
Bavaricin MN TKYYGNGVYCNSKKCWVDWGQAAGGIGQTVVXGWLGGAIPGK 31
Enterocin P ATRSYGNGVYCNNSKCWVNWGEAKENIAGIVISGWASGLAGMGH 32
Bacteriocin 31 ATYYGNGLYCNKQKCWVDWNKASREIGKIIVNGWVQHGPWAPR 33
Bifidocin B KYYGNGVTCGLHDCRVDRGKATCGIINNGGMWGDIG 34
Pediocin PA-1 KYYGNGVTCGKHSCSVDWGKATTCI INNGAMAWATGGHQGNHKC 7
Coagulin KYYGNGVTCGKHSCSVDWGKATTCI INNGAMAWATGGHQGTHKC 9
Enterocin A TTHSGKYYGNGVYCTKNKCTVDWAKATTCIAGMSIGGFLGGAIPGKC 8
Divercin V41 TKYYGNGVYCNSKKCWVDWGQASGCIGQTVVGGWLGGAIPGKC 10
Consensus® YYGNGV C C V WG A I

“Leucocin A is identical to leucocin B (35), piscicocin V1a is identical to piscicolin 126 (36), sakacin A is
identical to curvacin A (37), carnobacteriocin BM1 is identical to piscicocin V1b (29), and pediocin PA-1 is
identical to pediocin AcH (38), and pediocin SJ-1 (39). Bavaracin A (40) is probably identical to sakacin P.

bResidue numbering is according to the sequence of sakacin G.

“The consensus sequence includes residues conserved by at least 75%. The residues conserved by more
than 90% are underlined.

4. Reverse phase HPLC.

a. Eluent A: H,O (milliQ)/Trifluoroacetic acid (TFA) 0.1%.
b. Eluent B: 80% Acetonitrile (HPLC grade)/20% H,0/0.07% TFA (see Note 5). Sepa-
ration can be conducted on any analytical C8 HPLC column (see Note 6).

5. HPLC can be conducted on any apparatus able to generate a binary gradient fitted with a
UV detector. Elutions were monitored at 220 nm.

3. Methods (see Note 7)

1. Cell-free supernatant from an overnight culture (100 mL; see Note 8) of bacteriocin pro-
ducer strain was obtained by centrifugation at 6000g for 15 min and heating, to inactivate
extracellular proteases, at 70°C for 20 min (see Note 9).

2. After cooling, the supernatant was diluted with 1 vol of acidified water. Diluted superna-
tant (200 mL) was loaded, at a flow rate of 4 mL/min, on a column filled with weak cation
exchange carboxy-methyl cellulose equilibrated with water (see Note 10). After washing
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successively with water (100 mL) and 0.1 M NaCl (150 mL) (see Note 11), anti-Listeria
bacteriocin was eluted with 0.5 M NaCl (200 mL). The pH of all the solutions was main-
tained below 6 with 1 M HCI.

3. Active fraction was applied to a solid-phase extraction C18 cartridge (Sep-pak plus,
Waters) equilibrated with water (see Note 12). After washing successively with 5 mL
of 0, 10, 20, and 30% (see Note 13) acetonitrile containing 20 mM ammonium acetate
solutions, bacteriocin was eluted from the cartridge with 10 mL of 80% acetonitrile (see
Note 14) containing 20 mM ammonium acetate prior to lyophilization (see Note 15).

4. The extract was solubilized with 1 mL of 50% acetonitrile aqueous solution and injected
on a C8 reverse-phase HPLC analytical column (see Note 16). Elution was monitored for
absorbance at 220 nm (see Note 17). Separation was carried out using a water/acetoni-
trile/trifluoroacetic acid 0.1% (v/v) solvent system. After an initial 5-min wash with 20%
of eluent B (see Subheading 2., Materials), elution was achieved in 30 min at a flow rate
of 0.8 mL/min with a 10-min linear gradient from 20 to 40% of eluent B and then 20 min
from 40 to 52% of eluent B. More hydrophobic compounds were then removed from the
column first, using a linear gradient from 50 to 100% of eluent B and second by a 5-min
washing at 100% of eluent B (see Note 18). Chromatograms obtained from various bacte-
riocin-producing bacterial strains are presented in Fig. 1. In most cases, bacteriocin peaks
were well defined and isolated from other compounds in the injected fraction and conse-
quently were easy to collect.

With the method described in the present work, very pure preparations of class Ila
bacteriocins were obtained repeatedly with high reproducibility. This method appeared
to be simpler and faster than other purification protocols described so far and particu-
larly well adapted to fast identification of antilisterial bacteriocin. Recently, this
method was successfully applied to the purification of bacteriocin produced by lactic
acid bacteria from an industrial collection (19). Of the five bacteriocins produced by
eight active detected strains, four were easily identified as the previously known
pediocin PA-1, sakacin A, sakacin P, and enterocin A (Table 1). The other peptide, a
newly discovered bacteriocin named Sakacin G, was purified and further character-
ized (6). To date, all class I1a bacteriocins produced by the lactic acid bacteria tested in
our laboratory (underlined in Table 1) were purified without any noticable problem.
Moreover, we showed earlier (18) that a non-antilisterial class II bacteriocin,
mesentericin B105 (20) (also called mesenterocin 52B [21]), which is active toward
Leuconostoc, copurified with mesentericin Y105 using the method described, sug-
gesting that it was applicable to bacteriocins other than class ITa. More interestingly,
nisin A as well as nisin Z, produced by Lactococcus lactis strains, were also purified
according to the currently described method (unpublished results) (see Note 19). Nisin
A and Z are lantibiotics active toward Listeria, that are structurally differents from
class Ila bacteriocins. In conclusion, the purification process developed in the labora-
tory, originally intended for antilisterial class ITA bacteriocins, can be extended to any
type of anti-listerial bacteriocin and could even be a more widely applicable method.

4. Notes

1. Culture media for LAB are classically sterilized at 120°C for 20 min. However, it appears
that the extent of hydrophobic and colored cumbersome contaminants depends on the
duration and temperature of sterilization. Selected conditions correspond to a low extent
of contaminants with good sterilization to prevent contaminations.
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Fig. 1. HPLC elution profile recorded at 220 nm of active fractions after cation exchange
chromatography and solid phase extraction from culture supernatants of: 1, Pediococcus
acidilactici P1521; 2, Bacillus coagulans 14; 3, Leuconostoc mesenteroides Y105; 4,
Carnobacterium divergens V41; and 5, Lactobacillus sakei 2512.
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2. All aqueous solutions were made with fresh milliQ (Waters) water and their pH was
adjusted to 5 with 1 M HCI. They are stored at room temperature for up to 1 mo.

3. Another low-force cation exchange phase could be used.

4. Bacteriocin resolution appeared to be better with ammonium acetate as a counterion
than TFA.

5. Protein sequencing grade TFA was used. We noted that a combination of acetonitrile and
TFA absorbs light at 220 nm, so the TFA ratio in eluent B was adjusted to give a horizon-
tal baseline in chromatograms.

6. Kromasil phase was preferentially used because of its resistance and low cost.

7. When this method is applied for the first time on a particular bacterial strain, we recom-
mend testing all the fractions for their anti-Listeria activity, in order to, eventually, adjust
volumes of phase and eluents used. Bacteriocin assay could be performed using a well
diffusion method (22).

8. Phase quantities and chromatography column lengths were designed for mesentericin
Y105 quantities produced by 100 mL of culture supernatant from Leuconostoc
mesenteroides Y105. They might be adjusted for purification from higher volumes or from
bacterial strains producing higher quantities of bacteriocins, such as divercin V41 (22).

9. This step is not absolutely necessary and can be omitted in case of “emergency.” It greatly
depends on the bacterial strain cultivated and its ability to secrete proteases.

10. Previously, this step was replaced by an ammonium sulfate precipitation. Briefly, 36 g of
ammonium sulfate were added to 100 mL of culture supernatant, in a centrifugation bottle,
and then gently stirred overnight at 4°C. The protein fraction, containing bacteriocin, was
obtained after a 45-min centrifugation at 10,000g and 4°C. The pellet was resuspended
with 10 mL before solid phase extraction. This step was time- and material-consuming.
Indeed, this protein-enriched fraction contained too much hydrophobic compounds for
one solid phase extraction cartridge, suggesting the use of two cartridges in tandem. More-
over, colored contaminants were very difficult to eliminate.

11. The culture supernatant displayed a brown color and, after loading on the column, the
solid phase appeared yellow. The 0.1 M NaCl washing must be conducted until the phase
appears totally white again.

12. Loading, washing, and elution of the cartridge were made manually. The “flow” of this
chromatographic step is very critical. Ideally, it must be maintained at around 2 drops/s.

13. Brown contaminants, were removed during all these washings. A washing solution of
5 mL/cartridge is sufficient.

14. Bacteriocins were generally eluted at 40% acetonitrile. However, for the most hydropho-
bic peptides, residual activity is detected in an 80% sample, with no additional contami-
nants, convincing us to elute them with 10 mL of such a solution.

15. Lyophilization permits concentration of samples without degradation.

16. If only a rapid identification of bacteriocins produced is desired, a complete purification
is almost not necessary. lonspray mass spectrometry analysis of the concentrated 80%
solid phase extraction fraction is sufficient in many cases.

17. Peptide elution is generally monitored at a wavelength of 214 nm, corresponding to the
absorbance of peptidic bond, or 280 nm, associated with aromatic amino acids, especially
tryptophan. For bacteriocins, we choose 220 nm, which has a better sensitivity than 280 nm
and less “noise” than 214 nm.

18. A simpler linear gradient could give good separations but, after multiple attempts made in
order to purify mesentericin Y105, the protocol presented gave the best results. The first
rapid step, until 40% of eluent B, allows us to eliminate hydrophilic compounds, and the
slower second step permits us to obtain a good resolution around the bacteriocins.
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19. The chromatogram obtained from the purification of nisin A and Z showed more con-

taminants than those obtained from class Ila bacteriocins. We supposed that this was
owing to the culture medium; the M17 broth used for the Lactococcus lactic-producing
nisin A culture contained more byproducts than the MRS broth used for cultivating LAB-
producing class Ila bacteriocins.
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The Hazard Analysis and Critical Control Point System
in Food Safety

Anavella Gaitan Herrera

1. Introduction

The Hazard Analysis and Critical Control Point (HACCP) system is a preventive
method of ensuring food safety. Its objectives are the identification of consumer safety
hazards that can occur in the production line and the establishment of a control process
to guarantee a safer product for the consumer; it is based on the identification of poten-
tial hazards to food safety and on measures aimed at preventing these hazards. HACCP
is the system of choice in the management of food safety (1-3). The principles of
HACCEP are applicable to all phases of food production (4), including basic husbandry
practices, food preparation and handling, food processing, food service, distribution
systems, and consumer handling and use (5-13). The HACCP system is involved in
every aspect of food safety production (according to the UN Food and Agriculture
Organization [FAO] and the International Commission on Microbiological Specifica-
tions for Foods [ICMSF)) (14-18).

The most basic concept underlying the HACCP system is that of prevention rather
than inspection. The control of processes and conditions comprises the critical control
point (CCP) element (see Note 1). HACCP is simply a methodical, flexible, and sys-
tematic application of the appropriate science and technology for planning, control-
ling, and documenting the safe production of foods (6-11,19,20) (see Note 2).

The successful application of HACCP requires the full commitment and involve-
ment of management and the workforce, using a multidisciplinary approach that should
include, as appropriate, expertise in agronomy, veterinary health, microbiology, pub-
lic health, food technology, environmental health (21), chemistry, engineering, and so
on according to the particular situation (22,23). Application of the HACCP system is
compatible with the implementation of total quality management (TQM) systems such
as the ISO 9000 series (15-17).
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As stated previously, international food commerce is regulated by the World Trade
Organization (WTO), which ensures that all economic relations involving foods are
regulated by the norms, guidelines, and recommendations of the Codex Alimentarius
Commission, Office of International Epizootics (OIE) and of the International
Phytosanitary Protection Convention (IPPC) (24,25) (see Note 3). Thus, food-exporting
countries may require additional resources to enhance the ability of their food industries
to meet the requirements. Adequate steps should be taken to facilitate food trade, such
as training of personnel, technology transfer, and strengthening of the national food
control system (15,16).

The HACCP system covers all types of potential risks or hazards to food safety,
whether biological, chemical, or physical, occurring naturally in the food or environ-
ment or caused by errors in food processing (26,27). HACCP is not a zero-risk system,
but it is designed to minimize the risk of food safety hazards. The growing acceptance
of the HACCP system worldwide by industry, governments, and consumers makes it
likely that it will be the most universal tool for guaranteeing food safety in the twenti-
eth century (28-34).

1.1. History (1-3,24)

Theories of quality management were regarded as a major factor in increasing the
quality of Japanese products in the 1950s. Dr. W. E. Deming and others were active in
developing TQM systems.

In the 1960s, the Pillsbury Company, the US Army, and the US National Aeronau-
tics and Space Administration (NASA) developed a program for the production of
safe foods for the US space program. NASA had two principal safety issues: the
potential problems with food particles in the space capsule under conditions of zero
gravity and the protection of food from all pathogens and biological toxins.

The US Army’s Natick Laboratories were able to predict what might be wrong (a
hazard), as well as how and where the problem could occur in the food production
process. Thus it was possible to select points at which measurements and/or observa-
tions could be made; these points were called critical control points.

The Pillsbury Company introduced and adopted the HACCP system to guarantee
the greatest safety possible while reducing end-product inspection and testing.
Pillsbury presented the HACCP system to the public for the first time in 1971 at a food
safety conference in the United States. In 1973, the Pillsbury Company published Food
Safety Through the Hazard Analysis and Critical Control Point System, the first docu-
ment detailing the HACCP technique. It later served as the basis for US Food and
Drug Administration (FDA) inspector training programs (35,36).

The US National Academy of Sciences recommended in 1985 that the HACCP
approach be adopted in food processing establishments to ensure food safety. In 1988,
ICMSF published a book recommending the HACCP system as a basis of quality con-
trol with regard to hygiene and microbiology, and the International Association of
Milk, Food, and Environmental Sanitarians (IAMFES) has recommended the broad
application of HACCP to food safety (16).
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The Guidelines for the Application of Hazard Analysis and Critical Control Point
(HACCP) System of the Codex Alimentarius has become the point of reference for
international food safety requirements. The Codex Alimentarius Commission adopted
the Guidelines (ALINORM 93/13%, Appendix II) at its 20th session, held in Geneva, in
1993. The revised Recommended International Code of Practice—General Principles
of Food Hygiene (CAC/RCP 1-1969, Rev. 3 [1997]) was adopted by the Codex
Alimentarius Commission during its 22nd session in June of 1997 (15-17,37,38).

1.2. Foodborne Diseases

A foodborne disease outbreak is defined by the US Centers for Disease Control and
Prevention as an incident in which two or more persons experience a similar illness
after ingestion of a common food and epidemiological analysis implicates the food as
the source of the illness.

The foods most frequently involved are foods of animal origin. In 48% of the out-
breaks between 1973 and 1987 in the United States in which the vehicle was identi-
fied, beef, chicken, eggs, pork, finfish, shellfish, turkey, or dairy products were
involved. For a foodborne illness to occur, the pathogen or its toxin(s) must be present
in the food. The mere presence of a pathogen, however, does not necessarily result in
foodborne disease (26,27,39).

Foodborne illnesses are generally classified as:

1. Foodborne infection: a disease that results from ingesting food containing living harmful
microorganisms, such as Salmonella, Shigella, hepatitis A virus, and Trichinella spiralis (40).

2. Foodborne intoxication: toxins or poisons from bacteria or mold growth are present in
the ingested food (26).

3. Foodborne toxin infection: results from eating a food containing a large amount of dis-
ease-causing microorganisms that are capable of producing or discharging toxin once
they are ingested, e.g., Vibrio cholerae and Clostridium perfringens, respectively (26,39).

1.3. Definitions

Control (noun) To state wherein correct procedures are being followed and criteria
are being met.

Control (verb) To take all necessary actions to ensure and maintain compliance
with criteria established in the HACCP plan.

Control measure Any action and activity that can be used to prevent or eliminate a
food safety hazard or reduce it to an acceptable level.

Corrective action Any action to be taken when the results of monitoring at the CCPs
indicates a loss of control.

Critical control A step at which control can be applied and is essential

point (CCP) to prevent or eliminate a food safety hazard or reduce it to
an acceptable level.

Critical limit A criterion that separates acceptability from unacceptability.

Deviation Failure to meet a critical limit.

Flow diagram A systematic representation of the sequence of steps or operations
used in the production or manufacture of a particular food item.

HACCP A system that identifies, evaluates, and controls hazards that are

significant for food safety.
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HACCP plan A document prepared in accordance with the principles of the

HACCP system to ensure control of hazards that are significant
for food safety in the segment of the food chain under consideration.

Hazard A biological, chemical, or physical agent in, or condition of, food

with the potential to cause an averse health effect.

Hazard analysis The process of collecting and evaluating information on hazards

and conditions leading to their presence to decide which are signifi-
cant for food safety and therefore should be addressed in the

HACCP plan.

Monitor The act of conducting a planned sequence of observations or mea
surements of control parameters to assess whether a CCP is under
control.

Step A point, procedure, operation, or stage in the food chain including
raw materials, from primary production to final consumption.

Validation Obtaining evidence that the elements of the HACCP plan are effective.

Verification The application of methods, procedures, tests, and other evaluations,

in addition to monitoring to determine compliance with the HACCP
plan (Hazard Analysis and Critical Control Point (HACCP) System
and Guidelines for its Application (Annex to CAC/RCP 1-1969, Rev 3
[1997]), are reproduced in Subheading 1.4. (1-3,16,37,41).

1.4. Principles of the HACCP System (1-4)

1.

The HACCP system consists of the following seven principles:

Conduct a hazard analysis. Identify the potential hazard(s) associated with food produc-
tion at all stages, from primary production, processing, manufacture, and distribution
until the point of consumption. Assess the likelihood of occurrence of the hazard(s) and
identify the measures for their control.

Determine the CCPs. Determine the points, procedures, or operational steps that can be
controlled to eliminate the hazard(s) or minimize its (their) likelihood of occurrence (42).
A “step” means any stage in food production and/or manufacture including the receipt
and/or production of raw materials, harvesting, transport, formulation, processing, stor-
age, and so forth (see Note 4).

Establish critical limit(s). Establish critical limit(s) that must be met to ensure the CCPs
are under control.

Establish a system to monitor control of the CCPs. Establish a system to monitor control
of the CCPs by scheduled testing or observations.

Establish the corrective action to be taken when monitoring indicates that a particular
CCP is not under control.

Establish procedures for verification to confirm that the HACCP system is working effec-
tively.

Establish documentation concerning all procedures and records appropriate to these prin-
ciples and their application.

1.5. Application of the HACCP Principles

The application of HACCP principles consists of the following tasks as identified

in the Logic Sequence for Application of HACCP (4,42a,43):

1.

2

Assemble HACCP team.
. Describe product.
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Identify intended use.
Construct flow diagram.
On-site verification of flow diagram.
List all potential hazards associated with each step, conduct a hazard analysis, and con-
sider any measures to control identified hazards (see principle 1, Subheading 1.4.).
7. Determine CCPs (see principle 2).
8. Establish critical limits for each CCP (see principle 3).
9. Establish a monitoring system for each CCP (see principle 4).
10. Establish corrective actions (see principle 5).
11. Establish verification procedures (see principle 6).
12. Establish documentation and record keeping (see principle 7).

kW

2. Materials, Equipment, and Personnel
2.1. The HACCP Team

It is very important to have full commitment to the HACCP initiative from manage-
ment at all levels. Both the company and the personnel involved in the development of
the HACCP plan must be totally committed to its implementation (22,44). The first
task is to assemble a team having the knowledge and expertise to develop an HACCP
plan. The team should be multidisciplinary and could include plant personnel from
production/sanitation, quality assurance, laboratory, engineering, and inspection. The
team should also include personnel who are directly involved in daily processing activi-
ties, as they are more familiar with the specific variability and limitations of the opera-
tions. It may be necessary to hire an expert in public health risks associated with the
product or process.

2.1.1. Team Composition

Those who will be involved in hazard identification.

Those who will be involved in determination of CCPs.

Those who will monitor CCPs.

Those who will verify operations at CCPs.

Those who will examine samples and perform verification procedures.

2.1.2. Required Knowledge

Technology and equipment used on the processing lines.
Practical aspects of the food operations.

The flow and technology of the process.

Applied aspects of food microbiology.

HACKCEP principles and techniques.

2.1.3. Scope Issues

Limit the study to a specific product and process.
Define the type(s) of hazards to be included (e.g., biological, chemical, physical).
Define the part of the food chain to be studied.

2.1.4. Coordinator Duties

Ensure that the composition of the team meets the needs of the study.
Suggest changes to the team if necessary.
Coordinate the team’s work.
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Ensure that the agreed established plan is followed.

Share the work and responsibilities.

Ensure that a systematic approach is used.

Ensure that the scope of the study is met.

Chair meetings so that team members can freely express their ideas.

Represent the team before management.

Provide management with an estimate of the time, money, and labor required for the
study.

2.1.5. Training Requirements

It is essential that the team members be trained in the Codex General Principles of
Food Hygiene and the guidelines for the application of the HACCP system to ensure
that the team will work together with a common focus and use the same approach and
terminology.

2.2. Resources
The necessary resources for the HACCP study include the following:

Time for team meetings and administration.

Costs of initial training.

Necessary documents.

Access to analytical laboratories.

Access to information sources to answer questions raised by the team (e.g., universities,
public and private research authorities, government and public authorities, scientific and
technical literature, databases).

3. Methods
3.1. Describe Product and Identify Intended Use

Each food product should be described completely including all ingredients/pro-
cessing methods/packaging materials/other used in the formulation of the product,
to assist in the identification of all possible associated hazards. In brief, the product
description should include the name, ingredients and composition, potential to sup-
port microbial growth (water activity [A,,], pH, and so on), brief details of the process
and technology used in production, appropriate packaging, and intended use, includ-
ing target population (see Note 5).

This information will be essential, particularly for microbiological hazards, because
the product’s composition needs to be assessed in relation to the ability of different
pathogens to grow. The product to which the HACCP plan applies should be described
on Forms 1 and 2 (Tables 1 and 2).

3.1.1. Formulation of Product

What raw materials or ingredients are used? Are microorganisms of concern likely
to be present in or on these materials, and if so what are they? If food additives or
preservatives are used, are they used at acceptable levels, and at those levels do they
accomplish their technical objective? Will the pH of the product prevent microbial
growth or inactivate particular pathogens? Will the A,, of the product prevent micro-
bial growth? What is the oxidation/reduction potential (Eh) of the product?
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Table 1
Form 1: Product Description

1. Product name(s) Canned mushrooms
2. Important product characteristics pH 4.8-6.5 (low acid)
of end product (e.g., Ay, pH, and soon) A, > 0.85 (high moisture)
3. How the product is to be used Normally heated before serving (casseroles,

garnishes, and so on) or sometimesserved un
heated (salads, appetizers, and so on)

4. Packaging Hermetically sealed metal container
5. Shelf life Two years plus, at normal retail shelf temperatures
6. Where the product will be sold Retail, institutions, and food service. Could be

consumed by high-risk groups (infirm,
immunocompromised, elderly)

7. Labeling instructions None required to ensure product safety

8. Special distribution control No physical damage, excess humidity, or temperture
extremes

DATE: APPROVED BY:

Table 2

Form 2: Product Ingredients and Incoming Material

Product Name(s): Canned mushrooms

Raw material Packaging material Dry ingredients
Mushrooms (domestic, white) Cans Salt
Ends Ascorbic acid

Citric acid

Other

Water (municipal)

DATE: APPROVED BY:

3.1.2. Processing and Preparation Checklist

Can a contaminant reach the product during preparation, processing, or storage?
Will microorganisms or toxic substances of concern be inactivated during cooking,
reheating, or other processing? Could any microorganisms or toxins of concern con-
taminate food after it has been heated? Would more severe processing be acceptable
or desirable? Is the processing based on scientific data? How does the package or
container affect survival and/or growth of microorganisms? How much time is taken
for each step of processing, preparation, storage and display? What are the conditions
of distribution?
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3.1.3. Form 1: Product Description

1. Product name (common name) or group of product names (The grouping of like products
is acceptable as long as all hazards are addressed.)

2. Important end-product characteristics: properties or characteristics of the food under
review that are required to ensure its safety (e.g., A,,, pH/preservatives).

3. How the product is to be used (i.e., ready-to-eat/further processing required, heated prior
to consumption).

4. Type of package, including packaging material and packaging conditions (e.g., modified

atmosphere).

Shelf life, including storage temperature and humidity if applicable.

Where the product will be sold (e.g., retail, institutions, further processing).

Labeling instructions (e.g., handling and usage instructions).

Special distribution control (e.g., shipping conditions).

® NN

3.2. Construct Flow Diagram and On-Site Confirmation of Flow Diagram

It is easier to identify routes of potential contamination, to suggest methods of con-
trol, and to discuss these among the HACCP team if there is a flow diagram (Table 3).
The review of the flow of raw materials from the point at which they enter the plant,
through processing to departure, is the feature that makes HACCP a specific and
important tool for the identification and control of potential hazards (Table 4).

Data may include but are not restricted to the following:

All ingredients and packaging used (biological, chemical, physical data).

Sequence of all process operations (including raw material addition).

Time/temperature history of all raw materials and intermediate and final products, in-
cluding the potential for delay.

Flow conditions for liquids and solids.

Product recycle/rework loops.

Equipment design features.

3.3. List All Potential Hazards Associated With Each Step,
Conduct Hazard Analysis, and Consider Any Measures
to Control Identified Hazards

The Codex Hazard Analysis and Critical Control Point (HACCP) System and
Guidelines for its Application [Annex to CAC/RCP 1-1969, Rev. 3 (1997)] defines a
hazard as “A biological, chemical or physical agent in, or condition of, food with the
potential to cause an adverse health effect.” The hazard analysis is necessary to iden-
tify for the HACCP plan which hazards are of such a nature that their elimination or
reduction to acceptable levels is essential to the production of a safe food.

The contamination of a food with a very low level of these microbes can still cause
illness if the food is subsequently mishandled (Table 5).

3.3.1. Hazards
3.3.1.1. BioLocicaL HAzARDS

Foodborne biological hazards include microbiological organisms such as bacteria,
viruses, fungi, and parasites. They are commonly associated with humans and with
raw products entering the food establishment (Table 6).



Table 3
Flow Diagram

Product Name(s): Canned mushrooms

Mushrooms (raw) Empty cans/ends Dry ingredients Water (municipal)
1. Receiving 2. Receiving 3. Receiving 4. Intaking
5. Storing 6. Storing 7. Storing
8. Dumping/washing 9. Inspecting/depalletizing 10. Dumping

11. Blanching 12. Conveying 13. Mixing

14. Conveying/inspecting 15. Washing

16. Slicing/dicing 17. Brine injecting

18. Foreign object removing  19. Filling
20. Weighing
21. Water filling
22. Head-spacing
23. End feeding/closing/

inspecting 24. Chlorinating

25. Thermal processing
26. Cooling
27. Conveying/drying
28. Labeling/storing
29. Shipping

DATE: APPROVED BY:

Table 4
Plant Schematic/Floor Plan

Product Name(s): Canned mushrooms

The diagram should show the product flow and employee traffic patterns in each individual plant to
identify and eliminate crosscontamination potentials.

DATE: APPROVED BY:

Bacteria, spore-forming: Clostridium botulinum, Clostridium perfringens, Bacillus
cereus.

Bacteria, non-spore-forming: Brucella abortis, Brucella suis Campylobacter spp, Patho-
genic Escherichia coli (E. coli O157:1-17, EHEC, EIEC, ETEC, EPEC), Listeria
monocytogenes, Salmonella spp. (S. typhimurium, S. enteriditis), Shigella (S.
dysenteriae), Staphylococcus aureus, Streptococcus pyogenes, Vibrio cholerae, Vibrio
parahaemolyticus, Vibrio vulnificus, Yersinia enterocolitica.

Viruses: hepatitis A and E, Norwalk virus group, rotavirus.

Protozoa and parasites: Cryptosporidium parvum, Diphyllobothrium latum, Entamoeba
histolytica, Giardia lamblia, Ascaris lumbricoides, Taenia solium, Taenia saginata, Tri-
chinella spiralis.
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Table 5

Herrera

Clinical Response of Adults to Varying Challenge Doses

for Enteric Pathogens

Challenge dose

Organism (cells)
Shigella dysenteriae 10'-10*
Shigella flexneri 102-10°
Vibrio cholerae 103-10°
Salmonella Typhi 10*-10°
Salmonella species (non-typhi) 105-1010
Escherichia coli (pathogenic types)  10°-10'0
Clostridium perfringens 108-10°
Yersinia enterocolitica 10°

From ref. 44a.

3.3.1.2. CHEMICAL HAZARDS

Naturally occurring chemicals.
Allergens.
Mycotoxins (e.g., aflatoxin).
Scombrotoxin (histamine).
Ciguatoxin.
Mushroom toxins (Table 7).

Shellfish toxins
Paralytic shellfish poisoning (PSP).
Diarrheic shellfish poisoning (DSP).
Neurotoxic shellfish poisoning (NSP).
Amnesic shellfish poisoning (ASP).
Pyrrolizidine alkaloids.
Phytohemagglutinin.n

Added chemicals
Polychlorinated biphenyls (PCBs).

Agricultural chemicals: pesticides, fertilizers, antibiotics, and growth hormones.

Prohibited substances: direct and indirect.

Toxic elements and compounds: lead, zinc, cadmium, mercury, arsenic, and cianide.

Food additives
Vitamins and minerals.

Contaminants: lubricants, cleaners, sanitizers, coatings, paints, refrigerants, water or
steam treatment chemicals, and pest control chemicals.

From packaging materials
Plasticizers
Vinyl chloride.
Printing/coding inks.
Adhesives.
Lead.
Tin.
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3.3.1.3. PHysicaL HAZARDS

[llness and injury can result from hard foreign objects in food. These physical haz-
ards can result from contamination and/or poor practices at many points in the food
chain from harvest to consumer, including those within the food establishment (Tables
8and9).

3.3.2. How to Conduct a Hazard Analysis
3.3.2.7. REVIEW INCOMING MATERIAL

For each incoming material (ingredient or packaging material), write B, C, or P
directly (Table 10) to indicate the potential of a biological, chemical, or physical haz-
ard. Be specific when describing the hazards. For example, instead of writing “bacte-
ria in incoming ingredient,” write “C. botulinum in incoming mushroom.”

To facilitate the identification of potential hazards, answer the following questions
for each incoming material:

¢ Could pathogenic microorganisms, toxins, chemicals, or physical objects possibly be
present on/in this material?

e Are any returned or reworked products used as ingredients? If yes, is there a hazard linked
to that practice?

e Are preservatives or additives used in the formulation to kill microorganisms or inhibit
their growth or extend shelf life?

e Are any ingredients hazardous if used in excessive amounts? (For example, nitrites could
be a chemical hazard if used excessively.)

e Could any ingredients, if used in amounts lower than recommended or if omitted alto-
gether, result in a hazard because of microbial vegetative or sporulated cell outgrowth?

¢ Do the amount and type of acid ingredients and the resulting pH of the final product affect
growth or survival of microorganisms?

¢ Do the moisture content and the water activity (A,,) of the final product affect microbial
growth? Do they affect the survival of pathogens (parasites, bacteria, fungi)?

* Should adequate refrigeration be maintained for products during transit or in holding?

3.3.2.2. EVALUATE PROCESSING OPERATIONS FOR HAZARDS

Identify all realistic potential hazards related to each processing operation, the prod-
uct flow, and the employee traffic pattern.

e Assign a number to each processing step on the process flow diagram (Table 11) hori-
zontally from receiving to shipping.

¢ Examine each step on the process flow diagram and determine whether a hazard (biologi-
cal, chemical, or physical) exists for that operation

e Write B for biological, C for chemical, and P for physical beside each operation where
such a hazard has been identified (Table 11).

e Review the plant schematic and employee traffic pattern on Form 4 in the same manner.

To help in determining whether a hazard exists, the following questions should be
answered for each processing step:

e Could contaminants reach the product during this processing operation? (Consider per-
sonnel hygiene, contaminated equipment or material, cross-contamination from raw
materials, leaking valves or plates, dead ends [niches], splashing, and so on.)



Table 6
Hazard Identification: Biological Hazards

Product Name(s): Canned mushrooms
List all biological hazards related to ingredients, incoming material, processing, product
flow, and so on

Identified biological hazards

Controlled at

Ingredients/materials
Mushrooms

Could contain C. botulinum or other pathogenic organisms, yeasts, or molds
Dry ingredients
Could contain bacterial spores; could contain rodent excrement

Water

Could contain coliform or spore-forming bacteria or other microorganisms

Empty cans/ends

Could arrive with serious internal double seam or body plate defects, which
could result in leakage causing postprocess contamination; could arrive with
serious external double seam, body plate, lacquer/coating defects or damage
which could result in leakage causing postprocess contamination

Process Steps

5.

11.

12.

20.

21.

Refrigerated mushroom storing

Improper storage temperature and humidity could result in increase

of bacterial load

Can/end storing

Physical damage could result in serious double seam defects, which could
result in postprocess contamination with pathogenic bacteria

Could be contaminated with rodent excrement

Dry ingredient storing

Could be contaminated with rodent excrement

Can depalletizing/inspection

Incorrect cans, physical damage or serious visible defects could result in
leakage and postprocess contamination with pathogenic bacteria

Mushroom blanching

Improper cleaning of the blancher could result in the growth of thermophilic
bacteria in mushrooms

Inadequate blanching could result in insufficient removal of gases, which
could cause stress on double seams and perforations and lead to postprocess
contamination with pathogenic bacteria

Excessive blanching could result in textural changes to the mushrooms,
which could result in inadequate thermal processing

Can conveying

Physical damage could result in the formation of defective double seams,
which could lead to postprocess contamination with pathogenic bacteria
Weighing

Overfilled cans not properly rejected for overweight could be underprocessed
Water filling

Inadequate temperature could result in low initial temperature and subsequent
underprocessing

(continued)
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Table

6 (continued)

247

Identified biological hazards

Controlled at

22. Headspacing
Insufficient headspace could result in excessive internal pressure during
processing causing distorted seams and leakage contamination

23. End feeding/closing/inspecting
Ends with damaged curls or other serious defects could result in leakage and
contamination with pathogenic bacteria
Improperly formed double seams could result in leakage and contamination
with pathogenic bacteria

25. Thermal processing
Nonvalidated process or vent schedule could result in underprocessing and
survival of pathogenic bacteria
Improper flow patterns in processing area could result in heat-processed cans
being contaminated with unclean water from unprocessed baskets of cans
Improper flow design in processing area could result in retort baskets missing
the retort, allowing growth of pathogenic bacteria
Excessive time lapse between closing and retorting could result in excessive
buildup of bacteria, some of which could survive the thermal process
Lack of adherence to time, temperature, and other critical factors of the
scheduled process or vent schedule could result in inadequate heat treatment,
allowing the survival of pathogenic bacteria

26. Cooling
Insufficient chlorinated cooling water could result in contamination of
product during contraction of cans
Excess chlorine in cooling water could result in corrosion and subsequent
leakage and contamination of product
Insufficient contact time between the chlorine and water could result in
contamination of product during contraction of the cans
Insufficient or excessive cooling could result in thermophilic spoilage or
postprocess contamination because of leakage of corroded cans

27. Conveying/drying
Contaminated water from wet and unclean postprocess equipment could
contaminate product

28. Labeling/storing
Physical damage to cans could result in leakage and contamination of product
High temperatures could result in growth of thermophilic bacteria

29. Shipping
Physical damage to cans could result in leakage and contamination of product

DATE: APPROVED BY:
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Table 7
Hazard Identification: Chemical Hazards

Product Name(s): Canned mushrooms
List all chemical hazards related to ingredients, incoming material, processing,
product flow, and so on.

Identified chemical hazards Controlled at

Ingredients/Materials
Mushrooms
Could contain pesticide residues
Could contain heat-stable staphylococcal enterotoxin from improper handling
Water
Could be contaminated with dissolved heavy metals or toxic substances
Empty cans/ends
Cans/ends could be contaminated with greases/oils or cleaning chemicals
Process Steps”
6. Can/end storing
Cans/ends could become contaminated with nonfood chemicals as a result
of improper storage
7. Dry ingredient storing
Food ingredients could become contaminated with nonfood chemicals if
improperly stored
11. Mushroom blanching
Cleaning-chemical residues could contaminate the mushrooms
If live steam is used, boiler water additives could carry over and contaminate
the product
14,16, Mushroom conveying, mushroom slicing/dicing, filling, end
19,23. feeding/closing
Cleaning-chemical residues or lubrificants could contaminate the mushrooms

DATE:___ APPROVED BY:

“Numbers are from flow diagram in Table 11.

¢ Could any microorganisms of concern multiply during this processing operation to the
point where they constitute a hazard? (consider temperature, time).

3.3.2.3. OBserRVE AcTUAL OPERATING PRACTICES

¢ Observe the operation long enough to be confident that it comprises the usual process or
practices.

¢ Observe the employees (e.g., could raw or contaminated product cross-contaminate work-
ers’ hands, gloves, or equipment used for finished or post-process product?).

¢ Observe hygienic practices and note the hazards.

* Analyze whether there is a kill step (process that destroys all microorganisms) during the
process (if so, attention should be focused on potential crosscontamination after this pro-
cessing operation).
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Table 8
Examples of Physical Hazards
Material Injury potential Sources
Glass Cuts, bleeding; may require surgery to find Bottles, jars, light fixtures,
or remove utensils, gauge covers, and so on.
Wood Cuts, infection, choking; may require surgery  Field sources, pallets, boxes,
to remove building materials
Stones Choking, broken teeth Fields, buildings
Metal Cuts, infection; may require surgery to Machinery, fields, wire,
remove employees
Insulation Choking; long-term if asbestos Building materials
Bone Choking Improper processing
Plastic Choking, cuts, infection; may require surgery  Packaging, pallets, equipment

Personal effects

to remove
Choking, cuts, broken teeth; may require

Employees

surgery to remove

3.3.2.4. TAKE MEASUREMENTS

e Measure product temperatures, considering heat processing and cooling or chilling opera-
tions: take measurements at the coldest point of the product when heat processing is evalu-
ated and at the warmest point of the product when cooling or chilling is evaluated (frequently
at the center of the largest piece).

e Measure time/temperature for cooking, pasteurizing, canning cooling (rates), storing,
thawing, reconstituting, and so on.

e Measure the dimension of the containers used to hold foods being cooled and the depth of
the food mass.

¢ Measure pressure, headspace, venting procedure, adequacy of container closure, initial
temperatures, and any other factors critical to the successful delivery of a scheduled pro-
cess.

e Measure the pH of the product during processing and also of the finished product, mea-
suring pH at room temperature whenever possible.

e Measure A,, of the product, running duplicate samples whenever possible (because of
variations) and remembering to make corrections for ambient temperatures, as necessary.

3.3.2.5. ANALYZE THE MEASUREMENTS

* Plot time/temperature measurements using a computer or on graph paper.

e Interpret controlled data vs optimal growth temperatures of microorganisms and tem-
perature ranges at which they can multiply.

* Estimate and evaluate probable cooling rates; interpret cooling rates and compare the
measured temperatures with temperature ranges within which bacteria of concern multiply
rapidly vs temperature at which growth begins, slows, and ceases (44b,44c); determine
whether covers are used on containers to cool down foods (which may delay cooling but
may also prevent contamination); if containers are stacked against each other in a manner
affecting cooling or heating time, evaluate the impact.

e Compare A, and pH values with ranges at which pathogens multiply or are eliminated.

e Evaluate the shelf stability of the product.
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Table 9

Herrera

Hazard Identification: Physical Hazards

Product Name(s): Canned mushrooms
List all physical hazards related to ingredients, incoming material, processing, product
flow, and so on.

Identified physical hazards

Controlled at

Ingredients/Materials
Mushrooms

Could be contaminated with harmful extraneous materials, e.g., glass, metal,

plastic, wood

Empty cans

Could contain metal fragments, and so on

Dry ingredients

Could be contaminated with harmful extraneous materials

Ingredients/Materials”

1.

12.

14.

16.

Mushroom receiving

Inadequate protection against harmful extraneous material could result in
contamination of mushrooms

Can/end receiving

Inadequate protection against harmful extraneous material could result in
contamination of cans and ends

Dry ingredient receiving

Inadequate protection against harmful extraneous material could result in
contamination of ingredients

Mushroom storing

Inadequate protection against harmful extraneous material could result in
contamination of raw mushrooms

Can/end storing

Inadequate protection against harmful extraneous material could result in
contamination

Dry ingredient storing

Inadequate protection against harmful extraneous material could result in
contamination of food ingredients

Can inspection/depalletizing

Empty cans coming from storage could contain harmful extraneous material,

which could result in contamination of food product

Can conveying

Inappropriate design and protection against harmful extraneous material
could result in contamination of food product

Mushroom convening/inspection

Inappropriate design and protection against harmful extraneous material
could result in contamination of the mushrooms

Mushrooms slicing/dicing

Product could become contaminated with metal fragments from plant
machinery

(continued)
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Table 9 (continued)

Identified physical hazards Controlled at

18. Foreign object removal
Inadequate monitoring of foreign object removal could allow foreign objects
to contaminate the product

19. Filling
Filled cans of mushrooms could become contaminated with metal fragments
from the filling equipment

DATE: APPROVED BY:

“Numbers are from the flow diagram in Table 11.

Table 10
Product Ingredients and Incoming Material

Product Name(s): Canned mushrooms

Raw material Packaging material Dry ingredients
Mushrooms Cans Salt
(domestic, white) B,C,P B,C
B,C,P Ends Ascorbic acid
B,C B,C
Citric acid
B,C
Other
Water (municipal)
B, C
DATE: APPROVED BY:

B, biological; C, chemical; P, physical.

3.3.3. Control Measures

Control measures are any actions and activities that can be used to prevent or elimi-
nate a food safety hazard or reduce it to an acceptable level.

3.3.3.1. CONTROLLING BioLocicaL HAZARDS

Biological hazards can be controlled by limiting, removing, or altering the growth
kinetics that microorganisms need to survive, grow, and reproduce. They can be
destroyed, eliminated, or controlled by thermal processing (heating or cooking),
freezing, or drying.
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Table 11
Flow Diagram
Product Name(s): Canned mushrooms
Water
Mushroom (raw) Empty cans/ends Dry ingredients (municipal)
1. Receiving P 2. Receiving P 3. Receiving P 4. Intaking
5. Storing BP 6. Storing BCP 7. Storing BCP
8. Dumping/washing 9. Inspecting/depalletizing BP  10. Dumping
11. Blanching BC 12. Conveying BP 13. Mixing
14. Conveying/inspecting CP  15. Washing
16. Slicing/dicing CP 17. Brine injecting
18. Foreign object removing 19. Filling CP
20. Weighing B
21. Water filling B
22. Head-spacing B
23. End feeding/closing/ 24. Chlorinating
inspecting BC
25. Thermal processing B
26. Cooling B
27. Conveying/drying B
28. Labeling/storing B
29. Shipping B

DATE:

APPROVED BY:

B, biological; C, chemical; P, physical.

3.3.3.1.1. For Bacteria, Control Measures Include:

Temperature/time control (proper control of refrigeration and storage time, for example,
minimizes the proliferation of microorganisms).

Heating and cooking (thermal processing) for an adequate time and at an adequate tem-
perature to eliminate microorganisms or reduce them to acceptable levels.

Cooling and freezing.

Fermentation and/or pH control (for example, lactic acid-producing bacteria in yoghurt
inhibit the growth of other microorganisms that do not tolerate the acidic conditions and
competition).

Addition of salt or other preservatives, which at acceptable levels may inhibit growth of
microorganisms.

Drying, which may use enough heat to kill microorganisms or may remove enough water
from the food to prevent certain microorganisms from growing even when drying is con-
ducted at lower temperatures.

Packaging conditions (vacuum packaging, for example, can be used to inhibit microor-
ganisms that require air to grow).
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Source control, i.e., control of the presence and level of microorganisms by obtaining
ingredients from suppliers who can demonstrate adequate controls over the ingredients
(e.g., suppliers that follow an HACCP program).

Cleaning and sanitizing, which can eliminate or reduce the levels of microbiological con-
tamination.

Personal and hygienic practices, which can reduce the levels of microbiological con-
tamination.

3.3.3.1.2. For Viruses, Control Measures Include:

Thermal processing—heating or cooking methods such as steaming, frying, or baking—
which may destroy many but not all viruses. (The type of virus determines the appropri-
ate controls.)

Personal hygienic practices, including the exclusion of workers affected by certain viral
diseases, e.g., hepatitis.

3.3.3.1.3. For Parasites (Worms and Protozoa), Control Measures Include:

Dietary control (infection from Trichinella spiralis in pork, for example, has decreased as
a result of better control of the pigs’ diet and environment)—a method not always practi-
cal, however, for all species of animals used for food. (The diet and environment of wild
fish, for example, cannot be controlled.)

Heating, drying, or freezing.

Salting or brining.

Visual examination, which can be used in some foods to detect parasites (e.g., a proce-
dure called candling can be used for certain fish).

Good personal hygiene practices by food handlers, proper disposal of human feces, and
proper sewage treatment.

3.3.3.2. CONTROLLING CHEMICAL HAZARDS

Source control, i.e., specifications for raw materials and ingredients and vendor certifica-
tion that harmful chemicals or levels are not present.

Processing control, i.e., formulation control and the proper use and control of food addi-
tives and their levels.

Proper segregation of nonfood chemicals during storage and handling.

Control of incidental contamination from chemicals (e.g., greases, lubricants, water and
steam treatment chemicals, paints).

Labeling control, i.e., ascertaining that the finished product is accurately labeled with
ingredients and known allergens.

3.3.3.3. CONTROLLING PHYsICAL HAZARDS

Source control (i.e., specifications for raw materials and ingredients and vendor certifica-
tion that unacceptable physical hazards or levels are not present.

Processing control (e.g., use of magnets, metal detectors, sifter screens, destoners, clari-
fiers, air tumblers).

Environmental control (i.e., ensuring that good manufacturing practices are followed and
that no physical contamination occurs to the food through the building, facilities, work
surfaces, or equipment).
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Table 12

2D Health Risk Assessment Model

High Sa Mi Ma Cr
Medium Sa Mi Ma Ma
Low Sa Mi Mi Mi
Negligible  Sa Sa Sa Sa

Low Medium High

Significance of the hazard: Sa, satisfactory (negligible);
Mi, minor; Ma, major; Cr, Critical

3.3.4. Hazard Assessment
3.3.4.1. SEVERITY

Severity is the magnitude of a hazard or the degree of consequences that can result
when a hazard exists. Disease-causing hazards can be categorized according to their
severity.

e High (life-threatening). Examples include illnesses caused by Clostridium botulinum,
Salmonella typhi, Listeria monocytogenes, Escherichia coli O157:H7, Vibrio cholerae,
Vibrio vulnificus, paralytic shellfish poisoning, amnesic shellfish poisoning.

¢ Moderate (severe or chronic). Examples include illnesses caused by Brucella spp.,
Campylobacter spp.. Salmonella spp., Shigella spp. Streptococcus type A, Yersinia
entercolitica, hepatitis A virus, mycotoxins, ciquatera toxin.

e Low (moderate or mild). Examples include illnesses caused by Bacillus spp., Clostridium
perfringens, Staphylococcus aureus, Norwalk virus, most parasites, histamine-like sub-
stances, and most heavy metals that cause mild acute illnesses.

3.3.4.2. Risk oF HAZARD

Risk is a function of the probability of an adverse effect and the magnitude of that
effect, consequential to a hazard(s) in food. Degrees of risk can be categorized as high
(H), moderate (M), low (L), or negligible (N). By taking into account the probability
of occurrence (the inverse proportion to the degree of control) and the severity of
consequences, the significance of the hazard can be classified as satisfactory (Sa),
minor (Mi), major (Ma), or critical (Cr) (24,26,27) (Table 12).

3.3.4.3. IDENTIFICATION OF POINTS, STEPS, AND PROCEDURES

The significance of the hazard can be differentiated as satisfactory (Sa), minor (Mi),
major (Ma), or critical (Cr).
Note: Likelihood of occurrence is inversely proportional to the degree of control.

3.4. Determine Critical Control Points (Principle 2)
3.4.1. Critical Control Points

The Codex guidelines define a critical control point (CCP) as “a step at which con-
trol can be applied and is essential to prevent or eliminate a food safety hazard or
reduce it to an acceptable level” (see Notes 1 and 4).
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3.4.2. Review of Identified Hazards

Prior to determining the CCPs, a review should be conducted to verify whether any
of the identified hazards are fully controlled by the application of the Codex General
Principles of Food Hygiene, good manufacturing practices (GMPs), or good hygienic
practices (GHPs) (Table 13).

The decision tree consists of a systematic series of four questions designed to as-
sess objectively whether a CCP is required to control the identified hazard at a specific
operation of the process.

Question 1: Do control measure(s) exist?

Question 2: Is the step specifically designed to eliminate or reduce the likely occurrence
of the identified hazard to an acceptable level?

Question 3: Could contamination with the identified hazard occur in excess of acceptable
levels or increase to unacceptable levels?

Question 4: Will a subsequent step eliminate the identified hazard or reduce likely occur-
rence to an acceptable level?

3.4.3. Identification of CCPs

CCPs should be identified numerically with a category qualifier B, P, or C for bio-
logical, physical, or chemical. For example, if the first CCP identified will control a
biological hazard, it is recorded as CCP-1 (B). If the second CCP identified will con-
trol a chemical hazard, it is recorded as CCP-2 (C). If the fifth CCP will control both a
biological and a chemical hazard at the same processing operation, it is recorded as
CCP-5 (BC). For hazards fully controlled by application of the Codex General Prin-
ciples of Food Hygiene, write “GMP/GHP” (Tables 14 and 15).

3.4.4. Parameters Attached to CCPs

Once the CCPs have been established, the next step is to report the CCPs and to
document on the same form the parameters that will be monitored and controlled
(Table 16).

Any hazards previously unaddressed are handled as shown in Table 17.

3.5. Establish Critical Limits for Each Critical Control Point (Principle 3)
3.5.1. Critical Limits

At each CCP, critical limits are established and specified. A critical limit represents
the boundaries that are used to judge whether an operation is producing safe products.
Critical limits may be set for factors such as temperature, time (minimum time expo-
sure), physical product dimensions, water activity, moisture level, and others. These
parameters, if maintained within boundaries, will confirm the safety of the product. It is
essential that the person(s) responsible for establishing critical limits have a knowledge
of the process and of the legal and commercial standards required for the product (45,46).

e An acidified beverage that requires a hot fill and hold as the thermal process may have
acid addition as the CCP. If insufficient acid is added or if the temperature of the hot fill
is insufficient, the product would be underprocessed, with potential for the growth of
pathogenic spore-forming bacteria. The critical limits in this case would apply to pH and
fill temperature.



Table 13

Ha

zard ldentification: Biological Hazards

Product Name(s): Canned mushrooms
List all biological hazards related to ingredients, incoming material, processing, product flow, etc.

Identified biological hazards

Controlled at

Ingredients/Materials

Mushrooms

Could contain C. botulinum or other pathogenic organisms, yeast, or molds
Dry ingredients

Could contain bacterial spores

Could contain rodent excrement

Water
Could contain coliform or spore-forming bacteria or other microorganisms

Empty cans/ends
Could arrive with serious internal double seam or body plate defects, which
could result in leakage causing post-process contamination
Could arrive with serious external double seam, body plate, or lacquer/
coating defects or damage, which could result in leakage causing post-
process contamination

Process Steps”

5.

20.

Refrigerated mushroom storing

Improper storage temperature and humidity could result in increase

of bacterial load

Can/end storing

Physical damage could result in serious double seam defects, which could
result in postprocess contamination with pathogenic bacteria

Could be contaminated with rodent excrement

Dry ingredient storing

Could be contaminated with rodent excrement

Can depalletizing/inspection

Incorrect cans, physical damage, or serious visible defects could result in
leakage and postprocess contamination with pathogenic bacteria
Mushroom blanching

Improper cleaning of the blancher could result in the growth of thermophilic
bacteria in mushrooms

Inadequate blanching could result in insufficient removal of gases, which
could cause stress on double seams and perforations and lead to postprocess
contamination with pathogenic bacteria

Excessive blanching could result in textural changes to the mushrooms,
which could result in inadequate thermal processing

Can conveying

Physical damage could result in the formation of defective double seams,
which could lead to postprocess contamination with pathogenic bacteria
Weighing

Overfilled cans not properly rejected for overweight could be
underprocessed

CCP5B

CCP5B
GMP/GHP
(Sanitation)
GMP/GHP
(Premises)

CCP4B
CCP1B/CCP4B

GMP/GHP
(Equipment)

CCPIB
GMP/GHP
(Sanitation)

GMP/GHP
(Sanitation)

CCPIB

GMP/GHP
(Sanitation)
GMP/GHP
(Equipment)

GMP/GHP
(Equipment)

CCP2B

(continued)



Table

13 (continued)

Identified biological hazards

Controlled at

21. Water filling CCP5B
Inadequate temperature could result in low initial temperature and subsequent
underprocessing

22. Headspacing CCP3B
Insufficient headspace could result in excessive internal pressure during
processing causing distorted seams and leakage contamination

23. End feeding/closing/inspecting CCP4B
Ends with damaged curls or other serious defects could result in leakage CCP4B
nd contamination with pathogenic bacteria
Improperly formed double seams could result in leakage and contamination
with pathogenic bacteria

25. Thermal processing GMP/GHP
Nonvalidated process or vent schedule could result in underprocessing and (Records)
survival of pathogenic bacteria GMP/GHP
Improper flow patterns in processing area could result in heat-processed (Personnel)
cans being contaminated with unclean water from unprocessed baskets CCP5B
of cans CCP5B
Improper flow design in processing area could result in retort baskets CCP5B
missing the retort, allowing growth of pathogenic bacteria
Excessive time lapse between closing and retorting could result in excessive
buildup of bacteria, some of which could survive the thermal process
Lack of adherence to time, temperature, and other critical factors of the
scheduled process or vent schedule could result in inadequate heat treatment,
allowing the survival of pathogenic bacteria

26. Cooling CCP6B
Insufficient chlorinated cooling water could result in contamination of CCP6B
product during contraction of cans GMP/GHP
Excess chlorine in cooling water could result in corrosion and subsequent (Sanitation,
leakage and contamination of product personnel)
Insufficient contact time between the chlorine and water could result in GMP/GHP
contamination of product during contraction of the cans (Sanitation,
Insufficient or excessive cooling could result in thermophilic spoilage or personnel)
postprocess contamination because of leakage of corroded cans

27. Conveying/drying GMP/GHP
Contaminated water from wet and unclean postprocess equipment could (Sanitation)
contaminate product

28. Labeling/storing GMP/GHP
Physical damage to cans could result in leakage and contamination of (Equipment,
product personnel)
High temperatures could result in growth of thermophilic bacteria GMP/GHP

(Personnel)

29.  Shipping GMP/GHP

Physical damage to cans could result in leakage and contamination of product  (Personnel
training)
DATE: ______ APPROVED BY:

B, biological; C, chemical; Pk physical; GHP, good hygienic practices; GMP, good manufacturing practices.
“Numbers are from the flow diagram in Table 11.
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Table 14
Hazard Identification: Chemical Hazards

Product Name(s): Canned mushrooms
List all chemical hazards related to ingredients, incoming material, processing, product
flow, and so on.

Identified chemical hazards Controlled at

Ingredients/Materials

Mushrooms
Could contain pesticide residues See Form 9
Could contain heat-stable staphylococcal enterotoxin from improper
handling See Form 9
Water
Could be contaminated with dissolved heavy metals or toxic substances GMP/GHP
(Premises)
Empty cans/ends
Cans/ends could be contaminated with greases/oils or cleaning chemicals GMP/GHP
(Receiving,
storage, and
transport)
Process Steps®
6. Can/end storing GMP/GHP
Cans/ends could become contaminated with nonfood chemicals as a result (Sanitation)
of improper storage
7. Dry ingredient storing GMP/GHP
Food ingredients could become contaminated with nonfood chemicals if (Sanitation)
improperly stored
11. Mushroom blanching GMP/GHP
Cleaning-chemical residues could contaminate the mushrooms (Sanitation)
If live steam is used, boiler water additives could carry over and contaminate =~ GMP/GHP
the product (Sanitation)
14,16, Mushroom conveying, mushroom slicing/dicing, filling, end GMP/GHP
19,23. feeding/closing (Sanitation)

Cleaning-chemical residues or lubrificants could contaminate the mushrooms

DATE: APPROVED BY:

B, biological; C, chemical; P, physical; GHP, good hygienic practices; GMP, good manufacturing
practices.
“Numbers are from flow diagram in Table 11.

* Beef patties are cooked in a continuous oven. More than one critical limit is set to control
the hazard of heat-resistant pathogen survival. The critical limits could be minimum inter-
nal temperature of the patty; oven temperature; time in the oven determined by the belt
speed in rpm; or patty thickness. These examples illustrate that CCPs may be controlled
by more than one critical limit (Table 18).
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3.5.2. Operating Limits

If monitoring shows a trend toward lack of control at a CCP, operators can take
action to prevent loss of control of the CCP before the critical limit is exceeded. The
point at which operators take such action is called the operating limit.

The process may need to be adjusted when the operating limit is exceeded. Such
actions are called process adjustments. A processor should use these adjustments to
prevent loss of control and the need for product disposition. Tables 19, 20, and 21
show examples of critical limits vs operating limits.

3.6. Establish a Monitoring System for Each Critical Control Point
(Principle 4)

3.6.1. Monitoring

The Codex Hazard Analysis and Critical Control Point (HACCP) System and
Guidelines for Its Application defines monitoring as “the act of conducting a planned
sequence of observations or measurements of control parameters to assess whether a
CCP is under control." Monitoring procedures performed during the operation should
result in written documentation that will serve as an accurate record of the operating
conditions.

3.6.2. Design of a Monitoring System

The control measures are intended to control a hazard or hazards at each CCP. The
monitoring procedures will determine if the control measures are being implemented
and ensure that critical limits are not exceeded.

3.6.3. What Will Be Monitored?

Monitoring may mean measuring a characteristic of the product or of the process to
determine compliance with a critical limit. Examples include:

e Measurement of the time and temperature of a thermal process.
* Measurement of cold-storage temperatures.

¢ Measurement of pH.

¢ Measurement of A,,.

Monitoring may also mean observing whether a control measure at a CCP is being
implemented. Examples include:

* Visual examination of sealed cans.
e Verification of vendor’s certificates of analysis.

3.6.4. How Will Critical Limits and Preventive Measures Be Monitored?

Deviation from a critical limit should be detected in as short a time as possible to
allow corrective action to limit the amount of adversely affected product. The moni-
toring procedures should provide rapid (real-time) results and should not involve
lengthy analytical procedures. Microbiological testing is rarely effective for monitor-
ing CCPs for this reason, and also because large sample sizes would be needed to find
microorganisms at levels that may cause illness. Instead, physical and chemical mea-



Table 15
Hazard Identification: Physical Hazards

Product Name(s): Canned mushrooms
List all physical hazards related to ingredients, incoming material, processing, product flow
and so on.

Identified physical hazards Controlled at

Ingredients/Materials
Mushrooms
Could be contaminated with harmful extraneous
materials,e.g., glass, metal, plastic, wood
Empty cans
Could contain metal fragments, and so on.
Dry ingredients
Could be contaminated with harmful extraneous
materials
Process Steps”
1. Mushroom receiving
Inadequate protection against harmful extraneous
material could result in contamination of mushrooms
2. Can/end receiving
Inadequate protection against harmful extraneous
material could result in contamination of cans and ends
3. Dry ingredient receiving
Inadequate protection against harmful extraneous
material could result in contamination of ingredients

Not applicable (not likely to get
through equipment and inspection belt)

GMP/GHP (Receiving, storing, and
transport)

GMP/GHP (Receiving, storing, and
transport)
GMP/GHP (Premises)

GMP/GHP (Premises)

GMP/GHP (Premises)

5. Mushroom storing GMP/GHP (Premises, receiving,
Inadequate protection against harmful extraneous storage, and transport)
material could result in contamination of raw
mushrooms

6. Can/end storing GMP/GHP (Premises, receiving,
Inadequate protection against harmful extraneous storage, and transport)
material could result in contamination

7. Dry ingredient storing GMP/GHP (Premises, receiving,
Inadequate protection against harmful extraneous storage, and transport)
material could result in contamination of food
ingredients

9. Can inspection/depalletizing CCI1P
Empty cans coming from storage could contain
harmful extraneous material which could result in
contamination of food product

12. Can conveying GMP/GHP (Equipment)
Inappropriate design and protection against harmful
extraneous material could result in contamination of
food product
14. Mushroom conveying/inspection GMP/GHP (Premises,

Inappropriate design and protection against harmful

extraneous material could result in contamination of

the mushrooms

equipment, and personnel)

(continued)



HACCP in Food Safety 261

Table 15 (continued)

Identified physical hazards Controlled at

16. Mushrooms slicing/dicing GMP/GHP (Equipment)

18.

Product could become contaminated with metal

fragments from plant machinery

Foreign object removal GMP/GHP (Equipment)
Inadequate monitoring of foreign object removal could

allow foreign objects to contaminate the product

. Filling GMP/GHP (Equipment)

Filled cans of mushrooms could become contaminated
with metal fragments from the filling equipment

DATE: APPROVED BY:

C, chemical; P, physical; GHP, good hygienic practices; GMP, good manufacturing practices.
“Numbers are from flow diagram in Table 11.

surements (e.g., pH, A,,, time, temperature) are preferred, as they can be done rapidly
and can often be related to the microbiological control of the process. The equipment
used for monitoring CCPs will vary depending on the attribute being monitored.
Examples of monitoring equipment include:

e Thermometers.

e Clocks.

e Scales.

¢ pH meters.

e Water activity meters.

¢ Chemical analytical equipment.

3.6.5. Monitoring Frequency

Monitoring can be continuous or noncontinuous. When possible, continuous moni-
toring is preferred; it is possible for many types of physical or chemical methods.
Examples of continuous monitoring include:

e Measuring the time and temperature of a pasteurization or retorting process.
* Checking each package of frozen, mechanically chopped spinach with a metal detector.
* Monitoring the container closures on glass jars by passing them under a dud detector.

The following questions will help to determine the correct frequency:

*  How much does the process normally vary?

* How close is the operating limit to the critical limit?

¢ How much product is the processor prepared to risk if there is deviation from the critical
limit?



Table 16
CCP Determination

Process step/incoming  Category and identified Question®
material® hazard® 1 2 3 4 CCP no.
Mushrooms as B, pathogens Yes, N/A  Yes Yes,
delivered heat treatment thermal
processing
(25)
C, pesticides No, control is
C, heat-stable toxins at farms/growers
No, control is
at farms/growers,
storage
P, HEM Yes, visual Yes No
inspection and
foreign object
removal
Empty cans as B, postprocess contam- Yes, can tear- N/A Yes Yes,
delivered ination from serious down and closing and
internal seam defects inspection inspecting
(23)

B, postprocess contam- Yes, visual can N/A Yes Yes,

ination from serious inspection inspecting/

external visible can depalletizing

defects )

C, cleaning chemicals

(GMPs)

P-HEM N/A Yes Yes,
inspecting/
depalletizing
)

Dry ingredients as B, bacterial spores Yes, heat N/A  Yes Yes, thermal
delivered treatment processing
(25)

Water at intake

1. Mushroom
receiving

2. Can/end receiving

3. Dry ingredient
receiving

5. Mushrooms at
receiving

B, rodent excrement
(GMPs)
P, HEM (GMPs)

B, fecal coliform (GMPs)

C, heavy metals and
other toxic chemicals
(GMPs)

P - HEM (GMPs)

P - HEM (GMPs)
P - HEM (GMPs)

B, growth of pathogens
(GMPs)
P, HEM (GMPs)

(continued)



Table 16 (continued)

Process step/incoming  Category and identified Question®
material® hazard® 1 2 3 4 CCP no.

6. Can/end storing B, postprocess contam-  Yes, visual No Yes Yes,
ination because of inspection inspecting/
damaged cans/ends depalletizing
)
B, rodent excrement
(GMPs)
C, cleaning chemicals
(GMPs)
P, HEM (GMPs)
7. Dry ingredient B, rodent excrement
storing (GMPs)
C, cleaning chemicals
(GMPs)
P, HEM (GMPs)
9. Can inspecting/ B, postprocess contam-  Yes, visual Yes Yes CCP1
depalletizing ination because of inspection (BP)
incorrect cans or serious
can defects

P, HEM Yes, visual Yes Yes
inspection
11. Mushroom B, growth of
blanching thermophiles, textural

changes affecting
thermal process (GMPs)
B, inadequate removal
of gases (GMPs)

C, cleaning chemicals
(GMPs)

12. Can conveying B, postprocess contam-
ination because of
damage (GMPs)

P, HEM (GMPs)

14. Mushroom C, cleaning chemicals
conveying/ (GMPs)
inspecting P, HEM (GMPs)

16. Mushroom slicing/ C, cleaning chemicals,
dicing lubrificants (GMPs)

P, HEM (GMPs)

18. Foreign object P, metal fragments
removal (GMPs)

19. Filling C, cleaning chemicals,

lubrificants (GMPs)
P, metal fragments
(GMPs)

(continued)



Table 16 (continued)

Process step/incoming Category and identified Question®
material® hazard” 1 2 3 4 CCP no.
20. Weighing B, product heavier than ~ Yes, weighing Yes Yes No CCP 2
maximum fill weight in (B)
scheduled process
21. Water filling B, inadequate tempera-  Yes, take itjust No  Yes Yes, thermal
ture resulting in low prior to thermal processing
initial temperature (IT)  process (25)
for process
22. Head-spacing B, insufficient headspace Yes Yes Yes No CCP3
resulting in distorted, (B)
potentially leaking seams
23. End feeding/ B, postprocess contam-  Yes, visual Yes Yes No CCP4
closing/inspection ination because of inspection (B)
damaged ends
B, postprocess contam- Yes, visual Yes Yes No
ination because of and tear-down
improperly formed can inspection
seams
C, cleaning chemicals,
lubrificants (GMPs)
25. Thermal B, nonvalidated process
processing or vent schedule could
result in underprocessing
and survival of patho-
genic bacteria (GMPs)
B, improper flow patterns
for process could result
in crosscontamination
(GMPs)
B, improper flow patterns Yes, Yes, Yes No CCP 5
for process could allow  use of heat- (B)
bypass of thermal sensitive
process indicator
B, excessive delays Yes, monitor Yes Yes No
between closing and time lapse
retorting could result in  between the
excessive growth of two operations
pathogenic bacteria
B, lack of adherence to Yes, control Yes Yes No

time, temperature, and.
other critical factors of
scheduled process or
vent schedule could
result in inadequate

heat treatment and growth

of pathogens

critical factors
of scheduled

process and vent

schedule

(continued)



Table 16 (continued)

Process step/incoming Category and identified Question®

material® hazard® 1 2 3 4 CCP no.

26. Cooling B, postprocess contam-  Yes, control Yes Yes No CCP 6
ination during cooling/  chlorine level in B)
contracting of cans cooling water

because of insufficiently
chlorinated cooling water

B, postprocess contam-  Yes, control Yes Yes No
ination because of chlorine level
leakage resulting from in cooling water

corrosion from excessive
chlorine cleaning chemicals

B, insufficient chlorine
contact time could lead
to contamination (GMPs)

B, insufficient or
excessive cooling could
result in thermophilic s
poilage or contamination
because of corrosion
leakage (GMPs)

27. Conveying/drying B, unclean wet equipment
could lead to contamin-
ation (GMPs)

28. Labeling/storing B, postprocess contam-
ination because of
damaged cans (GMPs)
B, growth of thermopiles
(GMPs)

29. Shipping B, postprocess contam-
ination because of
damaged cans (GMPs)

B, biological; C, chemical; GMP, good manufacturing practice; HEM, harmful extraneous material; NA, not
available.

“Numbers are from flow diagram in Table 11.

bCategory and identified hazard: Determine whether hazard is fully controlled by adherence to Codex General
Principles of Food Hygiene. If Yes, indicate GMP, describe, and proceed to next identified hazard. If No, proceed to
Question 1.

“Questions. Question 1: Do control preventive measure(s) exist? If No, this is not a CCP. Identify how the
hazard can be controlled before or after the process and proceed to the next identified hazard. If Yes, describe and
proceed to the next question. Question 2: Is the operation specifically designed to eliminate or reduce the likely
occurrence of a hazard to an acceptable level? If No, proceed to Question 3. If Yes, this is a CCP; identify it as
such in the last column. Question 3: Could contamination with identified hazard(s) occur in excess of accept-
able level(s) or could these increase to unacceptable levels? If No, this is not a CCP; proceed to the next
identified hazard. If Yes, proceed to Question 4. Question 4: Will a subsequent operation eliminate identified
hazard(s) or reduce likely occurrence to an acceptable level? If No, this is a CCP; identify it as such in the last
column. If Yes, this is not a CCP; identify the subsequent step and proceed to the next identified hazard.



Table 17

Unaddressed Hazards

Product Name(s): Canned mushrooms
List any biological, chemical, and/or physical hazards that are not controlled

at the establishment

Unaddressed hazard from previous list

Identified methods of addressing the hazard”

C, raw mushrooms could contain

pesticide residues

C, raw mushrooms could contain
heat-stable staphylococcal enterotoxin
from improper grower handling

Upstream (farm-level) programs such as:

1. Training persons who apply pesticides

2. Purchasing registered pesticides for growers

3. Auditing growers’ application of pesticides and
records thereof

4. Requiring periodic pesticide residue analysis
reports

Upstream (farm-level) programs such as:
1. Training growers on handling of raw product
2. Ensuring growers’ use of proper, effective

refrigeration equipment
3. Ensuring prompt delivery of raw product after
picking

DATE:

APPROVED BY:

C, chemical.

¢ For example, cooking instructions, public education, use by date, and so on.

Table 18

Examples of Critical Limits

Hazard

CCP

Critical limit

Bacterial pathogens
(nonsporulating)
Metal fragments
Bacterial pathogens
Excessive nitrite
Bacterial pathogens

Food allergens

Histamine

Pasteurization

Metal detector
Drying oven

Curing room/brining
Acidification step
Labeling

Receiving

72°C for at least 15 s

Metal fragments >0.5 mm

A,, < 0.85 for controlling growth in dried
food products

Maximum 200 ppm sodium nitrite in
finished product

Maximum pH of 4.6 to control Clostridium
botulinum in acidified food

Label that is legible and contains a listing of
correct ingredients

Maximum of 25 ppm histamine levels in
evaluation of tuna for histamine?

A,,, water activity; CCP, critical control point.
“Regulatory action level is 50 ppm, but histamine levels may increase during processing. Therefore
industry may want to set lower histamine critical limits at receiving.
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Table 19

Critical Limits Versus Operating Limits

Process Critical limit Operating limit
Acidification pH 4.6 pH 4.3
Drying 0.84 4, 0.80 A,
Hot fill 80°C 85°C
Slicing 2cm 2.5 cm

A,,, water activity

3.6.6. Who Will Monitor?
Individuals assigned to monitor CCPs may include:

¢ Line personnel.

* Equipment operators.

e Supervisors.

¢ Maintenance personnel.

* Quality assurance personnel.

Once assigned, the individual responsible for monitoring a CCP must:

e Be adequately trained in the CCP monitoring techniques.

e Fully understand the importance of CCP monitoring.

* Have ready access (be close) to the monitoring activity.

e Accurately report each monitoring activity.

e Have the authority to take appropriate action as defined in the HACCP plan.
¢ Immediately report critical limit deviation.

It is important that the responsible individual report all unusual occurrences and
deviations from critical limits immediately to make sure that process adjustments and
corrective actions are made in a timely manner. This person should record and sign all
monitoring results and occurrences associated with monitoring CCPs. Records and
documents associated with monitoring CCPs should also be signed by one or more
responsible reviewing officials of the company.

3.7. Establish Corrective Actions (Principle 5)

3.7.1. Establishing Corrective Actions

The Codex Hazard Analysis and Critical Control Point (HACCP) System and
Guidelines for Its Application defines corrective action as “any action to be taken
when the results of monitoring at the CCP indicate a loss of control.” Loss of control is
considered a deviation from a critical limit for a CCP (47).
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Table 21

Examples of Control Procedures

Example of hazard  Critical control point Control procedures

Growth of Salting of salmon to ~ Required salt level: 3.0-3.5% NaCl in water

C. botulinum be smoked phase of fish samples for testing from every

batch

Contamination Chlorination of Continuous chlorine monitor, daily sampling of

cooling water water for testing.
Limit 5 ppm; tolerance 3—-5 ppm
Factory hygiene Specification of cleaning and sanitation

procedures

Visual control before work start

Twice weekly microbiological controls of
cleaned surfaces in contact with food

Limit < 100 cfu cm™2; tolerance mean < 100 cfu
cm2; Max. 103 cfu

Survival of Cooking Define and ensure time/temperature requirements.
pathogens Continuous and automatic recording of water
temperature

3.7.2. Deviation

The Codex guidelines for the application of the HACCP system define deviation as
“failure to meet a critical limit.” Procedures should be in place to identify, isolate, and
evaluate products when critical limits are exceeded. Inadequate deviation procedures
could result in unsafe products and the eventual recurrence of the deviation (48-54)
(Table 22).

The producer should control deviations as follows.

3.7.2.1. IDENTIFICATION OF DEVIATION

The producer should have a system in place to identify deviations when they occur.

3.7.2.2. IsOLATION OF AFFECTED PrRODUCT

The producer should have effective procedures in place to isolate, mark clearly,
and control all product produced during the deviation period, as follows:

e All affected product, i.e., that processed since the last point at which the CCP was known
to be under control, should be isolated.

e Isolated product should be clearly marked, e.g., with firmly attached tags, with informa-
tion including: hold number, product, amount, date held, the reason for the hold, the name
of the person holding the product.

e The producer should maintain control of the product from the hold date to the date of final
disposition.
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3.7.2.3. EvALUATION OF AFFECTED PrRODUCT

Evaluation of the affected product should be adequate to detect potential hazards,
i.e., it should be ensured that sampling is adequate to identify the extent of the prob-
lem, that the tests are appropriate, that the judgment is based on sound science, and
that the product is not released until the evaluation has determined that no potential
hazard exists.

3.7.3. Corrective Action Procedures

Corrective action should be taken following any deviation to ensure the safety of
the product and to prevent recurrence of the deviation.

Corrective action procedures are necessary to determine the cause of the problem,
take action to prevent recurrence, and follow up with monitoring and reassessment to
ensure that the action taken is effective. If the corrective action does not address the
root cause of the deviation, the deviation could recur.

The producer’s corrective action program should include the following:

e Investigation to determine the cause of the deviation.
* Effective measures to prevent recurrence of the deviation.
e Verification of the effectiveness of the corrective action taken.

3.7.4. Deviation and Corrective Action Records

Records should be available to demonstrate the control of products affected by the
deviation and the corrective action taken.

3.7.4.1. DEVIATION

e Product/code.

* Date produced/held/released.

¢ Amount of product held.

¢ Results of evaluation: amount analyzed, analysis report, number and nature of defects.
¢ Signature of personnel responsible for hold and evaluation.

¢ Disposition of held product (if appropriate).

¢ Signed authorization for disposition.

3.7.4.2. CORRECTIVE ACTION

¢ Corrective action taken to correct deficiency.

* Follow-up/assessment of effectiveness of corrective action
¢ Date.

¢ Signature of person responsible.

3.7.5. Deviation Procedures
The following are some examples of deviation procedures for different products.
3.7.5.1. Mik

Antibiotics in incoming raw milk are detected by a rapid screening test. The detected
level exceeds the established critical limit. The milk receiver refers to the deviation pro-
cedure.
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The deviation procedure states that the milk is to remain in the truck and not be
unloaded. The procedure also describes the follow-up action. The processor will fol-
low up with the milk supplier involved. All corrective actions are recorded (35,55-58).

3.7.5.2. COOKED SAUSAGES

Cooked sausages are sliced with equipment that has not been cleaned with the
specified frequency. The supervisor notices that the slicer has excessive product
buildup and believes that the sausages are being subjected to excessive bacterial
contamination.

The deviation procedure states that the supervisor must hold all product produced
since the last recorded clean-up. The product under hold is subjected to microbiologi-
cal testing and is not released until the laboratory results are received. The deviation
procedure also states that the employee responsible for equipment cleaning should
be questioned as to the reason for the deviation from the specified procedure and be
retrained as necessary.

3.8. Establish Verification Procedures (Principle 6)
3.8.1. Verification

The Codex guidelines define verification as “the application of methods, proce-
dures, tests and other evaluations, in addition to monitoring to determine compliance
with the HACCP plan.” Verification and auditing methods, procedures, and tests,
including random sampling and analysis, can be used to determine whether the
HACCEP system is working correctly (20,47).

3.8.2. Description of Verification Activities

Each HACCP plan should include verification procedures for individual CCPs and
for the overall plan.

3.8.2.1. HACCP PLAN VALIDATION

Validation is the act of assessing whether the HACCP plan for the particular prod-
uct and process adequately identifies and controls all significant food safety hazards
or reduces them to an acceptable level. HACCP plan validation should include:

e Review of the hazard analysis.

e CCP determination.

e Justification for critical limits, based for example on current good science and regulatory
requirements.

¢ Determination of whether monitoring activities, corrective actions, record-keeping pro-
cedures, and verification activities are appropriate and adequate.

The process of validating an existing HACCP plan should also include:

¢ Review of HACCP audit reports.

* Review of changes to the HACCP plan and the reasons for those changes.
e Review of past validation reports.

¢ Review of deviation reports.



274 Herrera

¢ Assessment of corrective action effectiveness.
¢ Review of information on consumer complaints.
¢ Review of linkages between the HACCP plan and GMP programs.

3.8.2.2. HACCP SvysTtem AubpITS

Audits are systematic and independent examinations involving on-site observations,
interviews, and reviews of records to determine whether the procedures and activities
stated in the HACCP plan are implemented in the HACCP system.

Records to be reviewed during auditing of the HACCP plan include, for example,
those demonstrating that:

¢ Monitoring activities have been performed at the locations specified in the HACCP plan.

* Monitoring activities have been performed at the frequencies specified in the HACCP
plan.

¢ The affected product has been controlled and corrective actions have been taken when-
ever monitoring has indicated the occurrence of a deviation from critical limits.

¢ Equipment has been calibrated at the frequencies specified in the HACCP plan. Audits
should occur frequently enough to ensure that the HACCP plan is being followed con-
tinuously. This frequency depends on a number of conditions, such as the variability of
the process and product.

3.8.2.3. CALIBRATION

Calibration involves checking instruments or equipment against a standard to ensure
accuracy. Calibration should be documented, and the records should be available for
review during verification.

Calibration of CCP monitoring equipment is important; if the equipment is out of
calibration, then monitoring results will not be accurate and may be completely unre-
liable.

3.8.2.4. TARGETED SAMPLE COLLECTION AND TESTING

Verification may also include targeted sampling and testing and other periodic activi-
ties. Targeted sampling and testing involves taking product samples periodically and
testing them to ensure that critical limits are appropriate for product safety. When
sampling and testing are used as a verification tool, the usefulness of the test often
depends on how the material is sampled. The risk and level of confidence needed will
determine the sample size and the method of sample collection.

3.8.3. Role of Microbiological Testing in HACCP Verification

Microbiological testing is seldom effective for monitoring CCPs and cannot be
used as a means of process control because of the lengthiness of analytical procedures
and the inability to provide results in real time (39).

Microbiological testing does have a role in HACCP verification, however: when
critical limits are established for the elimination of pathogens or their reduction to an
acceptable level, microbiological testing can be used to verify the HACCP plan’s
effectiveness and to ensure that the identified microbiological limits have not been
exceeded.
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3.8.4. Verification Frequency

Verification activities should be performed according to a pre-established schedule
described in the HACCP plan or whenever there are indications that the food safety
status may have changed. These indications may include:

* On-line observations that CCPs may not be operating within critical limits.

e Record reviews indicating inconsistent monitoring.

e Record reviews indicating that CCPs are repetitively operated outside critical limits.
e Consumer complaints or product rejections by customers.

* New scientific data

3.8.5. Records of Verification

Records of verification should include methods, date, individuals and/or organiza-
tions responsible, results or findings, and action(s) taken.

3.8.6. Regulatory Verification

The reasons for regulatory verification activities include, among others: govern-
ment obligation in consumer protection, support to the food industry (particularly
medium- and small-scale food industry), and assistance to industry in trade opportuni-
ties when certification is required.

The inspector should document the existence and implementation of the HACCP
plan. Regulatory verification should also involve review and/or audit of the adherence
of the processor’s HACCP system to its HACCP plan. In particular, the inspector
should focus on the following:

e Review of the hazard analysis.

* Review of the CCP determination.

e Verification that the critical limits are based on good science and meet regulatory
requirements.

e Review of the deviation and corrective action procedures.

e Review of the verification procedures.

e Review of records to verify that the HACCP plan is being followed effectively at all
times.

e Verification of the accuracy of CCP monitoring equipment.

3.9. Establish Documentation and Record Keeping (Principle 7)
3.9.1. Documentation and Record Keeping

A record shows the process history, the monitoring, the deviations, and the correc-
tive actions (including disposition of product) that occurred at the identified CCP. It
may be in any form, e.g., processing chart, written record, computerized record. The
importance of records to the HACCP system cannot be overemphasized. It is impera-
tive that the producer maintain complete, current, properly filed, and accurate records.

Four types of records should be kept as part of the HACCP program:

e Support documentation for developing the HACCP plan.
e Records generated by the HACCP system.

e Documentation of methods and procedures used.

e Records of employee training programs.
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3.9.2. Support Documents

The HACCP plan support documents include information and support data used to
establish the HACCP plan such as the hazard analysis and records documenting the
scientific basis for establishing the CCPs and critical limits (31). Examples include:

* Data used to establish the control measures to prevent microbiological growth.
¢ Data used to establish the shelf life of the product (if age of the product can affect safety).
¢ Data used to establish the adequacy of critical limits in ensuring the safety of the product.

The HACCP plan support documents should also include a list of the HACCP team
members and their responsibilities, as well as all the forms produced during the prepa-
ration of the HACCP plan, showing:

¢ Product description and intended use.

* Flow diagram.

e Hazard analysis.

¢ Identification of CCPs.

¢ Identification of the critical limits for each CCP, including data from experimental stud-
ies or information collected to support the critical limits.

¢ Documented deviation and corrective action plans

¢ Planned verification activities and procedures.

* Identification of the preventive measures for each hazard.

3.9.3. Records Generated by the HACCP System

HACCP system records are kept to demonstrate adherence of the HACCP system
to the HACCP plan. These records are used to demonstrate control at CCPs in the food
process. The records generated by the HACCP system include all activities and docu-
mentation required by the plan.

3.9.3.1. MONITORING REcORDS FOR ALL CCPs

All HACCP monitoring records should be kept on forms that contain the following
information:

* Form title.

e Time and date.

¢ Product identification (including product type, package size, processing line, and product
code).

¢ Critical limits.

* Monitoring observation or measurement.

¢ Operator’s signature or initials.

e Corrective action taken, where applicable.

e Reviewer’s signature or initials.

e Date of review.

3.9.3.2. DevIATION AND CORRECTIVE ACTION RECORDS

¢ Identification of the deviant lot/product.

* Amount of affected product in the deviant lot.
e Nature of the deviation.

¢ Information on the disposition of the lot.

e Description of the corrective action.
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3.9.3.3. VERIFICATION/VALIDATION RECORDS

¢ In-house on-site inspection.

e Equipment testing and evaluation.

e Accuracy and calibration of monitoring equipment.

¢ Results of verification activities, including methods, date, individuals and/or organiza-
tions responsible, results or findings, and action taken.

3.9.4. Documentation of Methods and Procedures Used

The producer should maintain records of the methods and procedures used in the
HACCP system.

e Description of the monitoring system for the critical limit of each CCP, including the
methods and equipment used for monitoring, the frequency of monitoring, and the person
performing the monitoring.

¢ Plans for corrective actions for critical limit violations or situations resulting in potential
hazards.

¢ Description of record-keeping procedures, including copies of all record forms.

e Description of verification and validation procedures.

3.9.5. Records of Employee Training Programs

Records should be kept of all employee training. This is of particular importance
for employees involved in monitoring critical limits for CCPs and those involved with
deviation review, corrective actions, and verification. These employees must be
trained to understand fully the appropriate procedures/methods and actions to be
taken regarding control of CCPs (Table 22).

4. Notes

1. The intent of the HACCP system is to focus control at CCPs. Redesign of the operation
should be considered if a hazard that must be controlled is identified but no CCPs are
found.

2. The HACCP application should be reviewed and necessary changes made when any modi-
fication is made in the product, process, or any step. It is important when applying HACCP
to be flexible when appropriate, given the context of the application, taking into account
the nature and the size of the operation.

3. Prior to application of HACCP to any sector of the food chain, that sector should be
operating according to the Codex General Principles of Food Hygiene, the appropriate
Codex Codes of Practise, and appropriate food safety legislation. Management commit-
ment is necessary for implementation of an effective HACCP system.

4. HACCP should be applied to each specific operation separately. CCPs identified in any
given example in any Codex Code of Hygienic Practice might not be the only ones iden-
tified for a specific application or might be of a different nature.

5. During hazard identification, evaluation, and subsequent operations in designing and
applying HACCP systems, consideration must be given to the impact of raw materials,
ingredients, food manufacturing practices, role of manufacturing processes to control haz-
ards, likely end-use of the product, categories of consumers of concern, and epidemio-
logical evidence relative to food safety.
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Testing Disinfectants in the Food Factory
Phenol Coefficient Method

Anavella Gaitan Herrera

1. Introduction

Contamination of foods by the environment has direct public health and keeping
quality significance. The food factory environment (with raw materials and process-
ing) governs the numbers and types of microorganisms in finished products (). Use of
the appropriate sampling procedures permits us to discover the magnitude and type of
contamination. Microbiological sampling allows objective evaluation of the disinfec-
tants and the sanitation practices and procedures used in the food factory (2; see Note 1).

Disinfectants are antimicrobial pesticides that are primarily used on inanimate sur-
faces (such as floors, walls, and countertops) to kill infectious bacteria, fungi, and
viruses. Antimicrobial pesticides are substances used to kill or suppress the growth of
harmful microorganisms on inanimate objects and surfaces (3). Products intended for
the control of microorganisms in or on people or animals are considered drugs, not
pesticides, and are therefore regulated by the Food and Drug Administration (FDA).
Antimicrobial pesticides (4,5) are divided into two broad use categories:

1. Non-public health products include those used to control the growth of algae, odor-
causing bacteria, and microorganisms causing spoilage, deterioration, and fouling of
materials. Examples include antimicrobials used in cooling towers, paints, and paper
products (6).

2. Public health products are intended to control microorganisms infectious to people.
Examples include sterilants, which are used to destroy or eliminate all forms of micro-
bial life including fungi, viruses, and all forms of bacteria and their spores; disinfectants,
which are used to destroy or irreversibly inactivate infectious fungi and bacteria, but not
necessarily their spores; and sanitizers, which are used to reduce, but not necessarily
eliminate microorganisms. Examples range from sterilants used to treat surgical instru-
ments to disinfectants applied to hospital floors, walls, and bed linens and sanitizers used
on carpets or in laundry additives (6).

From: Methods in Molecular Biology, vol. 268: Public Health Microbiology: Methods and Protocols
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Products making pesticidal claims are registered by the Environmental Protection
Agency (EPA). In the early 1990s, the Office of Pesticide Programs (OPP) imple-
mented the Antimicrobial Product Testing Program to test the antimicrobial effective-
ness and chemical composition of the EPA-registered products (7,8).

In 1881, Robert Koch developed the first method for evaluating the activity of dis-
infectants (9). In 1897, Kroing and Paul noted that the activity of disinfectants could
be compared under controlled conditions (temperature and concentration) (9). In 1903,
Rideal and Walker developed the phenol coefficient method (10). The novelty of this
method was the standardization of components (test methods, recovery medium,
microorganisms, and disinfectant stock solution). This method continues to be used
today with some modifications (3). Ideally, food, finished product container, and prod-
uct contact surfaces of the equipment should be practically free from microorganism
(see Note 2).

The purposes of microbiological monitoring can be summarized as follows (6):

Determination of the frequency required for execution of sanitation cycles.
Determination of environmental contamination by foodborne pathogens.

Evaluation of designs of food processing facilities and equipment in terms of sanitation.
Discovery of environmental sources of spoilage organisms in response to shelf life problems.
Determination of the efficiency of sanitation procedures and cycles.

Determination of the frequency required for special maintenance procedures (changing
of air filters to reduce airborne mold contamination.

IO e

The Phenol Coefficient Method given here is applicable to testing disinfectants
miscible with water or for standard resistance of test bacteria. The 95% confidence
limits are = 12% (3).

2. Materials
2.1. Culture Media

1. Nutrient broth (see Note 3): Boil 5 g beef extract, 5 g NaCl and 10 g peptone in 1 L H,O
for 20 min and adjust to pH 6.8. Filter through paper. Place 10-mL portions in 20 X 150-mm
test tubes. Autoclave for 20 min at 121°C.

2. Synthetic broth:

a. Solution A: dissolve 0.05 g L-cystine, 0.37 g bL-methionine, 0.4 g L-arginine-HCI, 0.3
g pL-histidine-HCI, 0.85g L-lysine-HCL, 0.21 g L-tyrosine, 0.5 g pL-threonine, 1.0 g DL-
valine, 0.8 g L-leucine, 0.44 g pL-isoleucine, 0.06 g glycine, 0.61 g pL-serine, 0.43 g DL-
alanine, 1.3 g L-glutamic acid-HCI, 0.45 g L-aspartic acid, 0.26 g pL-phenylalanine,
0.05 g pL-tryptophan, and 0.05 g L-proline in 500 mL H,O containing 18 mL 1 N
NaOH.

b. Solution B: dissolve 3.0 g NaCl, 0.2 g KCI, 0.1 g MgSO,-7 H,0, 1.5 g KH,PO,4, 4.0 g
Na,HPO,, 0.01 g thiamine-HCI, and 0.01 g niacinamide in 500 mL H,O. Mix solution
A and solution B, dispense in 10-mL portions in test tubes (16 x 150 mm), and auto-
clave (20 min at 121°C). Before using for daily transfers of test cultures, aseptically
add 0.1 mL sterile 10% glucose solution per test tube. Grow cultures with tube slanted
8° from horizontal.
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3.

2.2,

. Test organism (see Note 2):

2.

Nutrient agar: Dissolve Bacto Agar to 1.5% in nutrient broth (or synthetic broth) and
adjust to pH 7.2 or 7.4, add 10-mL portions per tube (13 x 100 mm), autoclave (20 min at
121°C), and slant.

Letheen broth (see Note 4): Dissolve 0.7 g lecithin and 5.0 g polysorbate 80 or Tween-80
in 400 mL of hot H,O and boil until clear. Add 600 mL solution of 5.0 g beef extact,
10.0 g peptone, and 5.0 g NaCl in H,O and boil for 10 min. Adjust pH to 7.0 £ 0.2 (with
1 N NaOH or 1 N HC)). Filter through coarse paper, transfer 10-mL portions to test tubes
(16 x 150 mm), and autoclave (20 min at 121°C).

. Thioglycolate medium USP XX (see Note 4): Mix 0.5 g L-cystine, 0.75 g agar-agar, 2.5 g

NaCl, 5.5 g glucose-H,0, 5.0 g H,O-soluble yeast extract, and 15.0 g pancreatic digest of
casein with 1 L H,O. Heat in H,O bath to disolve, add 0.5 g sodium thioglycolate (or 0.3 g
thioglycolate acid), and adjust to pH 7.1 = 0.2 (with 1 N NaOH). Filter if necessary when
hot (without boiling) through moistened filter paper. Add 1.0 mL of 0.1% sodium
resarzurin solution (freshly prepared). Transfer 10 mL medium to 16 X 150-mm tubes
and autoclave (20 min at 121°C). Cool to 25°C and store at 20-30°C (protected from
light).

Reagents and Apparatus

a. Salmonella typhi, ATCC 6539: Maintain stock culture on nutrient agar slants and
transfer monthly. Incubate new stock transfer for 2 d at 2-5°C. Inoculate tubes of
nutrient broth, from stock culture and make at least four consecutive daily transfers
(=30) in nutrient broth, incubating at 37°C (before using culture for testing). Culture
the organism for 22-26 h in nutrient broth at 37°C in test tubes. Shake and let settle
for 15 min before using.

b. Staphylococcus aureus, ATCC 6538: Use 22-26-h cultures of S. aureus, having at
least the resistance indicated in Table 1 at 20°C. Maintain stock culture on nutrient
agar slants. Incubate both 18-24 h at 37°C. (Store slants at 2-5°C). Inoculate
Trypticase soy agar (TSA) plates, and Mannitol Slants Agar (MSA). Incubate over-
night at 37°C. Colonies of S. aureus are round, shiny, and yellow. Gram staining
shows Gram positive cocci. Store the cultures for 30 d (2-5°C).

c. Pseudomonas aeruginosa ATCC 15442: Use 22-26-h cultures of P. aeruginosa, hav-
ing at least the resistance indicated in Table 2, at 20°C. Inoculate Cystina trypticase
agar (CTA). Incubate tube 18-24 h at 37°C and store at 2-5°C. Inoculate TSA and
Pseudosel Petri plates; incubate overnight at 37°C. Colonies of P. aeruginosa are flat,
greenish-yellow, and opaque. Gram staining shows Gram-negative rods. Store cul-
tures for 30 d (2-5°C).

Phenol stock solution (see Note 5): Solution should be 5% w/v.

a. Weigh 50 g phenol (USP), which congeals at =40°C, in beaker.

b. Dissolve in H,O, rinse solution in 1-L volumetric flask, and dilute to volume.

c. Standardize with 0.1 N KBr-KbrOj solution (see Subheading 2.2.3.).

d. Transfer 25 mL stock solution to 500 mL volumetric flask and dilute to volume with
H,O.

e. Transfer 15-mL aliquot of diluted solution to 500 mL I, flask and add 30 mL standard
KBr-KBr05 solution.

f. Add 5 mL HCI and immediately insert stopper. Shake frequently (for 30 min) and let
stand for 15 min.
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Table 1
Phenol Coefficient Method of Testing Disinfectants
Against Staphylococcus aureus?

Phenol dilution 5 min 10 min 15 min
1-60 +or0 +or0 0
1-70 + + +

%0, organism not present; +, organism present

From 5% stock phenol solution (1:20) dilute further to make 1:60 and 1:70
dilutions. 5 min, 10 min, and 15 min correspond to a set of transfers; for example,
after 30 s, transfer loop from second subculture tube and continue process for each
successive dilution; 5 min after making first transfer, repeat for 10 and 15 min
intervals.

Table 2
Phenol Coefficient Method of Testing Disinfectants
Against Presudomonas aeruginosa®

Phenol dilution 5 min 10 min 15 min
1-80 +or0 +or0 0
1-90 + + +

“Q, organism not present; +, organism present.

From 5% stock phenol solution (1:20) dilute further to make 1:80 and 1:90
dilutions. 5 min, 10 min, and 15 min correspond to a set of transfers; for example,
after 30 s, transfer loop from second subculture tube and continue process for each
successive dilution; 5 min after makeing first transfer, repeat for 10 and 15 min
intervals.

. Remove stopper just enough to quickly add 5 mL 20% KI solution, taking care that

no Br, vapors escape, and immediately stopper the flask.

. Shake thoroughly, remove stopper, and rinse it and neck of flask with a little H,O so

that washings flow into flask.

i. Titrate with 0.1 N Na,S,03, using starch indicator. (Mix approx 2 g finely powdered

potato starch with cold H,O to a thin paste, add approx 200 mL boiling H,O, stirring
constantly, and immediately discontinue heating.) Add approx 1 mL Hg, shake, and
let stand over the Hg (1 mL 0.1 N KBr-KbrO; = 0.001569 g phenol).

% phenol in stock solution = (30 mL 0.1 N Na,S,0; solution from tritation)
% 0.001569 x 1333 x 100/1000

where: 30 mL 0.1 N KBr-KbrOj; solution added.

0.001569 = g phenol equivalent to 1 mL 0.1 N KBr-KbrOj solution.
1333 = dilution factor.

1000 = original volume phenol stock solution.

j- If necessary, adjust solution to 5.00 = 0.05% phenol by adding H,O or phenol.
k. Keep in well-stoppered amber bottles in cool place, protected from light.
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3.

o

Potassium bromide-bromate solution 0.1 N: Standardization: Transfer 30 mL to I, flask,
and add 25 mL H,0O, 5 mL 20% KI solution and 5 mL HCI. Shake thoroughly and titrate
with 0.1 N Na,S,03, using starch indicator.

Transfer loop: Make 4-mm id single loop at the end of a 50-75-mm or 4-mm loop fused
on a 75-mm shaft. Then bend the loop at 30° angle with stem.

Water bath: Maintain a constant temperature of maintaining 20 £ 0.2°C.

Racks.

Glassware: Sterilize all glassware for 2 h in hot air at 180°C. (Place pipets in closed metal
containers before sterilizing.)

3. Methods
3.1. Technique

1.

10.

Make a 1% stock solution of the disinfectant to be tested. (You can use other concentra-
tions; the convenient dilution depends on the anticipated dilution.) Keep in a glass-stop-
pered cylinder.

Make final dilutions, from 1% stock dilution, into test tubes and remove all in excess of
>5 mL. The range of dilutions should cover killing limits of disinfectant in 5—-15 min and
should at the same time be close enough for accuracy.

From 5% stock phenol solution (1:20), dilute further to make 1:90 and 1:100 dilutions,
and place in medication tubes.

Place these tubes (containing 5 mL each of final dilutions of disinfectants and phenol)
and tubes containing test culture in an H,O bath at 20°C and leave 5 min.

Add 0.5 mL of the test culture to each of the dilutions at time intervals corresponding to
intervals at which transfers are to be made. Thus, by time 10 tubes have been seeded at
30-s intervals, 4.5 min have elapsed, and a 30-s interval intervenes before transfer to the
subculture begins.

Add culture from graduated pipet large enough to see all tubes in any one set. In inoculat-
ing test tubes, hold them in a slanted position after removal from bath, insert the pipet to
just above the surface of the disinfectant, and run in the culture without letting the tip
touch the disinfectant.

After adding culture, agitate gently but thoroughly to ensure even distribution of bacteria,
and replace in the bath 5 min after seeding. For the first test tube, transfer one loopful of
the mixture of culture and diluted disinfectant from the test tube to the corresponding
subculture tube. To facilitate transfer of uniform drops of antibacterial mixture, hold the
tube at a 60° angle, and withdraw the loop so that the plane of the loop is parallel with the
surface of the liquid.

After 30 s, transfer one loopful from the second test tube to the second subculture tube,
and continue the process for each successive dilution; 5 min after making the first trans-
fer, begin the second set of transfers for a 10-min period, and finally repeat for a 15-min
period.

Gently agitate the test tubes before taking each interval loop subsample. Before each
transfer, heat the loop to redness in a flame, and flame the mouth of every tube. Sterilize
the loop immediately after each transfer (before replugging tubes) to allow time for cool-
ing. Use care in transferring and seeding to prevent the pipet or needle from touching the
sides or mouth of the test tube, and see that no cotton threads adhere to the inner sides or
mouth of the tubes.

Incubate the subculture for 48 h at 37°C and read the results.
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Table 3

Example of Methods for Calculating Phenol Coefficient Number?

Disinfectant (X) Dilution 5 min® 10 min® 15 min®
1:300 0 0 0
1:325 + 0 0
1:350 + 0 0
1:375 + + 0
1:400 + + +
Phenol
1:90 + 0 0
1:100 + + +

“Phenol coefficient number for S. typhi (PCN g ,,,4) = 350/90 = 3.89.
350, Highest dilution of disinfectant that kills test organism in 10 min but notin 5.
90, Highest dilution of phenol that kills test organism in 10 min but not in 5.
3.89, Dilution of disinfectant capable of killing S. typhi in 10 min but not in 5.

%0, organism not present; +, organism present.

11. Thoroughly agitate individual subculture tubes before incubation. Macroscopic examina-
tion is usually sufficient. Occasionally a 3-d incubation period, agar streak, microscopic
examination, or agglutination with specific antiserum may be necessary to determine
feeble growth or suspected contamination.

3.2. Calculation

Express results in terms of phenol coefficient number, or highest dilution that kills
the test organism in 10 min but not in 15 min, whichever most accurately reflects the
germicidal value of the disinfectant. The phenol coefficient is the number obtained by
dividing the numerical value of the greatest dilution (denominator of fraction express-
ing dilution) of disinfectant capable of killing the microorganism in 10 min but not in
5 min by the greatest dilution of phenol showing the same results. Examples of how to
calculate the phenol coefficient number are given in (Tables 3 and 4).

If none of the dilutions of disinfectant shows growth in 5 min and killing in 10 min,
estimate a hypothetical dilution only when any three consecutive dilutions show the
following results: first, no growth in 5 min; second, growth in 5 and 10 min but not in
15 min; and third, growth in 5, 10, and 15 min (Table 5).

4. Notes

1. All methods used to evaluate antimicrobial efficacy are influenced by factors that can
affect the activity of a disinfectant, such as (5):

a. Efficacy under test conditions.

b. Activity in the target food process.

c. Factors inherent in the microorganism (phenotypes and genotypes from the type test
satrain) (11).

d. The antimicrobial agent.

e. The test medium.
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Table 4

Satisfactory Readings for Phenol Control®

Phenol dilution 5 min 10 min 15 min
1:90 +or0 +or0 0
1:100 + + +or0

0, organism not present; +, organism present.

Table 5

Conditions Needed to Establish Hypothetical Dilution?

Disinfectant (X) Dilution 5 min® 10 min® 15 min®
1:300 0 0 0
1:350 + + 0
1:400 + + +
Phenol
1:90 0 0 0
1:100 + + +

“Establish hypothetical dilution: PCN = 325/95 = 3.42. 325, Highest dilution
of disinfectant that killing test organism in 10 min but not in 5. 95, Highest dilu-
tion of phenol that killing test organism in 10 min but not in 5. 3.42, Dilution of
disinfectant capable of killing microorganism in 10 min but not in 5.

b0, organism not present; +, organism present

f. The test procedure itself.

g. The size and physical state of the inoculum (12).

h. The cell physiology and concentrations of microorganism(s) tested. One should iden-
tify the factors capable of influencing results.

2. The microorganism(s) selected for use in the disinfectant evaluation should reflect the
flora of the target food process.

3. Nutrient broth: The colorimetric method is adjusted to give dark green with bromothymol
blue. Use this broth for daily transfers of test cultures (3).

4. For subculture media: Fluid thioglycolate medium USP XX will usually give the lowest
result with oxidizing products and products formulated with toxic compounds containing
certain heavy metals like Hg. Letheen broth will usually give the lowest results with
products containing cationic surface active materials. Letheen broth can be obtained from
special laboratories (3).

5. Itis a commonly accepted criterion that disinfectants be at a dilution equivalent in germi-
cidal efficiency to phenol against S. ryphi by calculating 20X the S. typhi coefficient to
determine the number of parts of H,O in which 1 part disinfectant may be mixed; this
must be regarded as presumptive (3).
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Nontraditional Method of Evaluating Disinfectants
With Isolated Microorganisms From the Food Factory

Anavella Gaitan Herrera

1. Introduction

Cleaning and disinfection in the food industry are critical in the production process,
and the efficacy of the disinfectants used is frequently debated (1). Several factors are
involved in the effectiveness of a disinfectant agent. It is important to consider the
number and type of microorganism present as well as the physical and chemical char-
acteristics of the water; these factors vary from industry to industry and they deter-
mine efficacious disinfection (2).

In the laboratory it is possible to evaluate disinfectants to be used in a particular
factory, even though these are different from those reported by international organiza-
tions (3). Some useful practices are:

1. To use cultures of microorganisms isolated in one’s own lab instead of reference cultures.

2. To use as a diluter the water that is used daily in the factory under question.

3. To compare different disinfectant products under identical conditions of time and tem-
perature.

This methodology is useful for microorganisms that are ubiquitous in the food
industry (4).

2. Materials

Trypticase Soy broth in tubes.

Cultures to be tested.

Tubes with 2.0 mL of water from the factory, to be used as diluters.
Pipets of 2.0 and of 10 mL.

Petri plates with trypticase soy agar.

Disinfectants to be evaluated.

Microorganisms to be tested.

NNk~
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5.0 x 10° microorganisms/mL
0.2 mL
l
l | I
2.0 mL of
water
0.25 mL 0.50 mL 0.75 mL Control
1 min
Control / 0.75%
0.25% \ // 0.50%
Fig. 1. Scheme for the evaluation of disinfectant.
3. Methods

1.

w

Prepare a series of three dilutions of the disinfectant to test for concentrations above and
below those recommended by the maker, using water from the plant free of chlorine (see
Note 1).

Place 2.0 mL of each concentration in a test tube

Prepare as many series as there are microorganisms to be evaluated.

Prepare a suspension from each equivalent microorganism of 5.0 x 10° microorganisms/
mL according to MacFarland’s scale (see Note 2).

Inoculate 0.2 mL of the suspension from the microorganism into each of the dilutions.
Prepare four Petri dishes for each time interval (1, 2, 5, and 10 min) so that the disinfec-
tant (at concentrations of 0.25, 0.50, and 0.75%) will be in contact with the microorgan-
ism. use plates of trypticase soy agar (if the microorganism is a bacterium) or Saboureaud
agar (if the microorganism under evaluation is a mold). Using a gaged handle inoculate
the agar by making four grooves in the surface, one for each concentration, at 1, 2, 5, and
10 min after initial inoculations of each concentration (see Fig. 1).

Repeat the same procedure at 2, 5, and 10 min.

Incubate the plates sown with bacteria at 35°C for 24—48 h and those sown with molds at
22-24°C for 3-5 d.
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9.

10.

Carry out the reading comparatively with the control, considering the number of grooves
that show growth and the density, on a numeric scale from O to 4.

Interpretation: The product to choose will be the one that inhibits growth at the smallest
concentration in the shortest time of contact with the evaluated agent.

4. Notes

1.

It should be free of chlorine since the residual action of chlorine can interfere with evalu-
ation of the disinfectant being tested.

Prepare BaSO, suspensions corresponding to a bacterial concentration of 5.0 x 10° bac-
terial count/mL. Mix 4.0 mL of 2% BaCl, solution (v/v) + 96.0 mL of 1% H,SO, solu-
tion (v/v).
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Microbiological Analysis of Cosmetics

Anavella Gaitan Herrera

1. Introduction

Cosmetics are products of chemical or natural origin dedicated specifically for use
in skin and mucosa (). The constant development of the cosmetic industry has gener-
ated the necessity to carry out microbiological analysis on the raw materials used in
the industrial production of cosmetics as well as the final products, with the purpose of
obtaining products of good microbiological quality (2).

Cosmetic products are recognized to be substrates for the survival and development
of a large variety of microorganisms, since they possess some of the nutrients that
facilitate growth such as: lipids, polysaccharides, alcohol, proteins, amino acids, glu-
cosides, esteroids, peptides, and vitamins. Also, the conditions of readiness (oxygen-
ation, pH, temperature, osmotic degree, superficial activity, perfume, and essential
oils) present in the cosmetic products favor microbial multiplication (3).

Routine analyses to determine the microbiological quality of a cosmetic product
include the following:

Count of mesophilic aerobic microorganisms.

Most probable number (MPN) of total coliforms.
Count of molds and yeasts.

Absence/presence of Staphylococcus aureus probe.
Absence/presence of Pseudomonas aeruginosa probe.

2. Materials

Flask with 90 mL of TAT broth (tripticase azolectin Tween) or Letheen broth (see Note 1).
Tubes with 9 mL TAT broth or Letheen broth.

Tripticase soy agar + lecithin and Tween-80 fused and cooled 45°C.

Nine tubes of Brilliant Green Bile broth, with fermentation tube (Durham).
Oxytetracycline-glucose-yeast (OGY) agar or potato glucose agar.

Petri plates with Vogel and Johnson agar.

Petri plates with Cetrimide (AlphaBisciences) or Presudosel agar.

Nk W=
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Pipets of 1 mL.

9. Tubes, 16 x 150 mm.
10. Sterile Petri plates.
11. Water bath at 50°C.
12. Incubator.
13. Glass spatula (Drigalsky).
3. Methods
1. Weigh 10 g of the product under aseptic conditions and add the sample to 90 mL of TAT

1.

or Leethen broth to obtain a dilution of 10~! (see Note 1).
2. Make dilutions of 1272 and 1073 in tubes with 9 mL of the same diluter.

Starting from the dilutions, perform the following counts.

a.
b.
c.

-0 &

g.

Count of mesophilic aerobic microorganism (standard plate-count method).

Incubate at 35°C for 48 h. Carry out the reading.

Calculate the colony-forming units (CFU)/mL.

To duplicate sets of Petri plates, pipet 1-mL aliquots from the 10~! dilution and add
tripticase soy agar with lecithin and polysorbate 80.

Agitate gently and appropriately.

Add additional layer of agar.

Incubate at 35°C for 24-48 h.

Calculate and report the result per gram or milliliter of analyzed cosmetic product.

2. Test for total coliforms MPN.

a.

Inoculate three replicate tubes of brilliant green bile (BGB) broth per dilution with
1 mL of the previously prepared 1:10, 1:100, and 1:1000 dilutions.

b. Incubate tubes for 24 and 4842 h at 35+0.5°C.

d.

Observe all tubes for gas production either in the inverted vial (Durham) or by effer-
vescence produced. Read tubes for gas production after 24 h. Reincubate negative
tubes for an additional 24 h.

Report the results as the MPN of total coliforms per gram or milliliter of sample.

3. Count of molds and yeasts.

a.

Pipet 1-mL aliquots from 10! to 10~ dilutions. Promptly put into Petri plates 10—
15 mL of oxytetracycline gentamicin yeast extract glucose (OGY) agar, melted and
tempered to 45°C.

b. Mix and leave to solidify, adding an additional layer of agar (4-5 mL).

o

Incubate at 22-24°C for 3—4 d.

Count all colonies on plates containing 30-300 colonies; compute the number of
yeasts and molds per gram or milliliter of product. Report as CFU per gram or milli-
liter of sample.

4. Test of absence/presence of Staphylococcus aureus (coagulase positive).

a.

Starting from the TAT broth, that was incubated for 4-6 h, inoculate 0.25 mL of a 10!
dilution on each one of two dishes of Vogel and Johnson agar.

b. Spread the inoculate using a Drigalsky spatula.

o

Incubate at 35°C for 24 h.
If there is growth of suspicious colonies, confirm by coagulase test or thermostable
endonuclease.
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5. Test of absence/presence of Pseudomonas aeruginosa.

a. Repeat the previous procedure, sowing in Cetrimide.

b. Observe the growth and typical characteristics and confirm with an oxidase test
(positive).

c. Report the results as a test of abscence or presence.

d. Starting from the TAT broth at a dilution of 10:1 that was incubated for 4-6 h, as a
revivification procedure, inoculate 0.25 mL on the surface of each of four Petri dishes
with Cetrimide or Pseudosel agar.

e. Carefully spread the inoculate with a Drigalsky spatula.

f. Incubate for 24 h at 37°C.

g. Confirm characteristics compatible with P. aeruginosa with an oxidase test.

4. Notes

1.

Letheen broth: Dissolve 0.7 g lecithin and 5.0 g polysorbate 80 or Tween-80 in 400 mL of
hot H,O and boil until clear. Add 600 mL solution of 5.0 g beef extact, 10.0 g peptone,
and 5.0 g NaCl in H,O, and boil for 10 min. Adjust pH to 7.0 £ 0.2 (with 1 NNaOH or 1 N
HCI). Filter through coarse paper, transfer 10-mL portions to test tubes (16 X 150 mm), and
autoclave (20 min at 121°C).
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Helicobacter pylori and Food Products
A Public Health Problem

Anavella Gaitan Herrera

1. Introduction

Helicobacter pylori is a major human pathogen causing gastritis and chronic super-
ficial infection (CSG). It colonizes the stomach of more than 50% of humans and
causes disease (). This microorganism is associated with the gastric antral epithelium
in patients with active chronic gastritis, peptic (gastric) or duodenal ulcers, and gastric
adenocarcinoma (2-4) H. pylori is present in feces, sewage, and water (5) but is killed
by routine chlorination. Therefore, in developing countries (6), consumption of sew-
age-contaminated drinking water and vegetables may pose a risk (7); properly cook-
ing foods and chlorinating water reduces the risk of transmitting H. pylori to humans
(see Note 1). In South America the consumption of raw vegetables fertilized with
human feces has been found to be a risk factor for infection, and consumption of water
from a municipal supply has been suggested as a risk factor for children (8).

Epidemiological studies have found that H. pylori organisms colonize the stomach
and duodenum of humans and many animal species and family clusters (9); it is
believed to be orally transmitted person to person (10). This transmission is the
major, if not exclusive, source of infection.

H. pylori has been detected in the mouth from dental plaque. Recent observations
in persons infected with H. pylori caused to vomit or have diarrhea showed that an
actively unwell person with these symptoms could spread H. pylori in the immediate
vicinity by aerosol, splashing of vomitus, infected vomitus, and infected diarrhea. In
summary, H. pylori is usually spread by the fecal-oral route but possibly also by the
oral-oral route and the spread of contaminated secretions. Thus, in developing coun-
tries, individuals catch H. pylori at a very young age from other persons (children) in
their environment. In developed countries, H. pylori is more difficult to acquire and is
usually transmitted from one family member to another, possibly by the fecal-oral
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route, or by the oral-oral route, e.g., kissing, vomitus. On occasion, transmission occurs
from person to person via contaminated endoscopes. Other gastric Helicobacter-like
organisms have now been observed in a variety of animals (11), including rodents,
primates, swine, and ferrets, but, with the exception of primates and possibly cats,
these isolates are clearly different from human isolates (12). Foodborne transmission
would not be unusual.

In the developed world, up to approx 50-90% of the adult population will be
infected by the microorganism at the age of 50 yr, H. pylori affects about 20% of
persons younger than 40 yr old. Children acquire the infection soon after being
weaned. A 10% acquisition rate per year for children between 2 and 8 yr of age, for
example, is found in West Africa; 80% of the children may be infected with the organ-
ism by age 5 yr. The overriding association with H. pylori is lower socioeconomic
status during childhood.

The genus Helicobacter has grown steadily in the past few years; some of the new
species have been reassigned from Campylobacter. The genus now includes H. pylori,
H. heilmanni, H. muridarum, H. nemestrinae, H. mustelae, H. felis, H. acinonyx, H.
pamatensis, H. bilis, H. canis, H. hepaticus, H. pullorum, H. cinaedi, and H. fennelliae.
However, the only human pathogenic species described so far are H. pylori and H.
heilmanni.

Helicobacter cells have blunted/rounded ends in gastric biopsy specimens. H. pylori
organisms are microaerophilic, nonsporulating (characteristics that facilitate penetra-
tion and colonization of mucosal environments), Gram-negative spiral bacteria or
curved rods, 3.5 um long and 0.5-1 wm wide, with a spiral periodicity in fresh cultures
on agar medium and spherical (coccoid) forms in older or prolonged cultures (see
Notes 2 and 3). H. pylori further differs from Campylobacter species in having mul-
tiple polar sheathed flagellae; H. pylori are highly motile by means of lophotrichous
flagella (tufts of flagella at poles of cell). H. fennellae and H. cinaedi have a single
polar flagellum (electron microscopy reveals between four and six flagella positioned
on one pole), a unique composition of cell wall with unusual fatty acids, and a smooth
surface (11).

Taxonomy is based on 16S rRNA sequencing, DNA hybridization, genus-specific
probes, cell wall protein and lipid characterization, serological and biochemical analy-
ses. Campylobacter and Helicobacter (formerly Campylobacter) are the most clini-
cally important members of the rRNA superfamily Recently defined family members
of Campylobacteriaceae include the genera Campylobacter, Arcobacter, Helicobacter,
Wolinella, and Flexispira, now considered a phylogenetically distinct family, and as
yet unnamed Helicobacter (17 species by rRNA sequencing) human pathogens. Only
three species are currently considered to be human pathogens: H. pylori, H. cinaedi,
and H. fennelliae, formerly called Campylobacter-like organisms (CLOs).

2. Materials

1. Oxidase test.
2. Chocolate or blood agar plates. Blood agar containing an antifungal agent.
3. Medium containing urea and phenol red indicator.
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9.

Bismuth salts.

Sensidisc of erythromycin, rifampin, tetracycline, metronidazole, nalidixic acid, and sul-
fonamides.

Samples of endoscopic antral gastric biopsy material, oral secretions, dental plaque, and
human feces. Gastric tissue or samples from biopsies of esophageal or duodenal tissue
containing gastric metaplasia.

Transport media for culture: Nutrient, thioglycolate, Brucella, brain-heart infusion,
supplemented tryptic soy broths, and semisolid agars (e.g., Wang’s blood-supplemented
medium) have all been used for transport culture. Insensitive complex basal media (agar
or broth) supplemented with whole blood, heme, serum, charcoal, cornstarch, or egg yolk
emulsion (5).

Microaerobic conditions (C-rich atmosphere for broth culture 15-17% oxygen and 6—
10% carbon dioxide).

Columbia agar with 5% horse blood and triphenyltetrazolium.

3. Methods
3.1 Culture Characteristics

1.

7.

H. pylori has been cultured from both the oral cavity and feces, but the typical site is the
gastric mucosa. It can be isolated from the stomach in individuals whose fecal and oral
cultures are negative, but it is always found in the stomach when the other two sites are
positive.

Samples can be simply smeared onto blood agar containing an antifungal agent (which is
required to avoid fungal overgrowth) and incubated in a humid atmosphere.

The culture conditions are similar to those used for Campylobacter, i.e., a reduced oxy-
gen atmosphere of about 5% with 10% carbon dioxide and the balance either nitrogen or
hydrogen (see Note 4). Hydrogen may offer better recovery of injured organisms.
Cultures should be incubated at 37°C for a minimum of 5 d. H. pylori produces urease
and does not grow when incubated below 30°C.

Growth is best on chocolate or blood agar plates after incubation for 2-5 d; for liquid
media, either a blood or a hemin source appears to be essential. On Columbia agar, small
colonies appear after 5 d of incubation. The colonies have a yellow sheen, which can aid
recognition during primary isolation using nonselective media such as chocolate agar, or
antibiotic-containing selective media, such as those of Skirrow or Goodwin. Spiral organ-
isms that are oxidase-, catalase-, and urease-positive can be identified as H. pylori. Culture
allows determination of antimicrobial susceptibilities.

As transport media for culture, nutrient, thioglycolate, Brucella, brain-heart infusion,
supplemented tryptic soy broths, and semisolid agars (e.g., Wang’s blood-supplemented
medium) have all been used. Insensitive complex basal media (agar or broth) supple-
mented with whole blood, heme, serum, charcoal, cornstarch, or egg yolk emulsion may
also be used.

Grow optimally under microaerobic conditions (C-rich atmosphere for broth culture).

3.2. Biochemical Characteristics

H. pylori is oxidase positive but nonsaccharolytic and does not reduce nitrate. Two
enzymes of H. pylori, urease (13) and catalase, are unusual among medically impor-
tant bacteria because of their high activity and can be used in the identification of H.

pylori.
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Abundant quatities of urease are produced only by gastric strains. Abundant quan-
tities of mucinase and catalase are produced.

3.3. Detection Methods

1. Detection of urease activity in H. pylori can be used as a bedside test by applying a gastric
biopsy sample to a simple medium containing urea and phenol red indicator.

2. Inthe presence of H. pylori urease the ammonia released by splitting urea raises the pH of
the medium, and this is detected by a color change of the phenol red.

3. The speed with which this reaction occurs in H. pylori is highly unusual, and results are
obtained in minutes at room temperature.

4. In vitro susceptibility to erythromycin, rifampin, tetracycline, and metronidazole is
present.

5. Resistance to nalidixic acid and sulfonamides is present.

w
bl

Laboratory Identification

1. Helicobacter organisms can be recovered from or detected in endoscopic antral gastric
biopsy material; multiple biopsies should be taken.

2. Characteristically shaped organisms can be seen at high magnification with silver-stained
hematoxylin and eosin-stained or methylene blue-stained biopsy specimens of the gastric
antrum (antral biopsies) in the mucosa adherent to the surface epithelium or pit epithelial
cells deep within the crypts.

3. Organisms are always found adjacent to gastric mucosal cells.

4. Notes

1. Susceptibility to removal or inactivation by conventional water treatment processes. There
is no direct evidence for the effectiveness of treatment processes for removal of H. pylori,
although they are likely to be removed to a similar extent as other bacteria. On the basis
of their similarity to Campylobacter organisms, they should be susceptible to inactivation
by disinfectants such as chlorine and ozone.

2. A coccal form of H. pylori has been described, although speculation continues as to
the function, if any, and indeed the actual viability of these forms. They may mimic
the so-called nonculturable but viable forms.

3. H. pylori changes from helical to coccoid when exposed to adverse conditions (oxygen or
upon prolonged culture). The coccoid forms remain viable, at least for a short time.

4. H. pylori can grow, although relatively poorly, in atmospheric oxygen.
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Microbiological Test for Sanitation of Equipment
in the Food Factory

Anavella Gaitan Herrera

1. Introduction

Microbiological sampling of utensils, tableware, and kitchenware, in addition to

equipment, permits objective evaluation of sanitation practices and procedures used
for these items from food service operations (1).

RINSE SoLuTION METHOD

2. Materials

1. Sterile Petri dishes.

2. Sterile pipets.

3. Stock phosphate buffer solution.

4. 70% Ethanol.

5. Plate count agar (PCA), Violet Red Bile agar (VRBA), MF Endo broth.

6. Buffered rinse solution: add 1.25 mL of stock phosphate buffer solution, 5 mL of 10%
aqueous sodium thiosulfate (Na,S,05-5H,0), 4 g azolectin (see Note 1), and 10 g
Tween-20 (or Tween-80) to distilled water, and make up to 1 L. Dispense in screw-
capped vials made up to contain, after sterilization, 20 mL, 100 mL, or other volumes
needed. Weigh the powder and dissolve rapidly by heating over boiling water (see Note 2).

7. Sodium thiosulfate solution 10%: dissolve 100 g of Na,S,05-5H,0 in distilled water, and
make up to 1 L, filter, and store in the refrigerator or dark place (or in an amber bottle).

3. Methods
1. Remove container cartons or containers from the conveyor line.

2. Add 20 mL of sterile buffered rinse solution to each container and aseptically reap the

(O8]

container (see Note 3).

Shake each container vigorously 10 times through a 20-cm arc.

Turn the container 90° and repeat the horizontal shaking treatment. Turn the containers
90° twice more and repeat the horizontal shaking.
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Swirl the container vigorously 20 times in a small circle with the long axis in the vertical
position; then invert and repeat.

Rinse solutions for container samples are analyzed by distributing a total of 10 mL of the
rinse among three sterile Petri dishes. In addition, seed two other Petri dishes with 1-mL
portions of the rinse.

Pour the plates with 15-18 mL of the desired medium (PCA, VRBA) using appropriate
incubation conditions for each (see Note 4).

After incubation, count the colonies. If 20 mL of rinse solution was used, then the total
number of colonies on the three plates that received 10 mL of rinse is multiplied by 2, or
the total number of colonies on the two plates that received 1 mL each, multiplied by 10,
yields the number of colonies per container. When the plates that received 1 mL each
show more than 20 colonies, report the counts as more than 5000 per container.

Interpretation

For interpretations of results, take into consideration the numbers and types of
microorganism (1,2).

1.

Types of microorganism. The type is important in terms of potential to cause spoilage.
The number should be very low; however, under certain conditions (such as aseptic pack-
aging), the microbiological condition of the container is a critical control point.
Bacterial standards have been published for multiuse and single containers used for:

a. Packaging pasteurized milk or milk products. Four containers from any given day are
sampled, and three of four samples must meet this standard.

b. Bottled water. State that at least once each 3 mo, bacteriological swab or rinse samples
are to be taken from at least four containers and closures selected just prior to filling
and sealing.

The standards require that such containers have a residual bacteria count of =1
colony/mL of capacity or not >1 colony/cm? of product contact surface. No coliform
organisms may be present.

3.

Processing assemblies (tanks, pipelines, fillers, and so on). Rinse water for large volume
rising of equipment may be sterilized or may be sanitized by chlorinating to a residual
concentration of 25 mg/L, holding for 10 min, and then neutralizing by adding an excess
of sterile 10% sodium thiosulfate solution. Tap water may be used after sterilizing by
membrane filtration followed by the addition of sterile 10% w/v sodium thiosulfate to
inactivate residual disinfectant (see Note 5 and 6).

A sufficient volume of treated rinse water is added to the system at the upstream
end of the assembly and then pumped or allowed to flow by gravity through the assem-
bly. A control sample (1 L) of the treated water rinse is taken before using the water
for rising. Samples of water rinse are collected from the discharge end of the assembly
from the first, middle, and final portions of the rinse water. Average the number of
colonies obtained from rinse samples taken at the beginning, middle, and end of drain-
age and subtract the number of colonies obtained from the control samples. Calculate
the ratio of sample volume to rinse volume and multiply by the corrected yield to
obtain an indication of numbers of organisms present in the entire system (3).
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4. Notes

1. Azolectin is hygroscopic and should be stored in a desiccator.

2. Nutrient broth may also be applied as a rinse since it effectively neutralizes residual

active chlorine or quaternary ammonium compound. It may be used instead of buffered

rinse solution.

For containers larger than 1 gallon, use 100 mL of rinse solution.

4. The presence of molds and yeast, proteolytic bacteria, and other microorganisms may be
determined by the use of appropriate differential media and incubation temperatures and
times.

5. When 100 mL or greater portions of rinse solutions are used, membrane filtration proce-
dures for analysis should be followed (if low levels of contamination are expected)

6. Membrane filtration may be used for analysis of the 20-mL rinse samples.

(O8]
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SuRFACE CONTACT METHODS

1. Introduction

Swab and replicate organism direct agar contact (RODAC) is the customary and
appropriate method for microbiological examination of surfaces.

Swab procedures should be used for areas on equipment such as cracks, corners, or
services and for sampling utensils, tableware, kiltchenware, and so on. RODAC should
only be utilized on flat, impervious surfaces that are easy to clean and disinfect.

The levels of microorganisms should not exceed some number of colonies per sam-
pling site; the type of microorganism may be more important than the number in terms
of potential spoilage of the finished product. For example, the presence of very low
numbers (1 or <10 CFU) of Pediococcus spp. or Xantomonas spp. in a brewery may
be highly significant with respect to potential spoilage of the finished product.

The United States Public Health Service recommends standards for utensils and
equipment of not more than 100 colonies per utensil or surface area of equipment
swabbed.

SwaB CONTACT METHOD 1

This method is used for sampling by the cellulose (1) sponge swab technique. Large
areas, such as cleaned and sanitized floors and other areas (where high residual micro-
bial levels are expected), may be sampled with a cellulose sponge, a method useful for



306 Herrera

detecting Salmonella and other pathogens on food plant equipment and in the environ-
ment (see Note 1). This technique can be used to evaluate the efficacy of cleaning and
sanitizing procedures for environment when pathogens microorganisms such as Sal-
monella exist (2-4). A 4-5 log cycle reduction in the residual microbial level should
be obtained on surfaces after cleaning and sanitizing. The results should be negative
after the correct application of sanitation procedures (see Note 2).

2. Materials

1. Cellulose sponges cut into 5 X 5-cm pieces placed in individual bags and autoclaved.

2. Sterile buffered solution for the rinsing agent (see Note 3).

3. Sterile plastic bags suitable to contain the sponge sample.

4. Sterile crucible tongs, and sterile gloves to hold the sponge aseptically during sampling.

3. Methods

1. Hold the sponge aseptically with sterile gloves and swab the surface to be sampled by
vigorously rubbing the sponge over the specific area.
2. Area of several square meters may be effectively sampled with the swabbed method (see
Note 4).
Aseptically place the sponge into a sterile plastic bag.
Transport under refrigeration.
Moisten the sponge with 10 mL of the chosen rinsing agent.
Quantitative analysis: take 50—100 mL of diluent, and add it to the bag containing the
sponge. Mix vigorously for 1 min, plate, and incubate under specific conditions and
appropriate selective differential media.
7. Calculation. Calculate the number of microorganisms per unit of surface (on the basis of
the size of aliquot plated, the amount of diluent used, and the area swabbed).
Example: 50 colonies are obtained from a 1-mL aliquot derived from the sponge in 100 mL
of the rising agent.
Swabbed area: 1 m?
The result is 5000 CFU/m?.

kW

4. Notes

1. If the surface to be sampled is flat, the rinse solution may be applied directly to the sur-
face and then taken up into the sponge by the rubbing action.

2. This method would be used for development of a program to eradicate pathogenic micro-

organisms from the environment of the food factory.

Nutrient broth or 0.1% peptone water should be used as the rinsing agent.

4. When the surface to be sampled contains fatty materials, use as the rinsing agent 0.5%
tergitol anionic or 0.5-1.0% Tween-80.

(O8]
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SwaB CONTACT METHOD 2

2. Materials

1. Screw-capped (7-10-cm-long) tubes to contain 5 mL of buffered rinse solution (1), used
for swabs (2) made from calcium alginate fibers. All organisms dislodged from swabbed
surfaces are thus liberated (see Note 1).

2. Sterile nonabsorbent cotton swabs with the head firmly twisted to 0.5 cm in diameter by
2 cm long on an applicator stick 15 cm long (see Note 2).

3. Methods
3.1. Sampling Procedure (3,4,5-8)
3.1.1. Equipment Surfaces

1. Open the sterile swab (see Note 3), grasp the end of a stick, not touching any portion that
might be inserted into the vial, and remove the swab aseptically (see Note 4).

2. Open a buffered rinse solution, and moisten the swab head (pressing out the excess solu-
tion against the interior wall of the vial with a rotating motion).

3. Make a 30° angle contact with the surface. Rub the swab head slowly and thoroughly
over 50 cm? of surface three times, reversing direction between successive strokes. Move
the swab on a path 2 cm wide by 25 cm long or other dimensions to cover an equivalent
area.

4. Return the swab head to the solution. Rinse briefly in the solution and press out the excess
(see Note 5).

3.1.2. Unmeasured Surface Areas

Pump impellers, gaskets, rings, valve seats, filler nozzles, and so on, have been
swabbed, the results are reported on the basis of the entire sampling site instead of a
measured area.

3.1.3. Utensils To Be Examined

1. At least glasses, cups, and spoons (3,5) should be examined. Four of each should be
selected at random from where clean utensils are stored. If a direct check of dishwashing
efficacy is desired, utensils should be selected from those recently washed.

2. Use one swab for each four or more similar utensils.

3. The significant surfaces of utensils consist of the upper 1.5 cm of the inner and outer rims
of cups and glasses and the entire inner and outer surfaces of the bowls and spoons.

3.1.4. Forks and Surfaces of Dishes

The area to be swabbed should include the entire inner and outer surfaces of the
tines of forks and the inner surfaces of plates and blows.
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After the fifth area has been swabbed, position the swab head in the vial, and break
or cut it with sterile scissors or another device (2), leaving the swab head in the vial.
Replace the screw cap, put the vial in a waterproof container packed in cracked ice or
other suitable refrigerant, deliver to the laboratory, and analyze within 24 h.

3.2. Plating Swab Rinse Solutions

1.

Remove the vial from refrigerated storage.

2. Shake, making 50 complete cycles of 15 cm in 10 s.

3. Plate 1.0- and 0.1-mL portions of rinse solution (with appropriate media, depending on
the organisms of interest).

4. Incubate plates, count colonies, and calculate the number of colonies recovered from
50 cm? (equivalent to 1 mL of rinse).

5. For utensils, report the count as the residual bacterial count per utensil examined.

3.3. Calculation

1. Swab three utensils.

2. Sample 1 mL of the diluent (of the 5 mL).

3. Results are of 150 colonies.

4. Count per utensil is 175.

5. For satisfactory results in adequately cleaned and sanitized food service equipment on
which five areas of 50 cm? have been swabbed, residual bacterial count should not
exceed 500.

4. Notes

1. The swabs made of calcium alginate are soluble in aqueous solutions containing 1% of
sodium hexametaphosphate, sodium glycerophosphate, sodium citrate, or any mixture of
these.

2. Rayon and dacron swabs may also be used.

3. The swabs may be sterilized in the laboratory.

4. Swab four more 50-cm? areas of the surface being sampled, rinsing the swab in the solu-
tion after each swabbing (removing the excess).

5. Care should be taken to prevent contamination by handling during sampling.
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AGAR CONTACT METHOD
RepLicATE OrRGANISM DIRecT AGAR ConTACT (RODAC)

1. Introduction

The RODAC plate method is a simple and valuable technique for estimating the

sanitary quality or surfaces in food factories and ideally should be used on previously
cleaned and sanitized surfaces (1,2). This method is indicated when quantitative date
are sought from flat, impervious surfaces (It should not be used for irregular, pervious,
or creviced surfaces) (3). Colony counts can be made only on plates with 200 or fewer
colonies (4).

2. Materials

1.

Plastic RODAC plates with 15.5-16.5 mL of the specific media. Plate count agar is used
for total counts, and differential medium may be used if qualitative values are sought (see
Note 1).

When carried out on surfaces previously subjected to chemical microbicide treatment,
added neutralizers are needed for the media (5,6): 0.5% polysorbate, which neutralizes
some substituted phenolic disinfectants, and Tween-80 plus 0.07% soy lecithin, which
neutralizes quaternary ammonium compounds.

3. Methods

1.

Remove the plastic cover and carefully press the agar surface to the surface being sampled.
Make certain that the entire agar meniscus contacts the surface, using a rolling uniform
pressure on the back of the plate to effect contact (see Note 1).

Replace the cover and incubate in an inverted position for 24—48 h. A 24-h incubation
period when heavy contamination is present and 48 h when contamination is light should
be allowed (see Note 2).

Colonies should be recorded as the number of colonies per RODAC plate or number of

colonies per cm?.

4. Notes

1.

The meniscus of the agar should rise above the rim of the plate to give a slightly convex
surface. This is very important so the agar makes proper contact with the surface to be
sampled.

Following preparation of the plates, incubate at 32°C for 18-24 h as a sterility check.
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They should be used within the succeeding 12 h unless they are wrapped and refrigerated.
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Spectrophotometric Determination of Histamine in Fisheries
Using an Enzyme Immunoassay Method

Tania L. P. Pessatti, José D. Fontana, and Marcos L. Pessatti

1. Introduction

The biogenic amines are low-weight organic bases that exhibit variable biological
activity. Approximately 30 vasoactive and psycoactive amines have been found in food-
stuffs (1). Histamine, tyramine, phenylethylamine, tryptamine, cadaverine, putrescine,
spermine, and spermidine are examples of biogenic amines detectable in meat and its
derivatives (2). These amines occur naturally in animals, plants, and microorganisms
owing to their natural metabolic processes, and are usually formed by decarboxylation
of amino acids.

Histamine, 5-imidazol-ethylamine (MW 111), is produced by oxidative decarboxy-
lation of histidine, and decarboxylase-positive microorganisms are able to produce it
as a byproduct of their action on host tissues. This process, associated with enterobac-
teria such as Escherichia, Salmonella, Clostridium, and Bacillus, can be fast if the
meat storage conditions are inadequate (3).

Additionally, because of its nonvolatile behavior, histamine may bestow toxicity
on the product even before it is considered decayed or organoleptically unacceptable.
Secondary amines such as piperidine and pyrrolidine can be produced in the catabo-
lism of histamine, and they, in turn, are precursors of nitrosamines, substances with known
carcinogenic activity (4). Some cases of histamine toxicity have been reported (5-7).

Therefore, the histamine content of fishery products has been proposed as an index
for microbial deterioration, caused by low-quality fish or inadequate processing. The
evaluation of histamine levels has been demonstrated to be an important indicator in
the quality control of both fresh and processed fish (8,9), particularly fish of the
Scombridae family, which exhibit elevated levels of histidine in their tissues.
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For these reasons, legal regulations were implemented to monitor the histamine
content of fish, with the maximum limit being set from 50 to 200 mg histamine/kg fish
(50-200 ppm) of sample, varying by country (10). The values reported for fish in an
advanced stage of decomposition varied from 100 to > 4000 mg/kg (11).

Some analytical methods for the determination of histamine have been developed
employing two main techniques: spectrofluorometry (9,12) and/or chromatography
(liquid [13], liquid-gas [1], or in thin layer [14]).

Fluorometric determination, based on histamine derivation with o-phthalaldehyde
(OPA) (11,15), has no specificity since histidine can also react with the fluorogenic
reagent, which thus interferes with the reaction. Even though these methods have been
modified and evolved, they are still time-consuming and expensive.

In chromatographic determination, the reagents also do not exhibit specific reactiv-
ity and therefore require a laborious extraction step to eliminate possible interfering
substances, specially histidine itself, peptides with histidine, and other amines (16,17).
This can make this methodology less practical, particularly when a fast, trustworthy
result is needed and when combining for a large number of samples is required.

More recently, a method of histamine determination by immunoassay has been
developed. It consists of competitive binding between a monoclonal antibody coated
on the wells in a microplate and modified histamine (acylated) and a conjugate (hista-
mine bound to alkaline phosphatase). Upon alkaline phosphatase catalysis, the p-nitro-
phenyl phosphate substrate (p-NPP) releases free phenol, which develops a yellow
coloration of an intensity inversely related to the histamine concentration in the sample.
This immunoassay method has been shown to be more efficient, less expensive, faster,
and sensitive (1 mg histamine/kg fishery = 1 ppm).

This chapter deals with the use of an immunoassay method (the Histamarine® kit)
to evaluate the levels of histamine in skipjack tuna samples (Katsuwonus pelamis), in
order to monitor the effect of storage temperature on histamine levels, color determi-
nation being carried out by spectrophotometry.

2. Materials

1. The object of this study was a marine fish species of economic interest and widespread
commercialization, the skipjack tuna (Katsuwonus pelamis). The fish were caught by a
local fishery in the Atlantic Ocean in the zone of Itajaf Port, Santa Catarina State, South-
ern Brazil and maintained on crushed ice for 5 d.

2. Once transported to the laboratory, tuna samples were immediately cut longitudinally to
get only the dorsal muscle. Each piece was transversely sectioned in three slices of approx
2 cm each and then separately stored in sterile plastic bags at —20°C or 0°C or 8°C,
respectively. The procedures for manipulating the samples were aseptic to avoid cross-
contamination.

3. All reagents used for sample acylation and immunoassay were from the Histamarine® kit
(Immunotech, France) (see Note 1).

4. Other materials required for the immunoassays but not provided by the kit:

a. Precision balance (e.g., AG204 from Mettler Toledo, Switzerland).
b. Homogenizer (see Note 2).
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c. Spectrophotometer (e.g., CE1020 from CECIL, Cambridge) or microplate reader
(Mpax = 405-414 nm).

Plastic tubes (see Note 3).

Variable volume micropipets (20, 200, and 1000 uL).

Gloves (see Note 4).

25-mL and 1-L Graduated cylinders.

@ -0 =

3. Methods
3.1. Sample Preparation and Histamine Extraction

1.

2.

Take a 10-g aliquot of each slice from fish dorsal muscle for analysis at time zero, and
store the remainder at —20°C, 0°C, and 8°C, respectively.

For histamine extraction, put each sample into a sterile bag with 80 mL of iced distilled
water (the amount of muscle sample may vary between 1 and 10 g, but the relationship
sample(g): distilled water [mL] must be 1:8) and homogenize with a BagMixer® 400
(Interscience, France) for 10 min. Filter the homogenate with a paper filter (2x), which
results in a translucent liquid (filtrate) that is then used in the histamine analysis. Alterna-
tively, the double-filtration step may be replaced by centrifugation (10,000g for 5 min).

3.2. Sample Acylation

Acylate the filtrate or supernatant using the reagent supplied in the commercial kit,

as follows: Add 180 uL of the acylation buffer to a sterile (or sufficiently clean) plastic
tube, followed by 20 UL of the extracted sample and 50 UL of the acylation reagent. This
reaction is instantaneous, and the product is quite stable (for 48 h at 4°C).

3.3. Enzyme Immunoassay

1.

Wash procedure.

a. Put 50 uL of either the acylated sample or the standard in the microplate wells coated
with the high-affinity specific monoclonal antibody (antihistamine), followed by
200 pL of the alkaline phosphatase-histamine conjugate.

b. After 30 min, wash the wells with buffered water wash solution. For this washing
step, turn the microplates upside down and shake vigorously over the sink; use a
micropipet (or a squeeze bottle) to fill the wells carefully with wash solution. Repeat
this procedure three times (see Note 5).

c. Finally, tap the wells firmly on clean absorbent paper, still in the upside-down position.

d. The wash procedure may also be performed with an automated microplate washer
machine.

2. After the washing step, add 200 UL of the p-NPP substrate and incubate the solution for

30 min at room temperature (18-25°C), covering the microplate to avoid evaporation.
Stop the reaction with 50 uL of 1 N sodium hydroxide.

. To determine the absorbance of the solutions in the wells, siphon the respective volumes

individually using a micropipet and then read them in a spectrophotometer at 405 nm
using a microcuvette of silica (quartz) with a maximum capacity of 200 puL. Ideally, the
solution absorbances must be determined in a microplate reader at 405-414 nm. Then
compare each absorbance reading with the calibration curve using a semi-log scale
(Fig. 1) to obtain the histamine concentration directly from the graph and/or by the
equation y = 2.3609 x 03101 (R? =(0.9949), derived from the data. Reading the microplates
can be delayed up to a maximum of 2 h.
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Fig. 1. Calibration curve of histamine at 405 nm. The exponential equation calculated was
y =2.3609 x~03191 " with R? = 0.9949.

4.

Analysis of results.

a. Figure 1 shows that the sensitivity limit of the calibration curve is 1 ppm (1 mg
histamine/kg fish), even though the detection limit of the method is supposed to be
0.5 ppm.

b. As the histamine levels must be below 50-200 ppm (mg/kg), depending on local leg-
islation, the calibration curve demonstrates that this immunotechnique is an efficient
methodological tool to control fishery quality in terms of onset of putrefaction.

c. To provide examples, histamine analyses were done on fish samples (Katsuwonus
pelamis) stored at temperatures of —20°C, 0°C, and 8°C (Fig. 2).

d. The results show that temperature is a determining factor in the quality of fishery
products, especially those that exhibit a flora positive for histidine decarboxylase,
such as the Scombridae (tuna).

e. Furthermore, the results show that at freezing temperatures (—20°C and 0°C) hista-
mine levels were almost constant during the 50-d storage. In the fish kept at 8°C, the
histamine levels increased quickly. From the 10th d onwards the histamine level
exceeded the legal limit and reached nearly 1000 ppm, meaning that fish stored at
8°C could not be considered safe for human consumption.

4. Notes

1.

The Histamarine kit contains the following: microplate, standards (1, 10, 50, 100, and
500 mg/kg [ppm], dimethyl sulfoxide [DMSO]), acylation reagent (to be dissolved in
DMSO), acylation buffer (stored at 2-8°C), conjugate (dissolved in distilled water), wash
solution (diluted in distilled water), substrate buffer, substrate tablets of p-NPP (to be
diluted in substrate buffer; the tablets must be handled with forceps, since contact with
skin may affect the product adversely), and stop solution (1 N NaOH). All solvents,
reagents, resulting solutions, and microplates are stored at 2—8°C or frozen at —20°C
until further use, at which time they are carefully thawed to room temperature. All
reagents in the unopened kit are stable at 2-8°C until the expiration date, and it is
recommended to allow the components of the kit to reach room temperature before use.



Determination of Histamine in Fisheries 315

10000 -
E
= b
% o S
.-.'-'"
E w0l .
o '.-.
£
E 0 Lfe
Z 3
2 e D
i " Lo eI I :
werszTIIIIIZ g
011 ’ I ‘ T T
0 10 x - - |

Time (days)

Fig. 2. Determination of histamine levels in samples of skipjack tuna (Katsuwonus pelamis)
stored at —20°C (A), 0°C (0J), and 8°C (@).

2. Homogenization is carried out in a solid sample blender, e.g., BagMixer 400, but a com-

mon blender may be substituted.

Care should be taken to avoid glass tubes since histamine adsorbs to glass.

4. Direct contact of samples with the naked hands should be avoided since histamine may be
present in human secretions such as sweat.

5. Careful washing is important since incomplete removal of unbound conjugate will lead to
high background levels.

W
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Flavonoids From Argentine Tagetes (Asteraceae)
With Antimicrobial Activity

Maria L. Tereschuk, Mario D. Baigori, Lucia I. C. de Figueroa,
and Lidia R. Abdala

1. Introduction

The flavonoids, constituting one of the most numerous and widespread groups of
natural plant constituents, are important to humans not only because they contribute to
plant colors but also because many members are physiologically active. These low-
molecular-weight substances, found in all vascular plants, are phenylbenzopyrones.
Over 4000 structures have been identified in plant sources, and they are categorized
into several groups (Fig. 1). Primarily recognized as pigments responsible for the
autumnal burst of hues and the many shades of yellow, orange, and red in flowers
and food, the flavonoids are found in fruits, vegetables, nuts, seeds, stems, flowers,
and leaves as well as tea and wine and are important constituents of the human diet (1).
They are prominent components of citrus fruits and other food sources. Flavonols
(quercetin, myricetin, and kaempferol) and flavones (apigenin and luteolin) are the
most common phenolics in plant-based foods. Quercetin is also a predominant compo-
nent of onions, apples, and berries. Such flavanones as naringin are typically present
in citrus fruit, and flavanols, particularly catechin, are present as catechin gallate in
such beverages as green or black tea and wine. Some major sources of flavonoids are
outlined in Table 1 (2). The daily intake of flavonoids in humans has been estimated
to be approx 25 mg/d, a quantity that could provide pharmacologically significant
concentrations in body fluids and tissues, assuming good absorption from the gas-
trointestinal tract (3).

Biological activity of flavonoids was first suggested by Szent-Gjorgyi 1938 (4),
who reported that citrus peel flavonoids were effective in preventing the capillary
bleeding and fragility associated with scurvy. The broad spectrum of biological activ-
ity within the group and the multiplicity of actions displayed by a certain individual
members make the flavonoids one of the most promising classes of biologically active
compounds (35).
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Fig. 1. Basic structure of some flavonoids.

Flavonoids possess important effects in plant biochemistry and physiology, acting
as antioxidants, enzyme inhibitors, precursors of toxic substances, pigments, and light
screens. In addition, these compounds are involved in photosensitization and energy
transfer, actions of plant growth hormones and growth regulators, control of respira-
tion and photosynthesis, morphogenesis and sex determination, and defence against
infection (6). Several reports (7-9) indicate that plant flavonoids activate bacterial
nodulation genes involved in control of nitrogen fixation, suggesting important rela-
tionships between particular flavonoids and activation and expression of genes.
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Table 1

Dietary Sources of Flavonoids and Phenolic Acids

Flavonoid Source

Catechins Tea, red wine

Flavanones Citrus fruits

Flavonols (e.g., quercetin)  Onions, olives, tea, wine, apples
Anthocyanidins Cherries, strawberries, grapes, colored fruits
Caffeic acid Grapes, wine, olives, coffee, apples, tomatoes,

plums, cherries

Flavonoids have been recognized to possess antiallergic, anti-inflammatory, antivi-
ral, antiproliferative, and anticarcinogenic activities; they also affect some aspects of
mammalian metabolism (6). Epidemiological studies have indicated that high fla-
vonoid consumption is associated with reduced risk of chronic diseases such as car-
diovascular diseases (1,10).

The resurgence of interest in traditional medicine during the past two decades, together
with efforts in expanded pharmacognosy has rekindled an interest in flavonoids and the
need to understand their interaction with mammalian cells and tissues (6).

Plants have been used by humans since the beginning of human culture for various
purposes, connected to survival, including medicine. Such folk or ethnomedical uses
represent leads that may shortcut the discovery of modern therapeutic drugs, either
directly from the plants or from their synthetic analogs. In fact, 74% of the 121 bio-
logically active plant-derived compounds currently in use worldwide have been dis-
covered through follow-up research to verify the authenticity of folk or ethnomedical
uses of plants (11).

The World Health Organization (WHO) estimates that 80% of people living in devel-
oping countries use traditional medicine almost exclusively. Medicinal plants form the
principle component of traditional medicine. This means that some 3,300 million
people use medicinal plants on a regular basis; they should therefore be studied in
terms of safety and efficacy (12).

Medicinal components from plants also play an important role in conventional west-
ern medicine. In 1984, Farnsworth et al. (13) identified 119 secondary plant metabo-
lites that are used globally as drugs. It has been estimated that 14-28% of higher plant
species are used medicinally, but only 15% of all angiosperms have been investigated
chemically, and 74% of pharmacologically active plant-derived components were dis-
covered after following up on ethnomedicinal use of the plant (14). Because the num-
bers of resistant strains of microbial pathogens have been growing since
methycillin-resistant Staphylococcus aureus appeared, it is critically important to
develop new antimicrobial compounds for these and other microorganisms (15).

In Argentina, native people have been using plants as remedies for infectious dis-
eases for centuries. Many plant preparations have been used in the treatment of diarrhea
and respiratory diseases, and these are still being used by rural populations (16).
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Species of the family Asteraceae are some of the most useful, and some South
American members were reported previously to show pharmacological activities
(17-19). Leaf infusions from members of Tagetes (Asteraceae) have been used in
folk medicine to treat stomach and intestinal diseases (20), and several Tagetes spe-
cies have been found to possess biological activity (16,21-23).

The genus Tagetes (family: Asteraceae; tribe: Tageteae; subtribe: Tagetinae, sensu
Strother [24]) comprises 56 strongly aromatic species, some of them known as mari-
golds (25). In Argentina, the genus Tagetes is composed of 12 species, some of which
are used in popular medicine; their use has been supported by several studies on their
biological activity (16,23).

Nine species of Tagetes are widely distributed in the northwest Argentina. Three
members of this group are used frequently in popular medicine in Tucumaén: 7. minuta,
T. pusilla, and T. terniflora. T. minuta is a native plant known as suico or chinchilla
that has been used as an antimicrobial, an antihelminthic, a diuretic, and an antispas-
modic, and against intestinal diseases (20,26). T. pusilla, known as anis del cerro, is
used as a condiment and its infusion as an antisyphilitic, carminative, diuretic, and
tonic (20). T. terniflora is also a native plant known as suico-suico or quichia. It is
used by people in Argentina and Ecuador as a condiment in soups (27). Other studies
on the biological activity of the genus Tagetes showed active thiophenes with larvi-
cidal activity (28) and 3-OCHj; flavone derivatives as inhibitor agents of picornavirus
and vesicular stomatitis virus (29).

Experiments that functioned on the antimicrobial activity of methanolic extracts
and fractions (ethyl acetate and aqueous) from 7. minuta, T. pusilla, and T. terniflora
have been carried out against Gram-positive and Gram-negative bacteria, with inter-
esting results. The same fractions were inactive against Lactobacillus, Zymomonas,
and Saccharomyces species. An absence of antimicrobial activity against nonpatho-
genic human bacteria could be beneficial for intestinal disease treatments, in which
the intestinal flora must be preserved.

6-OH and 6-CH;0 flavonoid derivatives (quercetagetin and patuletin) from leaves
and flowers of T. minuta, T. pusilla, and T. terniflora has been identified (30). T. minuta
and T. pusilla contain the following major flavonoid compounds: quercetagetin,
quercetagetin-7-O-arabinosyl-galactoside, quercetagetin-3-0O-arabinosyl-galactoside,
quercetagetin-7-O-glucoside, patuletin, patuletin-7-O-glucoside, and isorhamnetin.
However T. terniflora has a different flavonoid pattern: quercetagetin-7-O-arabinosyl-
galactoside, quercetin, quercetin-3-O-arabinoside, quercetin-3-O-galactoside,
isorhamnetin-3,7-diglucoside and isorhamnetin.

The major component of the extract isolated from leaves of 7. minuta, the flavonol
quercetagetin-7-O-arabinosyl-galactoside, showed significant antimicrobial activity
on the pathogenic microorganism tested (16). The recently isolated flavonol
quercetagetin-7-0-glucoside from T. pusilla and T. minuta exhibited better antimicro-
bial activity than the compound cited above (31). Although T. pusilla had an identical
flavonoid compound profile compared with 7. minuta, antimicrobial activity against
almost all microorganisms was lower than that of 7. minuta (23).
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Recent studies with flavonoid glycosylated derivatives show that monohydroxy-
lated flavonoids in the B-ring are absorbed without cleavage of the -glycosidic bond
because of the resistance of this bond to the stomach HCI and the action of pancreatic
enzymes action, whereas diglycoside derivatives are absorbed in the colon after
deglycosylation by microorganisms. The authors also noted the low absorption effi-
ciency of the related aglycone (quercetin) (32). These studies and the antimicrobial
activity found in quercetagetin 7-O-glucoside allow us to consider this flavonoid a
promising antibacterial agent with good bioavailability in humans (31).

The object of this chapter is to help readers in the beginning of studies of antimicro-
bial activity of flavonoids isolated from three native Tagetes species from Argentina.
The separation procedure is described but identification is not included. The method-
ology to determine antimicrobial activity against Gram-positive, Gram-negative bac-
teria as well as yeasts is also described.

2. Materials
2.1. Plant Material

Leaves (50 g) of Tagetes minuta (HBK), Tagetes terniflora (HBK), and Tagetes
pusilla (HBK) were collected from different areas of Tucuman, northwest Argentina.
Sample specimens were deposited in the Teodoro Meyer Herbarium (LIL).

2.2. Extraction of Flavonoids (see Note 1)

1. 80% Methanol.
2. 50% Methanol.

2.3. Separation of Flavonoids

1. TBA: reagent-grade tertiary butanol/glacial acetic acid/water (3:1:1). TBA is used for

both paper chromatography (PC) and thin-layer chromatography (TLC; cellulose).

15% and 30% Acetic acid, for PC and TLC (cellulose).

Acetic acid/chloride acid/water (30:3:10), for PC and TLC (cellulose).

Methanol.

80% Methanol.

70% Methanol.

Ethyl acetate/glacial acetic acid/formic acid/water (100:11:11:26), for TLC (silica).

Visualization by spraying with natural product reagent (1% methanolic solution of

diphenylboric acid ethylamino ester) followed by 5% ethanolic polyethylene glycol 4000 (33).

9. Chloroform.

10. Ethyl acetate.

11. Trifluoracetic acid (TFA; solution A) for high-performance liquid chromatography
(HPLC) analysis.

12. Acetonitrile (solution B) for HPLC analysis.

13. Separatation funnels (125 and 250 mL) with glass stopcock.

14. Rotary evaporator with temperature-controlled water bath, attached to a water pump
(Biichi Rotavapor R 110).

15. Whatman 3MM paper (46 x 57-cm sheets).

16. Chromatographic cabinet (Chromatocab).

PNk W
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17. Chromatography column, glass with solvent reservoir, and glass stopcock (1 X 50 cm).

18. Sephadex LH-20 (Pharmacia-Biotech 17-0090-10).

19. Fraction collector (Gilson FC203B).

20. TLC aluminum sheets (20 x 20 cm), silica gel 60 (without fluorescent indicator) with
concentrating zone (Merck 5582).

21. TLC aluminium sheets (20 x 20 cm) cellulose F, thickness 0.1 mm (Merck 5574).

22. Glass tank with glass cover (Desaga).

23. HPLC equipment.

24. Analytical C,g column (Phenomenex).

25. Ultraviolet viewing lamp (366 nm).

26. Recording UV-VIS spectrophotometer (Beckman DU 640).

27. Quartz cuvets (0.5 mL).

28. Ungraduated pipet.

2.4. Microorganisms

The microorganisms to be used are Gram-positive and Gram-negative bacteria as
well as yeasts (see Note 2).

2.5. Antimicrobial Assays
2.5.1. Culture Media and Devices for Microorganisms Growth

Media to be used must correspond to the specific microorganism.

1. Commercial Miieller-Hinton broth (Biokar), 23 g/L, is used for almost all Gram-positive
and Gram-negative bacteria as a suitable medium for antimicrobial screening.

2. de Man-Rogosa-Sharpe (MRS) broth: 10g/L polypeptone, 10 g/L meat extract, 5 g/L yeast
extract, 20 g/L glucose, 5 g/L sodium acetate, 2 g/L. ammonium citrate, 2 g/l KH,PO,,
0.25 g/L MgSO, x 7TH,0, 0.058 g/L MnSO, x 4H,0, and 1.08 mL/L Tween-80 at a final
pH 6.4. Sterilize at 121°C for 20 min. This medium is used for Lactobacillus sp.

3. Zym broth containing: 50 g/L glucose, 10 g/L yeast extract, 1 g/L KH,PO,, 1 g/L MgSO, x
7H,0, 1 g/L (NH,),SOy, final pH 5.3. Sterilize at 121°C for 20 min. This medium is used
for Zymomonas mobilis.

4. YEPD: 10 g/L peptone, 20 g/L glucose, and 10 g/L yeast extract, final pH 4.5. Sterilize at
121°C for 20 min. This medium is used for Saccharomyces cerevisiae.

5. Incubator shaker (rotary) with temperature and speed control.

6. Recording UV-VIS spectrophotometer (Beckman DU 640).

2.5.2. Antimicrobial Assays in Solid Medium

2 and 4% Commercial Miieller-Hinton agar (Biokar) for Proteus vulgaris.
0.6% Commercial Miieller-Hinton agar (Biokar).

2 and 0.6% MRS agar.

2 and 0.6% Zym agar.

2 and 0.6% YEPD agar.

Chloramphenicol as standard antibiotic.

Magnetic stirrer.

Teflon-coated magnetic stirring bars.

Petri dishes: glass (100 x 15 mm) or plastic (90 x 15 mm).
Pipets.

Sterile tips.

PPV AW =
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2.5.3. Antimicrobial Assays in Liquid Medium

A e

Commercial Miieller-Hinton broth (Biokar).
Magnetic stirrer.

Teflon-coated magnetic stirring bars.
Vortex mixer.

Pipets.

Sterile tips.

3. Methods
3.1. Extraction of Flavonoids From Plants

The plant material should be macerated prior to extraction. Dried aerial parts of the

plant (50 g) are successively extracted at room temperature for 3 d with cold 80% and
50% aqueous methanol (400 mL). After the plant material is separated by filtration,
the solvent is removed under vacuum, yielding a sticky green residue of 10.8 g (see
Note 3).

3.2. Separation of Flavonoids

3.2.1. Separation of Flavonoids by Paper Chromatography (34-38)

1.

Dissolve about 1 g of the dried residue in 80% aqueous methanol (1 mL) and spot it on the
lower right-hand corner of a sheet of Whatman 3 MM chromatographic paper
(semipreparative). Use a flow of warm air for solvent evaporation between repeated
applications of the solutions to the paper. The final spot, which appears deep purple
when viewed under a 366-nm UV lamp, is about 2 cm in diameter and 8 cm from each
edge of the paper.

Develop the chromatogram containing flavonoids in a descendent mode in the longest
dimension into a chromatocab using TBA as the first solvent (see Note 4).

. Remove the chromatogram from the cabinet, dry it, trim off the folded portion, and then

refold it for descending chromatography in the second dimension with AcOH 15% sol-
vent (see Note 5).

The dry two-dimensional developed chromatogram should be revealed under UV light
alone and in the presence of ammonia fumes. It can be also be revealed with NA reagent
in order to detect the ortho dihydroxylated system in the B-ring (see Note 6).

3.2.1.71. FRACTIONATION OF TOTAL EXTRACT IN DIFFERENT POLARITY SOLVENTS (37)

1.

Partition the total flavonoid extract obtained (50—100 mL) between methanol/water (8:2)
and chloroform (50-100 mL) in a separation funnel. Separate the chloroform phase (lower
phase) and repeat the extraction three times with 25 and 12.5 mL, respectively. Concen-
trate the chloroform phases and store for antimicrobial assays on the rotary evaporator.
This fraction contains chlorophyll, lipids, terpenoids, and less polar aglycones.

Add to the rest of the methanolic extract an equal volume of ethyl acetate in a separation
funnel and proceed as in step 1. In this case the upper phase should be separated. Glyco-
sides in this fraction, are mono- and diglycosylated in the B-ring.

The residue extract exhausted with solvents represents the aqueous fraction, which con-
tains diglycosides of flavonoids, tryglycosides, sulphated flavonoids, alkaloids, amino
acids, phenolic acids, and cumarines.
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3.2.1.2. PRerPARATIVE 2D PAPER CHROMATOGRAPHY ISOLATION, AND PURIFICATION
OF FLavoNoIDS

Cut out the area containing the flavonoid alone on a two-dimensional chromato-
gram, about 20-50/sheet, to obtain sufficient material for identification of the fla-
vonoid (see Note 7).

3.2.1.3. PARTIAL PURIFICATION OF FLAvONOID: 1D PAPER CHROMATOGRAPHY

1. After a two-dimensional run (TBA and AcOH 15 or 30%), make a selection of the most
effective solvent system to separate the mixture. The selected one will be the solvent to
be used in one-dimensional paper chromatographic purification of the flavonoid.

2. Separate the flavonoid mixture from the two-dimensional run (about 20 sheets) by cutting
out the related area, dissolve it in MeOH 80%, and apply it as a band (see Note 8).

3. A descending run in the selected solvent gives UV-detectable bands. Cut out the major
one and elute it with spectroscopic methanol for a few minutes for spectral analysis
according to the method developed by Mabry et al. (34).

3.2.2. Purification of Flavonoids by Column Chromatography (CC)

The classical chemical procedure for obtaining organic constituents from dried plant
tissue, when working on the preparative scale, involves continuously extracted pow-
dered material in a Soxhlet apparatus with a range of solvents, starting with n-hexane
and chloroform and then using methanol, ethanol or ethyl acetate. The extracts obtained
are concentrated in a vacuum; they may deposit crystals. Mixtures of substances present
in those crystals must be redissolved in a suitable solvent and separated from the con-
stituents by chromatography (37). We now describe a protocol for purification by CC.

Sephadex LH-20 is used for the final clean-up of flavonoid aglycones and glyco-
sides previously separated by paper, cellulose, silica, or polyamide (see Note 9) (36).
MeOH is generally an adequate solvent, although some water may be needed initially
to dissolve the flavonoid. Presoaking of the gel in MeOH is necessary (37). To avoid a
long and tedious run, an automated fraction collector could be used

Concentrate each cut-out spot from the paper on a rotary evaporator, dissolve the
residue in a minimum of MeOH, vortex the mixture and purify the individual compo-
nents as follows:

1. Apply 1 mL of the mixture to a 50 X 1-cm LH20 column equilibrated with MeOH and
elute with decreased quantities of MeOH in water (9:1, 8:2, and 7:3) flowing down three
column volumes for each system.

2. Elute the flavonoids from the column slowly (0.1 mL/min) to allow good resolution. If
the band is not visible or detectable under UV light (366 nm), then analyze each fraction
by TLC (silica G60 or cellulose) to determine which fractions should be combined. Run
an analytical TLC sheet (4 x 10 cm) in a glass tank with 50 mL of suitable solvent
(described in Subheading 2.3., items 3 and 7), previously equilibrated for 20 min.
Remove the plates from the glass tank, mark the solvent front with a pencil, and allow
them to dry in the fume hood for approx 15 min. Spray the plates with NA reagent or
visualize the spots under UV light (366 nm) alone and under ammonia vapors.

3. Concentrate each eluate and test it for antimicrobial activity.

4. Each active fraction must be rerun in an LH20 column to isolate the active compound.
Repeat steps 2 and 3.
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3.2.3. Separation of Flavonoids by HPLC

When separation by the methods described above is not convenient for the type of
flavonoid, then HPLC separation should be used. The technique described here is based
on a previous procedure described by Corzier et al. (39) and the chromatographic
conditions given in ref. 40 with modifications (31). Classical HPLC procedures for
flavonoids are carried out after glycoside hydrolysis (39,40). However, the following
methodology is for mono- and diglycosylated flavonol without previous hydrolysis.

1. After LH-20 column separation, concentrate the eluate in a rotary evaporator, resuspend
it in the initial phase (15% B/85% A; 0.1 mg/L) and filter through a Millipore membrane
before injection.

2. Inject 100 uL of solution into the HPLC apparatus (Gilson) and run in a linear gradient 0—

25 min of 15-35% B. The column is a C18 (Phenomenex). The solvents used are given in

Subheading 2.3., items 11 and 12.

Monitor the flavonoids at 365 nm under a UV detector.

4. Concentrate the fractions containing pure flavonoids and prepare them for antimicrobial
assays.

(O8]

3.3. Antimicrobial Assays
3.3.1. Microbial Culture Conditions

The different strains must be cultured twice for activation in Erlenmeyer flasks
(125 mL) containing 25 mL of Miieller-Hinton broth at 37°C for 12 h in a shaker,
except for Lactobacillus rhamnosus, L. plantarum, Zymomonas mobilis, and Sac-
charomyces cerevisiae (see Note 10). Stop the cultures at 0.8—1 ODyg, (equivalent
to 108 CFU ), dilute until 0.1 ODgy, and use for antimicrobial testing (see Note 11).

3.3.2. Detection of Antimicrobial Activity in Solid Medium

The agar well diffusion method, previously described (41,42), with some modifica-
tions (16), is used to detect antimicrobial activity of plant extracts.

1. Inoculate 3 mL of 0.6% M-H agar media with 30 uL of an overnight culture of each
microorganism prepared as described in Subheading 3.3.1.

2. Overlay onto plates containing 2% Miieller-Hinton agar media, except for Proteus vul-
garis, for which 4% agar must be used.

3. Make wells of 3 mm in the agarized medium after inoculation with the microorganism to
be tested. More than five wells per plate are not recommended.

4. Fill the wells with 20 uL of total extract of flavonoids, fractions, or pure compound at a
range of concentrations from 5 to 1.000 pg/mL. The solvent for resuspending the extract
should be MeOH 80% instead of pure MeOH because the latter produces irregular inhibi-
tion zones.

5. Carry out a negative control with each solvent.

6. Maintain the culture Petri dishes at 37°C, and do not invert them until the solvent is
evaporated. After that, invert the plates to avoid water vapors condensation.

7. Measure the inhibition zones from one side to the other of the circle three times and
discount the well diameter (Figs. 2 and 3).

8. Use chloramphenicol, as a standard antibiotic, at a range of 0-250 pg/mL in order to
make a calibration curve. The results are the averages of three individual experiments.
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Fig. 2. Inhibition zones of total extract from Tagetes terniflora (2) T. pusilla (3), and T. minuta
(4) against E. coli. Solvent as negative control (1).

Fig. 3. Inhibition zones of fractions from 7. minuta against E. coli. Solvent as negative
control (1); chloroform fraction (2); ethyl acetate fraction (3); and aqueous fraction (4).
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Table 2
Microorganisms Suitable for Antimicrobial Screening

Microorganism Species

Gram-negative rods  Escherichia coli
Salmonella enteriditis
Shigella sp.
Pseudomonas aeruginosa
Proteus vulgaris
Zymomonas mobilis

Gram-positive rods Bacillus subtilis
Lactobacillus rhamnosus
Lactobacillus plantarum

Gram-positive cocci  Staphylococcus aureus
Staphylococcus epidermidis
Micrococcus luteus

Yeast Saccharomyces cerevisiae

3.3.3. Minimum Inhibitory Concentration (MIC) in Liquid Medium

MIC values against bacterial strains are performed using the Ericcson and Sherris

broth dilution method (43). Inocula suspensions are prepared from 6-h broth cultures
and adjusted to 0.5 McFarland turbidity equivalents. Substances and extracts must be
sterilized by Millipore filtration (0.45 um) and add to the MH broth medium. MIC
determination are performed using serial dilutions of each extract and pure substance
at a range of 0—1.000 pg/mL.

4. Notes

1.

Caution: chloroform is irritating to the skin, eyes, mucous membranes, and respiratory
tract. Chloroform is a carcinogen and may damage the liver and kidneys. Methanol is
poisonous and can cause blindness if ingested in sufficient quantities. Adequate ventila-
tion is necessary to limit exposure to vapors. Glacial acetic acid is volatile. Concentrated
acids should be handled with great care. Wear gloves and safety glasses and work in a
chemical fume hood.

Microorganisms suitable for antimicrobial screening are shown in Table 2.

The possible enzyme action occurring during this early period of isolation, leading in
particular to hydrolysis of glycosides, may be avoided by plunging the plant material into
boiling solvent or by rapid drying prior to extraction. The success of the extraction is
directly related to the extent that chlorophyll is removed from the solvent and when the
tissue debris, on repeated extraction, is completely free of green colors.

Depending on the room temperature, it will take the solvent approx 24 h at 30°C to
approach 2 cm from the end of sheet.

The run is developed in about 3—4 h. It is remarkable that with 15% or 30% AcOH the run
typically forms a rounded front effect.
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6.

10.

11.

Tereschuk et al.

Spots detected should be circled with a pencil, and R; values are determined as follows:

R; = Distance between origin and the centre of concentration of the flavonoid spot
Distance between origin and solvent front

. Is important to minimize contamination of a flavonoid to be used for UV spectral studies.

For purification of the flavonoid used in the spectroscopic investigation, it should be
extracted from the chromatographic paper with spectroscopic methanol for a few minutes
only.

The band should be located at approx 8 cm from the top of the chromatographic paper.
Flavonoids isolated by PC may still contain some soluble polysaccharide impurities; it is
best to purify them further by Sephadex LH-20 chromatography.

Lactobacillus strains are cultured aerobically in MRS broth at 30°C for 12 h at 250 rpm.
Zymomonas mobilis should be grown in Zym broth at 30°C for 12 h without agitation.
Saccharomyces cerevisiae should be cultured at 30°C for 12 h at 200 rpm.

Prior to carrying out the antimicrobial screening, let the microbial dilution sit for 10 min
at 37°C without agitation. This culture could be maintained at 4°C for a week for further
antimicrobial analyses.
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