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Bioinformatics. Tandem repeats were identified in the genome of strain ATCC 3502 Table 1. Tandem repeat loci in C. botulinum strain ATCC 3502 that represent the most 00729
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PLST. Genomic DNA from C. botulinum strain Walls8G (VPI 4404) was obtained from
BEI Resources (item NR-2713). DNA (0.3 ul) was used as PCR template in 20 pl
reactions with locus-specific primers (proprietary sequences) and Taq polymerase

(New England BioLabs) as recommended by the manufacturer. Amplification was for 4 Location of the repeat region in C. botulinum strain ATCC 3502 (GenBank accession AM412317).
30 cycles of 94°C 20 sec, 55°C 1 min, and 70°C 1 min, tollowed by 70°C 3 min. b Number of distinct alleles among the C. botulinum Group | strains represented in GenBank Nucleotide (nr) CONCLUSIONS

CbMT3 8760-8858 15 6 GAAGAAAATTTAAAT 31/36 cbms01/VNTR1 (0.87) e

Aliquots were checked by agarose gel electrophoresis, and submitted for database (as of February 2018).

dideoxynucleotide sequencing (Genewiz) following ExoSAP-IT (Affymetrix) treatment ¢ MLVA data from Fillo et al., 2011. DI, diversity index PLST represents a promising approach to epidemiological analysis of C.

and addition of sequencing primer. Sequences were edited as needed by inspection of botulinum environmental, foodborne, and clinical isolates:

gzgg?;ograms’ and trimmed to common termini for clustal alignment and dnapars 1. CoMT2-PLST provides excellent strain resolution that should be sufficient
' Fig. 3. Sequence alignment of CoMT2 loci from representative C. botulinum strains, for routine epidemiological analysis. Additional loci can be analyzed as

needed to confirm or extend CbMT2 results.
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