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Table 1 PCR primers for identifying Corynebacterium pseudotuberculosis
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Gene name Sequence (5'-3") Purpose Products length (bp) Annealing temp
(°C)

16S rDNA R: ACCGCACTTTAGTGTGTGTG PCR 816 55

F: TCTCTACGCCGATCTTGTAT
PLD R: TCACCACGGGTTATCCGC PCR 924 53
F: ATGAGGGAGAAAGTTGTTTTA
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Table 2 Primers for the virulence gene
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Gene name Sequence (5-3") Purpose Products length Annealing temp (°C)
(bp)
sigE SF: GGAGCAGGCCTATAACATCG PCR 235 55

SR: TTGGGCGTCTTCATTAGTCG




spaC SF: ATATATCCGCAGCTTGCACC PCR 252 55
SR: CTGCAATCACCAAAACGGTC
nanH SF: TGCAGTGGGGGAGGGTA PCR 624 57
SR: TTTCGTGTTCTCGTAAGGCG
pknG SF: TGGTGGTATGGGTTGGATCT PCR 198 55
SR: TCAACGCGGTGATCATCAAT
s0dC SF: AACTACCTCAAGATGCGCTG PCR 270 55
SR: CTCAAGAATCAATCCGGCGA
oppA SF: CGGCTAAGGACTTTTCCTCC PCR 237 55
SR: GTTTACCCGACGCAGAGATT
oppB SF: TGTTGGCGTTAAATGGGGAA PCR 237 55
SR: ACGGGAATCAACGAGTTACG
oppC SF: ACGGACATCCTTTTGGCTTT PCR 231 54
SR: TAACAACGATCGCCGCTAAA
oppD SF: GCTTTGATCGTCAAGGTTGC PCR 244 54
SR: ACTGTGCGTTCCTGCTTAAA
oppF SF: CCTCGTCAAATCTCTGGTGG PCR 223 55
SR: ACATGCGATCGGAAACGTAA
copC SF: CCAAGGTCGCTTTCTCTGGT PCR 242 58
SR: CCCGCCACCGTAAAAGTAGT
fag-A SF: AGCAAGACCAAGAGACATGC PCR 245 56
SR: AGTCTCAGCCCAACGTACAG
fag-B SF: GTGAGAAGAACCCCGGTATAAG PCR 291 55
SR: TACCGCACTTATTCTGACACTG
fag-C SF: GTTTGGCTATCTCCTTGGTATG PCR 173 54
SR: CGACCTTAGTGTTGACATACCC
fag-D SF: GAGACTATCGACCAGGCAGA PCR 226 56
SR: ACTTCTTGGGGAGCAGTTCT
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A: 16S rRNA PCR amplification. B: PCR amplification with PLD-specific primers.M: DL2000 DNA Marker. Lanes 1-4: Isolated

strains. Lane 5: Negative control. Lanes a—d: Isolated strains. Lane e: Negative control
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Appendix Fig. 1 PCR amplification of 16S rDNA and PLD
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A: KEGG pathway functional classification of annotated genes. B: COG functional category distribution of annotated genes

MiE& 2 KEGG #1 COG #iRFERFRRER ST

Appendix Fig. 2 Statistics of annotation results for KEGG and COG databases

V : Defense mechanisms

U : Intracellular trafficking, secretion, and
vesicular transport

T : Signal transduction mechanisms
S : Function unknown

R : General function prediction only

Q : Secondary metabolites biosynthesis, transport
and catabolism

P : Inorganic ion transport and metabolism

O : Posttranslational modification, protein
turnover, chaperones

M : Cell wall/membrane/envelope biogenesis
L : Replication, recombination and repair
K : Transcription

J : Translation, ribosomal structure and
biogenesis

I : Lipid transport and metabolism

H : Coenzyme transport and metabolism

G : Carbohydrate transport and metabolism
F : Nucleotide transport and metabolism

E : Amino acid transport and metabolism

D : Cell cycle control, cell division, chromosome
partitioning

C : Energy production and conversion
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Appendix Fig. 3 COG functional category enrichment bubble plot
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