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Functional analysis of MS6_A0927, a locus that classifies Vibrio cholerae into
two lineages

OKADA, KAZUHISA

3,600,000
200
MS6_A0927 M LH MS6_A0927
M~ LH M
M 0-
10
M

Vibrio cholerae has more than 200 serogroups and remarkable genetic
diversity. Our previous study revealed that V. cholerae has evolved by selecting either the M or LH
gene at the locus MS6_A0927. We constructed deletion mutant strains of MS6_A0927 and hybrid strains,

in which M and LH genes were exchanged. The strains with the M gene showed significant growth with
methanethiol as the sole sulfur source. In addition, it was found that increase in methanethiol
concentration delayed the lag-phase in a specific medium. The product of the M gene of V. cholerae
mayhperform the function of O-acetyl-homoserine-sulthydrylase, converting methanethiol to
methionine.
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Reference
Position Tyoe
32426( LH)  ToxR o
115837 SNV
166716 SNV
242620 SNV
253496 Deletion
407123 SNV
684044 SNV
TOXR 748381 SNV
1255106 SNV
1424089 SNV
1459343 Insertion
32426( LH) e
1639085 Insertion
1830967 SNV
1963749 SNy
2023461 SNV
2131023 SNV
2467035 SNV
32426 2563037 Deletion
217125 Insertion
2755362 Insertion
L H 2947934 SNV
2959725 SNV
2959731 SNV
2973245 Insertion
3608075 SNV
3883498 SNV
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diguanylate cydase/phosphodiesterase (GGDEF & EALdomains) with PAS/PAC sensor(s):p.GIn232*
C-di-GMP phosphodiesterase Mba, repressor of biofilm formation:p. Tyra94aHis

Peptidase B (EC 3.4.11.23):p.5er201Leu

inner membrane protein, putative:p.Glu9soGly

Toxin co-regulated pilus biosynthesis protein C, outer membrane protein:p.Leu304fs
Transcriptional activator ToxR:p.Trp217*

Molybdopterin binding motif, CinA N-terminal domain / €-terminal domain of GinA type E:p.Pro112%
Conserved protein YcjX with nudeoside triphosphate hydrolase domain:p.Thrd6Ala

Type I restriction-modification system, restriction subunit R (EC 3.1.21.3):p.Asn814Ser

Signal transduction histidine kinase regulating C4-dicarboxylate transport system:p. Met300Thr
Septum site-determining protein MinD:p.Thr34fs

DNA-binding response regulator, AraC family:p.Ser582Gly

Hagellar regulatory protein FleQ:p.Val462fs

rRNA small subunit methyltransferase H:p.Pro785er

ADP-heptose synthase (EC 2.7.-.-) / D-glycero-beta-D-manno-heptase 7-phosphate kinase:p.His159Ty:
Jisopropylmalate dehydrogenase [EC 1.1.1.85):p. Me1267lle

sucir i i hyd: (EC 1.2.1.71):p.Alagsval

Response regulator:p.GlugSlys

Mannose-6-phosphate isomerase (EC 5.3.1.8):p.Thr7dfs

MSHA biogenesis protein Msh(k:p.Val321fs

Dnal-like protein DjlA:p.Serl71fs

FIGO1202050: hypothetical proteinzp.Tyr20Cys

hypothetical protein:p.Leu28lle

hypothetical protein:p.Arg30Ser

FIGO0S60454: hypothetical protein:p.Val17sfs

FIGO1201108: hypothetical protein:p.Asn25Ser

Predicted lysine NhaC family:p. Ala39Thr
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