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In this study, we found three isolates TSY216, TSY241, and TSY421, of Vibrio chole
rae 01 carrying a 0.9 Mb replicon (Ch3) in addition to the two circular chromosomes, 1 (Chl; 3.0 Mb) and 2
(Ch2; 1.0 Mb). The genome of TSY216 carrying the Ch3 was compared with that of epidemic V. cholerae 01. T
he chromosomes 1 and 2 were very similar among TSY216 and other epidemic strains. However, the Ch3 did not
share any conserved region with Chl and Ch2. Ch3 was found to encode 1,031 ORFs and 66 genes encoding tRN
As for 20 amino acids. The origin and function of Ch3 remain unidentifiable. The acquisition of a large-sc
ale 8§ne set of the third replicon may provide an opportunity to result in a new emerging form of V. chole
rae 01.
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Vibrio

Anicodon _Chi_Ch2_Ch3 _Amino acd
6eC 1 . - Al
T6C 3 3 Ala
ACG 6 1 Arg
cCG 1 - Arg
TCT 4 3 Arg
GTT 4 5 Asn
GTC 5 . 3 Asp
GCA 1 2 3 Cys
6 5 - 2 Gin
. 3 3 Giu
6CC 6 . - Gly
TCTC 1 1 2 Gly
GG 2 . 2 His
GAT 3 3 e
CAA 1 1 Leu
CAG 3 = Leu
GAG 1 . 1 Leu
TAA & 2 Leu
G 5 - 1 Leu
T 1 5 Lys
CAT 9 8 Met
GAA 3 4 Phe
GGG 1 : Pro
166 3 2 Pro
GCT 2 2 Ser
GGA 1 1 Ser
TGA 2 1 Ser
GGT 2 2 Thr
TGT 4 2 Thr
CCA 1 1 Typ
GIA 5 3 Ty
GAC 2 , val
MC: f = 3 Val

1 Pseud
Tolal 90 4 66
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