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Abstract; According to the existing methods of bacterial classification, the strains CVCC 553, 55001 and 55002,

which used to producing and inspecting vaccine against ovine/caprine streptococcusis septicemia, were

systematically identified by serology, BIOLOG, 16S rRNA sequence analysis and whole genome sequence
analysis. The results showed that CVCC 553, 55001 and 55002 were Lancefield group C, identified as

Streptococcus equi subsp ruminatorum by Biolog. Comparative 16S rRNA gene sequencing studies confirmed that

CVCC 553, 55001 and 5502 are members of the species Streptococcus equi, with Streptococcus equi subsp.

E£WH: EXMAEYFIET-5 (NIMR -5)
YEE B AR, BIDFSE 51, DA 8 = fl A 0 v P 6 e R 8 P A S o o A 6 T4
EIREE . B2, E- mail ; taozhen_jiang@ 163. com



=2 B 2 4k 2021 4 3 45 55 4545 3 10

Chinese Journal of Veterinary Drug

ruminatorum CECT 5772 as their closest phylogenetic relative (99.72% ). DNA - DNA pairing studies showed

that CVCC 553, 55001 and 55002 displayed more than 70% relatedness to Streptococcus equi subsp. ruminatorum
type strain CCUG 47520 (80.5% .80.2% .80.5% ). Average nucleotide identity between CVCC 553, 55001,
55002 and Streptococcus equi subsp. ruminatorum type strain CECT 5772 is 97. 73% .97. 64% .97. 77% . In

summary, CVCC 553, 55001 and 55002 are not Streptococcus equi subsp. zooepidemicus, but Streptococcus equi

subsp. ruminatorum.

Key words: ovine/caprine Streptococcosis septicemia; Streptococcus equi subsp. ruminatorum Biolog; 16S

rRNA; whole genome sequence analysis
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Streptococcus equi subsp.ruminatorum |CECT 5772IAWEX01000062!

Streptococcus equi subsp.equi IATCC 33398ljgi. 1095784l
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|: Streptococcus saliviloxodontae INUM 63061AB828327!
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Streptococcus gallolyticus subsp. macedonicus! NCTC 13767IUHFM01000006!

Streptococcus porcorum 1682-031FN643224]
Streptococcus urinalis 12285-97IAEUZ01000009!
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Streptococcus porcinus IATCC 43138IAB002523I
Streptococcus bovimastitidis INZ 1587IL.ZDD01000001!
Streptococcus penaeicida ICAIM 1838IKU212904!
Streptococcus iniae IATCC 29178/DQ303187I
Streptococcus hongkongensis [HKU 301HQ335006!
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Fig 2 Phylogenetic tree based on 16S rRNA sequences of Streptococcus equi CVCC 553,55001 and 55002
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