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Abstract:  To identify differentially expressed proteins in Streptococcus agalactiae (S. galactiae) piscine strain
(GD201008-001) and bovine strain ( ATCC13813) by iTRAQ, and provide new clues for exploring the pathogenic mecha-
nism of S. galactiaestrains isolated from different hosts, cellular proteins were extracted from cultures of S. galactiae
GD201008-001 and ATCCI13813, and labeled with

isobaric tags for relative and absolute quantitation
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(iTRAQ). Differentially expressed proteins were identified
with LC-MS/MS. The mass spectrometry data was analyzed
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by Mascot2.2 and Proteome Discovererl.4 and subjected to
biological information analysis by blast2go. A total of 17

differentially ~expressed proteins were revealed in

GD201008-001 and ATCC13813 (P< 0.05),
which 3 proteins were up-regulated (ratio>1.5) and 14
were down-regulated (ratio<0.667) in ATCC13813. These

among
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proteins are involed in 15 biological functions including metabolic process, cell composition, binding, catalytic activity,

and hypothetical proteins. The most down-regulated protein ¢psIVK encoding capsule biosynthesis protein was related to S.

agalactiae capsular synthesis. Further experiments showed that the antiphagocytosis of GD201008-001 resisting murine mac-

rophages RAW264.7 was significantly higher than ATCC13813 ( P<0.01) in which ¢psIVK was down-regulated, suggesting

that ¢psIVK may play a role in the resistance to host immune cell phagocytosis of S. galactiae piscine strain.
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Fig.1 SDS-PAGE of the cellular proteins extracted from Strep-

tococcus agalactiae
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Table 4 Down-regulated proteins in S. galactiae bovine strain ATCC13813 compared to piscine strain GD201008-001
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Fig.2 Gene ontology analysis of differentially expressed pro-
teins of S. galactiae bovine strain ATCC13813 and pis-
cine strain GD201008-001
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