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2.3 201 46.4%, 154
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Fig.l1 The results of PCR amplification of the Sip gene in S.
agalactiae (a) and restriction digestion and PCR amplification of
the recombinant plasmid pMD19-T-Sip (b)

a: M. DL2500Marker; 1. Sip b: M1. DL15000
Marker; M2. DL2500 Marker; 1. pMD19-T-Sip/BamH ;

2. pMD19-T-Sip/BamH +Hind ;3. pMD19-T-Sip
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1 GRILIAEIRE Sip BERFIESKENIERAE
T
Tab.l Amino acid composition of the peptide deduced from the
S. agalactiae Sip gene

(%) (%)

Ala 62 14.3 Lys 28 6.5
Arg 6 1.4 Met 10 2.3
Asn 24 55 Phe 4 0.9
Asp 15 3.5 Pro 27 6.2
Cys 0 0 Ser 42 9.7
Gln 22 5.1 Thr 51 11.8
Glu 21 4.8 Trp 3 0.7
Gly 15 3.5 Tyr 13 3.0
His 8 1.8 Val 51 11.8
Ile 14 3.2 Phl 0 0

Ieu 17 3.9 Sec 0 0

%2 HHXEE Sip SEKFT)
Tab.2 The amino acid sequence deduced from the Sip gene
from related strains

GenBank
Sip S. agalactiae AAG18474 la/c
Sip S. agalactiae AAG18476
Sip S. agalactiae ABG37993 NT
Sip S. agalactiae ABKS56861
Sip S. agalactiae ABKS56878
Sip S. agalactiae ABKS56880
Sip S. agalactiae ABK56886 Ia
Sip S. agalactiae ABK56888 Ib
Sip S. agalactiae ABK56889
Sip S. agalactiae YP328758 NT
Sip S. oralis ZP06611288 NT
Sip S. mitis ZP07463433 NT
Sip S. salivarius CAP16604 NT
Sip S. vestibularis CAP16606 NT
Sip S. thermophilus ~ YP_140861 NT
Sip A. marinum ZP_06807629 NT
Sip A. viridans ZP_ 06807629 NT
Sip B. mcbrellneri ZP_06805573 NT

, ““NT””
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Abstract

The Sip gene of a virulent strain of Streptococcus agalactiae isolated from Tilapia was amplified using the

PCR method with specific primers and then cloned into pMD19-T vector. The presence of the recombinant plasmid was

confirmed by the PCR method combined with the restriction enzyme digestion method (BamH and Hind ). The results

showed that the amino acid sequence derived from the Sip of S. agalactiae in Tilapia was highly conserved and had a 100%

of homology among strains isolated from humans and other mammals. The polypeptide contained a signal peptide consist-

ing of 25 amino acids and a LysM functional domain which was related to immunoregulation. The polypeptide had a num-

ber of important sites related to post-translational modification, including 33 phosphorylation sites and 2 N-glycosylation

sites. The hydrophobic regions of the Sip were larger than the hydrophilic regions and the Sip was predicted to be located

outside of the cell membrane. An analysis of codon bias demonstrated that the codon usage frequency of Sip in the strain S.

agalactiae was distinctly different and it resembles more closely to those of the eukaryotes.

Key words Streptococcus agalactiae, Sip gene,
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Molecular characteristics



