$17% 2 YR B Vol.17 No.2
2019406 H Chinese Journal of Bioinformatics Jun. 2019

DOI:10.12113/j.issn.1672-5565.201810004

CERRFE S EAMNFIIEFIESH
BRI W R

(W% TR PR TR AW ES TR, VI% 710021)

W E.UHFESESEARRHNEREEA, GREHANGRAX, CHEES R TRIF LA ARBNBERE, Kb XM H
ENERFAMUHFEHES EANFIRAE, AAEL MM A ETN LA RES FANEARRERANE BEXE 5
JRAHFAE | E’W}fifjﬁi,\\:/ﬂéﬁﬁuﬁlﬂ?ﬁaS%EE’JE&%?}L/’?%M%ﬁkﬁﬁfm GRETTUHR#HS Ead 226 MaH
BAR,ENEFEER82, N AR, L FHAEAEN 0649, ERAEAR, A REAGLEE SR, HA4NBHER,H
IOMNBEMBRMALE, FE_LEM Y a BRI EAN L, A, E46ZHFREESEON T T AN EELRML, B
B EN TREENTMNER, TURBBENRERMLR R, I AR RN R EE AR EREEN ST KAE, AFT

— B LA R S E AW EEHATH R,

KW HBV Fa;S EA;MERME; A WERF

FE 45K S R512.6 XHERFRERD . A XEHS1672-5565(2019) 02-086—-09

Sequence characterization of S protein in hepatitis B virus
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Abstract ;S protein in hepatitis B virus is the envelope protein of the virus and is related to the virus entering cell.
It has a reverse transcription process and is extremely latent. Bioinformatics analysis tools were used to analyze the
sequence characteristics of S protein in hepatitis B virus, and the biological characteristics of S protein virus such as
the physicochemical properties, hydrophobicity, transmembrane domains, signal peptides, phosphorylation sites,
secondary structures, and optimal epitope formation site were studied. Results showed that the S protein in hepatitis
B virus consisted of 226 amino acids, and the theoretical isoelectric point was 8.21. It was an unstable, weak
hydrophobic protein with the total average hydrophilicity of 0.649. It had a signal peptide, four transmembrane
regions, and 30 potential phosphorylation sites. The main secondary structure of S protein in hepatitis B virus was
alpha helix and random coil. The predicted results can be used to find potential epitope regions and provide
important reference for the development of epitope vaccines for hepatitis B virus, which is beneficial to the further
study of the antigenicity of hepatitis B virus.
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Fig.1 Content of each amino acid in S protein
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Fig.4 Signal peptide prediction results for S protein
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Fig.5 Transmembrane region prediction results of S protein
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Fig.6 Phosphorylation site of S protein in hepatitis B virus
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Fig.8 Linear epitope of S protein in hepatitis B virus
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