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Abstract : To explore the structure and function of retinoblastoma gene 1 ( RB1 gene) of chicken, the prediction and analysis of bioinformatics of
the RB1 gene were carried out according to amino acid sequence of RB1 gene in the NCBI database, involving in species of the physicochemical
nature, signal peptide, protein phosphorylation, domain structure, motif and three dimensional structure etc. The results showed that the se-
quence homology between chicken and mammal is very high. Chicken RB1 gene has the structure and phosphorylation sites, no signal peptide

and transmembrane domain. The mature peptide has 73.16% amino acid similarity with 4elj. 1. A. These data demonstrated that the RB1 gene

will has a potential role in regulation of the growth and development of cells in chicken.

PR FEEBE A R B ] 1 (RBT IR J2 A28 —
AN E TERE R RE N DR R L IR 5 R R
20 R 1) R A S UIARLOG i LA i 44 SR 400 1) R 4
L . WHELZh Y RB1 LB R ALEE 3 AR
RB1/pl105 .RBL1/p107 .RB2/p130">~*/,

RBI B:[H 27 A0 81 26 N F 4.
X RB1 K8 A AE 1 S J Ak -, DNA J¥5] 2K h
78 217 bp, mRNA 4 £ &y 4 464 bp, CDS & K N
2 766 bp, 4t 921 P KR . W. H. Lee 25 %}

s B 83 :2016 - 08 —30;f&[E] H H#A:2017 - 03 - 28
E¢UR:EXRBARZEREELIE (31301960) ; 5EFKE L+
FRR T IRTE S HT M 26 5 BiR R (20132325120016) ;
TIEEBAMNSEFAREF T AL HFFITLITLE (UNPY-
SCT -2015007) ; 2 A I EHBE/TE LI B (12541019) ; R4k
R RFFEFR" A (14QC15)
EZE T HFF (1991 - ), =, AR A, R TT @A 5D
YR LB F,992413642@ qq. com.
BEMEE K H(1982 - ), %, B&E, BL, TRFEA
SYNRIE B M, huizhang@ neau. edu. cn.

.16 -

BT AR RNA SE47 00 5 I i & [ 5741, & 30
LB T 51 i mRNA K25 4.6 kb, SR AR KA M &
816 N FLARAR I , i H & B IL B R 7 50 5 R
LEEE RPN LE MR, Y. K. Fung %7 | H3 -
8 BREFAE 13q14 X3k o3 B3k 15 17 W B AR L) 7 51
i) cDNA 72[% . RB1 1 RB2, R. Feinstein 25" 5[
TX% RB1 9 ¢DNA J¥ 51, & B RB1 3 [H 4 15
104 ku AYEE 5, EUIFLSI IR /N

KEWFFE R, RBL 0] DLl 22 Fh i (0 & A=
QAL I s B A R 2L 5 ORE Ll IR R R 48 . RBI
A A -5 O 40 e B 4 oAb AR B
080 T R A K A ] 45 ) R S WA 1% . RBI 3l
XA AR R E W R R R AE IR E R R B
A AR B IE R AR R R R AR AE
iR

AWFFE L NCBI 3045 72 [ 8 M4 Fh Y RBImRNA
J7 51 kg S Ay, X FL G B 1) 2 IR R A AT L X, I
A7 RIIE A R AL SE R A, i b AR W05 B 22 5 it
Hgmhs s At TR L M I 5 S IR R AR ik (4



No. 05,2017

P 3 Motif [z = #E45F4 55 5 T g 500, IF 45 A= )
22Tt LA A RBI D RERF T 28 5 Sl
1 #HE5FE
1.1 £%%Yrkh RB1 P74

FanvoRbk A 26 B E AR B H A Fut (NCBI) £1
P e, N R I 8 S RB1 3 PR %) 2 1 5T 7 471
(%% NM _ 205237, 4~ NM _ 001045877 . /N i, NM _
007554.2 . A\ NM_001202 % NM_001101031 . AE I
B NM _ 001101793 . B o) 41 NM _ 131342 T fil§
FJ591154) F FHE9% .
1.2 Hyrfpi] RB1 G568 W] I3 P B ik AE G 2 70 B

FI ] DNAMAN #4:%F1x 8 M4 F ) RBImRNA
FEAN AT LEXT, FEREA T IR M RNk A5G 2R 430
1.3 RBI &5t 5 )65 by

FIIF PSORT &8 7E 2k T H 84k 147 #r RB1 (1) 4%
¥ 536e, X HEEAC R T B IO RE A S IR A5
AN E O e — e = PR AT TN 5 4 H
FEBMAHRFERR L,

1 PEN SRR RER Rk T

Table 1 The software for prediction of the gene structure
and function
G P h
1 ProtParam&ProtScale R B
2 PSORT AR E {37 T
3 SignalP4.1 Server& TMHMM {5 5 ik I JEE X T 000
4 NetPhos2. 0Server EABRILI
5 ProtFun H AR
6 SMART LR iR
7 ScanProsite Motif # %
8§  SOPMA i e e
9  SWISS - MODEL Workspace [Fi) 5 R AR = Ak S5 4 T

2 BRESGW
2.1 Yrdii] RB1 2456 B8 T 51 [ 958 ¥k B2 ik 4k ¢ 2
b

PR FAEYHTHE 8 BE S NN KR
RB1 24508 77 9347 LU X 0 A, A B0 5 40 g L N
/INERZ 18] 40 0 R EAEAR =, % 55 U TOE b 7 /] —
AN S AER G AR B B Sl (LI TA) o
LB P s 550, RBI SLR M @i A Witk e &
EIHE S 2 AR o R A (WA 1B)
2.2 RBI BMEYENR 5347

F) FA 3 i) RBImRNA J¥%1], A ProtParam 1 H.X}
RB1 B2 502 41 i 43 ot f F0 P30 55 L i 6 AT 4
Bro RBI £5Fh 2 JE IR 5k FL 1y & i . B e R & i
1.6% , 55 2 R & it i = (10. 6% ), 2 R IK Z
(8.9% ) , (A MRIAL(0.7% ) , WK 2., SR
IRTEAEHMUAR D IEH AR AT h LA ELE/EN.

Heilongjiang Animal Science @

and Veterinary Medicine

100% 95% 90% 85% 80%
L 1 1 1 1
WL seq —m—— 93%
HT % seq
MM seq —————————— 590, 81%

. seq
98% 88%
] 94%

& seq
Aseq I | CX

¥ .seq

/N.seq E—
A YrFh RIRB1IEERR 75 IR 44

0.05
— — D .seq: 0.060
T84 seq: 0.105
e JE U 500 0.058

. 7500 0.050

4 seq: 0.025

¥&.seq: 0.036

A.seq: 0.038

/NiR.seq: 0.039
B #1# EIRBIEERR 75 #E1L % R 447
Pl1  RBI ZUERRIT SR I Hrali R

Cluster analysis result of amino acid sequences
of the RB1
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Table 2 The content of a variety of amino acid residues

of the RBI
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Fig. 2 Hydrophobicity analysis result of the RB1
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Table 3 Function prediction result of the RB1 protein
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