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Abstract: In this study, with the sheep RXRG gene as the target gene, the structure and function of
sheep RXRG gene were predicted by bioinformatics software. The RXRG gene of sheep encodes 463 amino
acids, the length of open reading frame is 1 392 bp, the initial codon is 228 bp, and the termination codon is
1 619 bp. The relative molecular weight and isoelectric point of RXRG protein were 50 845.19 Da and 7.55
respectively. Leucine accounted for the highest proportion of amino acid composition and tryptophan accounted for
the lowest proportion. Subcellular localization is mainly located in the nucleus, not in the secretory protein;there
is no signal peptide sequence;there are two conservative domains, and they are hydrophobic proteins. The
secondary structure is mainly « shelix and irregular curl, and the third structure is mainly formed by random curl
winding and folding.

Key words: Sheep; RXRG gene; Bioinformatics analysis

MBS — RSN i, HE RAR) FI L #5 % X 5Z & (Retinoid X receptor,
ifeorfb . LR ARG . SR ANZHI4E RXR)BIEIRZ IR LML, RAR,
£ MUK E MBS LEE TS/ RXR B 3 FA[E Y HE I RXRA . RXRB #il
FUYL PR B R A2 1A (Retinoic acid receptor, RXRG %wf5, JER T RXRA. RXRB, RXRG

WimHEH: 2019-10-22

BEEWAR: Hw Rk kA4 # £ 42 (GAU-XKJS-2018-023) .,

EERIN: KAALN97—), B, HFFIEA, KAAEE, KA EE:  (0) 18809482521 . Email:
1349989828@qq.com,

BIEEE: T4R(1984—), B, HAALXXA, SIHKZ, TE2ANFHIHREFAEELH TIE,
Bk A @wiE: (0931)7631225, Email: wangwm@gsau.edu.cn,



32 AR 2020 45 55 2-3 1)

Gansu Agr. Sci. and Techn.  No.2-3 2020

LGP TIRZAR 23, RXRG SR M
VRS i i R, 458 B0 L A A o
B AN b, TR SR, A
AL GOE B kA 8y FE P A
RXRG S W58 Z1E B8 . B . H .
WA KR W, B, HEEE T, M
KT RXRG SR bt B N4
W R, RXRG SEHRAUAES P IRk
FEHPIERIR, X BAT m R R Y A
AR EA B B A8, X T B AE
AoER AR B E S I, X RXRG
R TRAMSY, FIFAED 5 B 2 A O EK
R TH, XEAFEPI A RXRG I R Gk
B AL RXRG 2R CDS X 3 411 2 11 5 Y
PRACVERT . W5 e 2250000 . A
P RELER . AT S BRI | VA I A R 2
SEEA T, BES RS UGS 206
(E N EP QBN i A (VA=W S PR =X =18 W
25 R AR ISR, WA FE RXRG
K544 5 T get s 3t =% 15
1 #REFE
L1 A3 kiR

B GRSk 5 T NCBI R 35 1Y GenBank
BEE, AELR T (XM_012185408.2) , Jii4
(XM_019986703.1), SEFEHE(XM_513962.5) .
AN(NM_006917.5), ZKE(NM_009107.3), &
(NM_001130213.1) . H; (XM_023640805.1)
IR (NM_205294.1)8 411 ) mRNA J7-41)
(F55 N HGen Bank &5 ),

() T ) 2 HE A FR AR AR T 43 M 5 >R DNA
A W) 9 58 2% ( Bioedit J2 DNA Star ) 43 B % {4 T
M RXRG FER gty =Py iy B4 YE T ; 2 )7
G LT B RV IE A 5B R o HE 2 255
P (DNAMAN ) 5 R 128 1152 V41 i 7
P T E.(PSORT) AT A ML e 57 . FERE
JB3 1) 43 B S0 7 TR A S BRI T2
(Signalp3.0%K /4 ) A T8 I TEAR 5 kBT U157
SR, R AR GBI A e IR AT AR A
[tied—mixture hidden Markov models(TMHMM ) |
P A 7 125 PR MR e DX 3l F00 R ] B
Pk BE A A58 T2 (SMART) 8 4 #4786 1
PRSFEERI AT SRR A AR
KA T IR 45 8% (Jpred ) 43 BF 0 5 SR FH 3
- 45 Y (Swiss—model ) B4 43 BT 25 11 — 2 45
¥ AR SR KB TRCR FH B K 43
#7 (ProtScale ) F2 7 140,
2 HERE5HWH
2.1 %% RXRG A B34 iLiE

FER BRI SEARE () A BT SR 1 PR, 4
£ RXRG FERHEN i 463 2 FEMR IR H
HE A K EE N 1392 bp, EIGHS 107
F 228 bp &b, ZAREIFALTF 1619 bp A,
2.2 F RXRG %75 /= 4 FRALME TR

T A B AR SBT3 B G458 X AR X 4
T IR A LA 55 s i BRAL P
AT, SRR RXRG FETR 2 B 7= W 1) B4k
PR ZE R (E 2) KRB, %I gAY 463 4>
FEMRIREE, A>Tl o 50 845.19 Da,

12 Fix HA SR S e AR P 5 e s,
43 RXRG FEN T BRIEHE R FH NCBL  9.9%; MR 22488, AT 5 el hy 9.5%,
| ORFsiound:13__Genticcode: _Sarcodon'ATGony ~ e

2 21~ And: y @piaj @ m I K Tools~ | @ Tackss @ V-
L“,,.uj,“’ﬁ_,,‘-“ 488 Eae o 700 600 |sea L100 jL20a  Hua  jrame 1560 Lsod |17 |1esa 159
) CRFfindes_5.1. 19808480 ] o
|~ I ofF10
[ <[5t onr2 I j—t——¢—————— orrs I | ooy I
-;-ﬁmm -l_llzrk subsel.  Maked 0 | Downlosd marked set ia!{Pmten\ FASTA ¥ i -_-_,cf?;-
| I s lsbsl  Swand  Frams | St Stop | Length{nt|aa) LLG
L e ooy - ) P Ao [L7oe  lioee 1Y

ORFS . 3
1:1..2.0K (2.0Kbp)

m 119

3920463 - ;
! ) /' ¥ Tracks shown: 2/12

B 1 RXRG EREFFH5IEE



HoO Al B 4

2020 4= 2-34Y

Gansu Agr. Sci. and Techn.

No.2-3 2020

33

Amino Acid Composition

Mol/%

7 Ala Cys Asp Glu Phe Gly His Ile Lys Leu Met Asn Pro Gln Arg Ser Thr Val Trp Tyr
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