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1 Hoxc8 exon4 exon-2
Hoxc8 exon- P1:5"ATGAGCTCCTACTTCGTCAAC 3~
P2:5°GGTCTCATCCATGGAAACAT 3
Hoxc8 exon2 P1:5"'AAGGCAAACTTACAGCCGGTATCAG 3~

P2: 5'TCAGTCCTTGTTTTCTTCCTTTTCC 3~

PCR 0.5 wL LA Tag E(5 U+ pL.™") 25 uL GC Buffer I(  Mg>*) 8 wL dNTP(2.5 mmol *
L") . 5 pwL( 10 pmol « L™") 5 L DNA 1.5 pL 50 wLo exon
PCR 194 C 3 min 35 PCR (94 °C 30 5,50 C 30s;72 C 30s) 72 C 10
mino exon2  PCR 194 C 3 min 30 PCR (94 °C 30 s;52 € 30 s;72 C 30
s) 72 C 10 min. PCR DL 2 000 Marker w=1%
PCR DNA o
1.4 PCR Hoxc8 exond  exon2
Genebank( Gene ID :EU817489  FJ905472) .
1.5 CLC Free Workbench 3 Hoxc8 exond  exon=2
; DNAStar Cluster W Method Hoxc8 exon- Gene—
bank : SeqFacts  Hoxc8 o
2
2.1 DNA Promega 2
DNA. 2 nL DNA w=0.8% 1
o 1 DNA 1 . .
DNA o
EEeaase. e eewe o - Sasseaew e
=t e5 v T se—w—=—: & 5
e e
e e e
—— e
= esa e saaa
BT a7
1 DNA
2.2 Hoxc8 exond PCR DNA Hoxc8 exon1 PCR
500 bp Hoxc8 exon- ( 2) o
2.3 Hoxc8 exon2 PCR Hoxc8 exon2  PCR 250 bp
273 bp Hoxc8 exon-2 ( 3) .
1 2 M 3 4 5 M 1 2 3 4 5 6

2000 bp—»
1000 bp—>
750 bp—>
500 bp—>

250 bp—>
100 bp—>

2 Hoxc8 exon- 3
1 ~5:PCR : M: DL 2000 Marker 1 ~6: PCR : M: DL 2000 Marker
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17 THNSEEAEGG IIII'I'IGGGI l'l'l'l'lllll'l‘ IGGGI‘TIIII GEEGHAEEEG TGETEHGETGH 238
Consensus TCCACCACGG CACCTCGGGC ATCTCCAACT CGGGCTACCA GCAGAACCCG TGCTCGCTGA

Conservation

250 284] JDO
14 GETGEEEEGG IGIIGII'PII BAETTETATG G IGIGGI GETEEEEAGA IIGTIIﬂT'I' 299
27 are“He HcH all II HARTT rrl-re aI-rl cllce a= II =|o| BGTEEETTT 200
28 GTG cc NCAECEETEE AEETTET TRBGAGG T BcH ENCTEEETTT 299
1 GITGIIHGG BGH GIITII BAATT fI'lTG GIT.IG.GG Gl'l'll I.G. BGT! TTT 300
12 cfite cc NcABcGEETEE AAATTETATG GETABGAGGE GET HcH EEcTEEETTT 300
17 GETGEEANGG AGAEGEETEE BARTTETATG GETANGAGGE GETEEEEAGH EAGTEEETTT 208

Consensus GCTGCCACGG AGACGCCTCC AAATTCTATG GCTACGAGGC GCTCCCCAGA CAGTCCCTTT

[T Ty PO TR T T T

320

14 BTGGGGHTHE GIIIGIGGIG EcEGTGGTGE llTlTlllGl ETGTEEATER TIIGIIIII 359
27 BvccGGETEA GEANGHEGGEG HMGEGTGGTGH ||-r|1-|||e| |-ra-r| BER 350
28 BrccccETEA Gll|elss|s BcEcrccTGE BATATH B

1 l'stGGIIll cEARGHGGEG HG cfecrrel ||'r|fl Icl 'rs'r| |

12 ATGGGGETHEA GEANGAGGEG McEGTGGTGE AATAT GTHEAT

17 ATGGGGHTES GEANGAGGEG MGEGTGGTGE AATATEEEGA ITGTIII'I'II 'I‘IIGHIIII 358

Consensus ATGGGGCTCA GCAAGAGGCG AGCGTGGTGC AATATCCCGA CTGTAAATCC TCCGCCAACA
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27 BAGTHG IGIIGGI AN & ll TTAR AT llllll I I HI I I'rllrnﬂ E419
28 'r|| BGTHG BcGHAGGANEE c BETTAR ATHAA TH GTET G| BATGTT 419
11 ETEEEEGTAG ECGHEGGAEAN GCEEAETTAE ATH ETE GTETHEEEGE ETEATGTTTH 420
12 BTESEAGTAEG BGHAGCAEAN CCHEARTTHA ATH BTE GTETEEEAGE BTEATGTTTE <20
17 ETEEEAGTHEG HcHNEGCHEEN ccEHEAETTHEE ATHANARETE cTETEEEASE BTEATCTTTE 418

Consensus CTAACAGTAG CGAAGGACAA GGCCACTTAA ATCAAAACTC GTCTCCCAGC CTCATGTTTC
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2.4.4 Hoxc8 PCR DNA Hoxc8 exon—
(430 bp)  exon2(273 bp) GenBank( EU817489  FJ905472) .
Hoxc8 exond  exon=2 ( 7) exond A TCG
20.8% 18.1% 35.6% 25.5% G +C 61.1% A+T 38.9% . exon2 A TCG
37.7% 16.5% 15.4% 30.4% G +C 45.8% A+T 54.2% .

ATGAGCTCCC TACTTCGTCA ACCCCCTGTT CTCCAAGTAC AAAGGCGGCG
M S S L F v N P L F S K Y K G G E

AGTCCCTGGA GCCGGCCTAT TACGACTGCC GCTTCCCGCA GAGCGTGGGC
S L E P A Y Y D C R F P Q S vV G R

CGGAGCCATG CGCTGGTGTA CGGGCCCGGC GGCTCGGCGC CCGGCTTCCA
S H A L A% Y G P G G S A P G F Q

GCACGCCTCG CACCACGTCC AAGACTTCTT CCACCACGGC ACCTCGGGCA
H A S H H v Q D F F H H G T S G I

TCTCCAACTC GGGCTACCAG CAGAACCCGT GCTCGCTGAG CTGCCACGGA
S N S G Y Q Q N P C S L S C H G

GACGCCTCCA AATTCTATGG CTACGAGGCG CTCCCCAGAC AGTCCCTTTA
D A S K F g 4 G Y E A L P R Q S L Y

TGGGGCTCAG CAAGAGGCGA GCGTGGTGCA ATATCCCGAC TGTAAATCCT
G A Q Q E A S v v Q Y P D C

CCGCCAACAC TAACAGTAGC GAAGGACAAG GCCACTTAAA TCAAAACTCG
K S S A N T N S S E G Q G H L N Q N S

TCTCCCAGCC TCATGTTTCC ATGGAATGAG AC

S P S L M F P W M R P
7 Hoxc8 exon-
2.4.5 Hoxc8 exond Hoxc8 DNAStar
Hoxc8 ( 7) 5
20 :Ser( S) 16.0% > Gly( G) 10.4% >

Pro( P) =GIn( Q) 7.6% > Ala( A) =Leu( L) =Tyr(Y)6.2% >Phe( F) =His( H)5.6% > Asn( N)4.9% >
Val( V)4.2% >Glu( E) 3.5% > Cys( C) =Asp( D) =Lys(K) =Arg(R)2.8% > Met( M) 2.1% > Thr(T)
1.4% >1le(1) =Trp(W)0.7% -

2.4.6 Hoxc8 SeqFacts Hoxc8
pl 6.7950 15 700. 20 Hoxc8 6 105 ~ 117
74 ~ 84 4~12 20 ~42 48 ~62 88 ~ 103
(  8).
(1) Score 1.183 lengtl,lk 13 at residues 105->117 (4) Score 1.129 length 23 at residues %0—>42
Sequence: EASVVQYPDCKSS Sequence: EPAYYDCRFPQSVGRSHALVYGP
10!‘3 | 117 2!.') |42
(2) Score 1.181 len%tkh 11 at residues 74->84 (5) Score 1.113 leng;t“h 15 at residues 48->62
Sequence: QNPCSLSCHGD Sequence: GFQHASHHVQDFFHH
7!1 |84 4|8 ‘62
(3) Score 1.129 length 9 at residues 4->12 (6) Score 1.089 length 16 at residues 88->103
* *
Sequence: LFVNPLFSK Sequence: FYGYEALPRQSLYGAQ
|4 | 12 8|8 ! 103

8 SeqFacts Hoxc8
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Sequence Analysis of Hoxc8 Exon-d and Exon-2
of Multi—Vertebrae Mongolia Sheep

CHEN Qi' ZHAO Jing® ZHANG Liding’ MA Yue-hui*
(1. Research Center of Molecular Biology Inner Mongolia Medical College Hohhot 010059 China;
2. College of Animal Science and medicine Inner Mongolia Agriculture University Hohhot 010018 China;
3. College of Agriculture Hainan University Haikou 570228 China;

4. Institute of Animal Science Chinese Academy of Agricultural Sciences Beijing 100193  China)

Abstract: In our study according to the Hoxc8 sequence of cow the specific primers were designed and the
sequences of Hoxc8 exon- (432 bp) and exon2(273 bp) of normal and multi-thoracic vertebrae mongolia sheep
were obtained ( Genebank accession number: EU817489 and FJ905472) . Alignment results of them indicated
that the sequences were conformity except a little difference in two sides of sequences. Hoxc8 exon- and exon-2
were aligned with other species and the results showed that compared with other mammals ( human dog mouse
rat and chimpanzee) the homology were above 96% ( exon-) and 91% ( exon2) ; compared with zebra fish
the homology were 75.8% and 74% .

Key words: Multi-Vertebrae Mongolia sheep; sequences analysis; Hoxc8 exon; Hoxc8 exon2



