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[ ABSTRACT]
elementary characteristic.

con cloning form GeneBank datar base.
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Cloning;

RT-PCR and gene sequencing were performed to identify it.

Bioinformatics;

MIP5 gene

Aim To obtain the whole gene represented by the expressed sequence tag ( EST) AW918640 and analyse its

Methods Alignment, assembling and other bioinformatics programs were used to perform in sili-

Localization in chromo~

some, sequence of amino acid and functional domain were identified by map viewer, ExPASy and SMART software respectively.

Results AW918640 is an EST sequence that expressed highly at 3 h after myocardial ischemic preconditioning in rat.
the whole nucleotides sequence represented by AW918640 using in silicon cloning.
suggested that the whole nucleotides sequence express a new gene.
ing associated gene-5 (MIP5, GenBank accession number: AY553870) .

We got
The result from gene BLAST in GeneBank
We named this novel gene myocardial ischemic precondition-

Furthermore, the nucleotide sequence of MIP5 was

confirmed by RT-PCR and sequencing. ~ MIP5 contained a single open reading frame ( ORF) of 909 base pairs with the potential to

encode a protein of 302 residues containing 6 kelch repeat motif predicted by map viewer, ExPASy and SMART sofiware respec

tively. Conclusion MIP5 is a novel gene which is correlative with myocardial ischemic preconditioning in rat.
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L1 ##&

R E 27 250 g By Wister 1 1 A B B AR Z B 5
41 % 0 32 B Trizol 57 14 B Gibeo BRL /A 8] ; Pyrobe-
StTM & f& E DNA R 4B fn AMV 3 4 B ) A% 5
A M TA2 /) 8] 7 5y 1 kb DNA Marker 14 F 4t 3 H 2
16 & AN 5] PCR 7= 41 45 AR 7l 8 4 Qiagen 2
8 7= d; pGET-T # 1Kk J4 B Promega A 8 . I T PCR
¥ 34 MIP5S £ H ORF F W5 4 £ @18 T4\ &
A /R, £ T F 7 2 A % 5 -CTG CGT ACT AGC GAG
TAG CC-3’, 5 -AAG CCT GIT AGT TTG GGG TTC-3’,
TR BEKE AN 1365 bp.
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¥ AW918640 £ dbEST % 42 /& +F 1k [ R #% 7,
Z A 5 dbEST %548 %= BLAST b *f (http: //www. ne
bi. nlm. nih. gov/BLAST/) , ¥ [ JF & & #7 A | EST 4L
3 R F 5| E B B (contig) , I E B B F 5 94T I i 1
ZHE & ¥ ORF ( hitp: //www. ncbi. nlm. nih. gov/eorf/
gorf. html) , VL% % . cDNA F 7| ORF &9 &, 7+ 5
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min. F=HZ 1. 0% J7 5 B8 B FX B0, 0. 5 mg/L EB ¢
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2 Qiagen /A & PCR = # 4 iR 5| & 4t J7 5 pGET-
T # k%, %4 DHSa & % A4, 7w \ TPTG Fo
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translate 12 /7 ( http: //au. expasy. org/tools/ dna. html) &
72 F MIPS %% 75 & 2 B2 )7 7, SMART ( simple modu-
lar architecture research tool, http://smart. embl-heidel-
berg. de/) - 4T MIP5 % & I & 35
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FERUELASAE Y 909 bp, H 2 46 %65 7 5 T R — A 47
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ccacgcgtccggaagtatgtttaticaaacagtgcecattiatcticaaaggtgtaaaccaticcgtgttttatigtaaatatgtgtacttaagaatctatgtgtigtactata
cgtittttcttaatgtcacataatagaagctctggaaacaatgaagattictttcaagecaatcaagccaaggactgactcettcagccagtattagaagattitgtattga
tcttgattttegtettgtettttgtitggtttcgettttacatttttactactatgacatgtutttctttgeatcgggatectgecagagtaagatgtcaagacgeacactggagg
lmccllguggcggllglglaulc[gcgluctﬂgcgagmgccatggtgacacacmgggtgllctg[lgctg[t[lgcaggtlcaaaccug[aclactcugc
tgatcacaagctgcttgatgggaacccactagatggacaggetgaggtgtttggcagtgatgatgaccacattcagtttgtgcagaaaaagecaccccgtgagaa
lggccataagcagataagtggceagticcactggatglcicictictccaaatgceticagigeaaagicctaageatgagtggaaaatcgtigclicagaaaagactic
aaataacacttactigtgectggetgtgetggatggtacattetgtgtcattttectteatgggeggaacagtccccagagcetcaccaacaagtactccaaaactgag
caagaglitaagctitgag] agecagatgagclicclagaaaagectatgiclcecatgeagtatgecacggietggactggggacageagagatgaatggea
aactcatagctgeaggtggttataacagagaggagtgicticgaacagttgaatgctatgatccacacacagatcactggtecttecttgeteccatgagaacacca
agagcccgctitcagatggetgtgctgatgggacagctitatgtggtgggtggatcaaatggacactccgatgacctgagetgtggagagatgtatgaccegage
altgatgactggaccccetgtgecagagcetgagaactaaccgtigtaatgeaggagtgtgtgctctgaatgggaaactgtacattgttggtgactetgatecatatggt
c€aaaaaggcctgaaaaattgtgatgtatitgatcctgtaacaaagtcatggacaagcetgigetectettaacattcgtagacaccagtetgeagtitgtgaacttggtg
gttatttgtatataattggaggtgcagaatctiggaattgtctgaatacagtagaacgatacaatcctgaaaacaacacctggactttaattgecacccatgaatgtgget
aggcgaggagcetggegtegetgtictigatggaaaactgtitgtaggeggtggctttgatggtictcatgecatcagtigtgtagagatgtatgatccaaccaggaat
gaatggaagatgatgggaaatatgacttcaccaaggagcaacgcetgggatcacaactgtagggaacaccatttatgcagtgggaggatttgatggeaatgagttt
clgaataccgtggaagictacaaccttigagtcaaatgagtggagceccitacacaaagatitttcagtijtaacaaatttcagaaccccaaactaacaggettagtgat
glaattgtgtgtagtagaggtacacttgtgaataaggagggtgggtggggtagatgttgctaatggcaacacaaagcettctgeatattgeatattattaaacatgetgt
acatactutttgigtitggaacggaatgcaaagatgaaggtctgtitgtgaaticttaagacatcgtiggtiattttactttttgaaggttgatactgtaaaagaataaacca

caaattgattgggaacatcattttaagaagtcectgetectectcatttgtittgecgatttgcacattaaatgactcettecectecagtictgtcttaagaggcaagaggggt
agggtitacacgtaggcagtigggctittaagggccectiticaataactggaacactctataacaagatacttatttaaatagataacaatgactatttetgttittattaa
aagaaaagttcacatgcctaccaatatttagtctittatgattacatttttataactttttatatictcagcagagtgctttatctgtigaagtaaaatgtgacagattcacgtt
atcaaagcagagtggcagaggaaaggatgcagaglggggtgltictittaaatgctcagaacgcaaacttageatttgeecgeagetgteecttittettttetgttrga
gagtgcagtatcgatgtitatttggatggagtigaatagtaacagtaataattcaaacccaggtitgatgaattactgacttactgaaacatttaaactgtctttatttatca
Ctaaccaaacaattgtaaglggaagcctttgattgaaacaattaaactgtactgggtttgtgactgcaccccttttcagaagtgtittgticagetttcttactcacctgga
ttgactggttggggtgactcggtgtctgtgtagtgctacacctaatttatggtgcccaaatgagceaaatctaatgettgetgecagatgcaaacacattaaaggtacttt
gcaglaaaaaaaaaaaaaaaaa
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SMART &5 A4 % AR P AT T 91252 40 b KRB
MIP5 R T 805 B2 HE 9 — A& 909 B 2 X%t , g i
302 SRR AR AL R E . RS ES I AT
(SMART #f) RELHE S 6 NEBLEE kelch 25 .
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HAHEAER, 25408 2256 5E A R IR E 8 % R
G B (B4 55 ) A% 3 A s B ST S R S TR A,
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i13pi12
13p11
13911
134912
13q13

5. LAERMFUEMEXER 5 £ 13 SREFER

MQPDELLEKPMSPMQYARSGLGTAEMNGKLIAAGGYNREECLRT
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