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[ ABSTRACT]

ods New gene was in silicon cloned using exon finding, blast alignment, assembling program and so on.
polymerase chain reaction (RT-PCR) assay confirmed the open reading frame (ORF) of new gene.

Aim  To clone the upregulated expressed gene during rat myocardium ischemic preconditioning. Meth-

Reverse transcriptase
Results Rat heteroge-

neous nuclear ribonucleoproteins (hnRNP) A2/B1 gene was cloned by bioinformatics methods. The product of RT-PCR was 1.1
kb, which was identical to the predicted length. The ORF of rat hnRNPA2/B1 gene was 1 026 bp, which was composed of ten
exons and encoded 341 amino acids. The coding sequence showed 92% and 95% identity respectively in 1 026 bp overlap with
that of human and mouse, and the predicted polypeptide showed almost 100% identity with that of human and mouse. Con-

clusions The results showed that hnRNPA2/B1 gene was highly conserved among various species.

role in endogenous protection of ischemic preconditioning.
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TAGAAAAGCGGCGGTCTCGGCTCCAGCGGCAGTAGCAGCGGLGCCGGTCCCGTGTGCAGGTGCTCCGTGCGGCGCAGTTTCTIGGCCAT
CGGCTGCTCTCACCACAGCGTCAGGACGAGTCCCGTGCGTGTCCGTCCGCGGAGGTCTTTCTCTTCTCGCTCGGCTGCGGGAAATCGAG
CTGAAGCGACTGAGTCCGCGATGGAGAGAGAAAAGGAACAGTTCCGTAAGCTCTTTATTGGTGGCTTAAGCTTTGAAACCACAGAAGAA
AGTTTCAGAAACTACTACGAGCAATGGCGAAAGCTCACAGACTGTGTGGTTATGCGGGATCCTGCAAGCAAAAGATCAAGAGGATTTGG
CTTTGTAACTTTCTCATCTATGGCTGAGGTTGATGCTGCCATGGCTGCAAGGCCTCATTCCATTGATGGCAGGGTGGTTGAGCCAAAAC
GTGCTGTGGCAAGAGAGGAGTCTGGGAAACCAGGAGCCCATGTGACTGTGAAGAAACTGTTCGTTGGTGGAATTAAGGAAGATACTGAG
GAGCATCACCTTAGAGATTACTITGAAGAATATGGAAAAATTGATACTATTGAAATAATTACTGATAGGCAGTCTGGAAAAAAAAGAGG
CTTTGGCTTTGTTACCTTTGATGACCATGATCCTGTGGATAAGATTGTCTTGCAGAAATATCACACCATAAATGGTCACAATGCAGAAG
TTAGAAAGGCATTGTCTAGACAAGAAATGCAGGAAGTCCAAAGTTCTAGGAGTGGAAGAGGAGGAAACTTTGGTTITGGAGATTCTCGA
GGTGGCGGTGGCAATTTTGGACCAGGACCAGGAAGCAACTTTAGGGGGGGTTCTGATGGATATGGAAGTGGACGTGGATTTIGGGGATGG
CTATAATCGGTATGGAGGAGGACCTGGAGGTGGCAATTTTGGAGGTAGCCCTGGTTATGGAGGAGGAAGAGGAGGATATCGTGGTCCAG
GACCTGGATATGGCAACCAGGGTGGGGGCTACGGAGGTGGTTATGACAACTATGGAGGAGGAAATTATGGAAGTGGAAATTACAATGAT
TTTGGAAATTATAACCAGCAACCTTCTAACTACGGTCCAATGAAGAGTGGAAACTTTGGTGGTAGCAGGAACATGGGAGGACCATATGG
TGGAGGGAACTATGGTCCTGGAGGAAGTCGAGGAAGTCCGCGCTATGCTCGAAGCAGCCCATATTGAGCTTCTTCCTACTTACCATGG

& 2. X B hnRNP A2/B1 EE#Y cDNA F 31
Figure 2. The cDNA sequence of rat hnRNP A2/B1 gene

% 1. GENSCAN #1 MZEF BRI E RSB F
Table 1. Predicted exons by GENSCAN and MZEF programs

NBTFaH S BF XA GENSCAN MZEF
(bp) BTRMER  BRMNER

Exon 1 204 — —
Exen 2 111 111 111
Exon 3 147 147 147
Exon 4 211 207(7) 211
Exon 5 102 97(7) 102
Exon 6 81 96(?) 81
Exon 7 63 63 63
Exon 8 120 120 120
Fxon 9 123 123 123
Exon 10 62 62 —

“r ZRBM AN G KRR, —Forn R AR BT

J R (3, Figure 3), T HHMAEERA 1.1 kb, 5 F
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Figure 4), 45 £ K LA B hoRNP A2/Bl EESA
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Figure 3. Reverse transcriptase PCR confirmed the ORF of rat
hnRNPA2/B1 gene
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KR MEREKEQFRKLFIGGLSFETTEESLRNYYEQWGKLTDCVVMRDPASKRSRGFGFVTFSSM 60

A MEREKEQFRKLFIGGLSFETTEESLRNY YEQWGKLTDCVVMRDPASKRSRGFGFVTFSSM 0

MR MEREKEQFRKLFIGGLSFETTEESLRNYYEQWGKLTDCVVMRDPASKRSRGFGFVTFSSM 60
***********************************

) AEVDAAMAARPHSIDGRVVEPKRAVAREESGKPGAHVTVKKLFVGGIKEDTEEHHLRDYF 120

A AEVDAAMAARPHSIDGRVVEPKRAVAREESGKPGAHVTVKKLFVGGIKEDTEEHHLRDYF 120

MR AEVDAAMAARPHSIDGRVVEPKRAVAREESGKPGAHVTVKKLFVGGIKEDTEEHHLRDYF 120
**************{*****i**-)i*-l-**-k*******

KR EEYGKIDTIEITDRQSGKKRGFGFVIFDDHDPVDKIVLQK YHTINGHNAEVRKALSRQE 180

A EEYGKIDTIEITDRQSGKKRGFGFVTFDDHDPVDKIVLQK YHTINGHNAEVRKALSRQE 180

N EEYGKIDTIENTDRQSGKKRGFGFVTFDDHDPVDKIVLQKYHTINGHNAEVRKALSRQE 180
****************k*******************

KR MQEVQSSRSGRGGNFGFGDSRGGGGNFGPGPGSNFRGGSDG YGSGRGFGDGYNGYGGGPG 240

A MQEVQSSRSGRGGNFGFGDSRGGGGNFGPGPGSNFRGGSDG YGSGRGFGDGYNGYGGGPG 240

INER MQEV(QSSRSGRGGNFGFGDSRGGGGNFGPGPGSNFRGGSDGYGSGRGFGDGYNGYGGGPG 240
*-)(-*****%*********************%******

KR GGNFGGSPGYGGGRGGYGGGGPGYGNQGGGYGGGYDNYGGGNYGSGNYNDFGNYNQQPSN 300

A GCNFGGSPGYGGGRGGYCGGGPCYGNQGGCYCGGYDNYGGGNYGSGNYNDFGNYNQQPSN 300

N GGNFGGSPGYGGGRGGYGGGGPGYGNQGGGYGGGYDNYGGGNYGSGTYNDFGNYNQQPSN 300
F O X OH K O K N XK H R X KX KK X KR KKK KK KRR KX KRN

PN YGPMKSGNFGGSRNMGGPYGGGNYGPGGSGGSGGYGGRSRY 341

A YGPMKSGNFGGSRNMGGPYGGGNYGPGGSGGSGGYGGRSRY 341

N YGPMKSGNFGGSRNMGGPYGGGNYGPGGSGGSGGYGGRSRY 341

X ¥ X X ¥ K N K X X KN R X K X KK N K X R KK K K K XK K ¥ X X KN

4. KBINRRMABLRE—ZES AY/Bl BERAATHNEEMFYILE

HEREMBE,

B » "RRTE—BEEMRE, R ERT

Figure 4. Multiple sequences alignment among rat, mouse and human hnRNP A2/B1 gene by Clustal W program
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