2011 33(6):1181 -1186 http: //xuebao. jxau. edu. cn

Acta Agriculturae Universitatis Jiangxiensis E — mail: ndxb7775@ sina. com

5"LongSAGE cDNA
(Apis mellifera)
LOC727225

1 1 2 1

(1. / 362000; 2.
201203)
3 5’LongSAGE RT - PCR
( Apis mellifera) LOC727225 4  c¢DNA ( GenBank : IN627500
JN627503) . c¢DNA mRNA
2
o 5’LongSAGE LOC727225
RNA Pol II 6 (TSS) 2
TSS pre — mRNA mRNA 90%
LOC727225 E2F  StuAP
LOC727225
; ; ; ; ; 5'LongSAGE
1Q756; S891 tA 11000 —2286(2011) 06 — 1181 —06
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Revealed by 5°LongSAGE Tag-gernerated cDNA Fragments

SUN Liang=ian' OUYANG-hao' ZHENG Hua§un® HUANG Zhou-ying'

(1. The Higher Educational Key Laboratory for Molecular Biology and Pharmacology of Fujian Province
Quanzhou Normal University Quanzhou Fujian 362000 China; 2. Chinese National Human Genome Center

at Shanghai Shanghai 201203 China)

Abstract: Alternative splicing is an important mechanism to increase diversity of protein in eukaryotic
cell and can modulate how a gene acts in different tissues or developmental stages by generating distinct spli—
cing variant. In this study four cDNA sequences of a hypothetical gene locus ( LOC727225) on genome se—
quence of Apis mellifera through RT — PCR were cloned by using three different 5 °LongSAGE tag sequences as
up — stream primers and the ¢cDNA sequences were submitted to GenBank under the accession numbers

JN627500 JN627501 JN627502 and JN627503. According to the mapping result of cDNA sequences on Apis
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mellifera genome it was observed that the pre-mRNA of LOC727225 alternatively spliced into two transcript
variants. Protein analysis revealed that the smaller splicing variant encoded an unknown protein while the de—
duced polypeptide from the larger variant had sequence similarity with chorismate lyase and neurotrypsin. The
mapping result of 5° LongSAGE tag sequences on genome sequence showed that LOC727225 was highly ex—
pressed in drone head and RNA Pol I initiated transcription of this gene at six alternative TSS with different
efficiency. It was observed that the pre-mRNAs from two dominant TSSs were processed into the smaller spli—
cing variant which accounted for 90% of the total mature mRNA molecules from this gene. Promoter analysis
revealed that LOC727225 was a target gene of transcription factor E2F and StuAp which were regulators of
cell proliferation. These results suggested that LOC727225 plays an important role in development or cell cy—
cle. This analysis might be helpful to function study of this honeybee gene.
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