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FEERIR UBAPI JEM, JERTelE, RiEFIER%, 4l
#8525 Q78 R739

VZIRAR G HR A 2 SO AR — A S R
EH BRI — H 2 FKIR R, K28k i 3
B2 H5Z KN SR & A FUKR @R, Wz % K
fiff 85 28 (ubiquitin carboxy-terminal hydrolases), 2 JIk
7B (Ub conjugating enzyme) E2 12 Ik 322 i
(Ub ligating enzyme) E3 5§, {EHKAKERAT . &
FUBTREAR « A0 T . 40 ) S0 45 A el F v B A
BRI S A A I 3L R AE R A — A
BE A A EE PR R T UBA Ih fiE IR
(ubiquitin associated domain). UBA Ihfig 382 B il
KILRES Z AR a5 S g bk, $EER A
UBA I g W 5 & Ik 4 &, &£z k&
(ubiquitination) , & HF A2 K i& 12 1 45 15 g2
ULAFE AR T2 AR G AL A M T e AR AR e A e
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2 672 bp mouse FST consensus sequence

Fig. 1 Homologous comparison of human UBAP1 c¢DNA against 2 672 bp mouse EST contig

Percent showed identities betw een 4 homologous fragments of mouse consensus ¢DNA and human UBAPI ¢DNA. The ORF region and

start/ stop codon of human UBAPI were in bold line . The mouse EST AI1530128 and EST A1255233 overlapping the 5 and 3 end of

hUBAP1 were pointed out by the arrows.
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Fig. 2 Homologous comparison of predicted amino acid sequence between human UBAP1 and mouse UBAPI1 gene

Conserved residues are indicated by “* ™:
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Fig. 3 Tissue expression analysis of mouse UBAP1 gene by
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virtual Northern
I'A: bone, IB: cecum, /C: lung,
brain, 2B: head_ neck, 2C: lymph node, 2D: pituitary gland, 2E:

1D: pancreas, IE: thymus, 2 A:

vascular, 3A: colon, 3B: heart, 3C: mammary gland, 3D: skin,
4A: ear, 4B: kidney, 4C: nerves, 41D: stomach, 5A: eye, 5B:
liver, 5C: ovary, 51 testis.

UBA domain is underlined and shaded.
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summary. html) .
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Identification and Digitalized Expression Analysis of Murine
UBAP1 Gene by Means of EST Database Searching=e=

QIAN Jun, DONG Li, ZHANG Bi Cheng, WANG Jie Ru, ZHOU Ming,
LI Zhong-Hua, LI WerFang, LI Xiao-Ling, LI GuiYuan'

{ Cancer Research Institute, Xiang-Ya School of Medicine, Central South University,

Key Laboratory of Carcinogenesis, Chinese Ministry of Education, Changsha 410078, China)

Abstarct U biquitin associated protein 1 (UBAPI) is a novel member of UBA domain protein family, located
at human chromosome 9p21-22 where loss of heterozygosity frequently occurs in nasopharyngeal carcinoma.
Through integrated analysis of public database such as EST, Unigene in silico and direct sequencing of ¢cDNA
clone, fulklength ¢DNA sequence of murine homologoue of human UBAPI gene was identified, which is
2 676 bp long and encodes a putative protein of 441 amino acids with a UBA domain. There is an average of
89% identical residues between mouse and human UBAP1 protein. Digitalized expression analysis based on EST

data showed that mouse UBAP1 gene expressed ubiquitiously and strongly in most of mouse normal tissues.

Key words UBAPI, gene cloning, expressed sequence tag (EST), tissue expression
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