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Cloning and Expression Character ization of the Full L ength
A NA for a Novel L eukem ia-associated GeneL RP16
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Abstract To clone the full length dNA of a novel leukenia relap se-asociated gene (L RP16),
detemine its chromosome location, analyse its tissue expression pattern and characterize the
prokaryotic expression of this gene Firstly, the human ESTs (Expression Sequence Tags)
fragnents obtained from electronic hybridization were assambled using a 3 kb DNA fragment
cloned as probe, then designed the primers for rapid anplification of ©ONA end (RA CE). Tissue
expression pattern were analysed by Northern blotting, and bioinformatic data of High
Throughout Genomic Sequences (HTGS) were used for chromosome localization Prokaryotic
recombination protein w as induced by using IPT G and bacterial protein electrophoresed on D S-
PA GE The inserted fragnents of recombinant were confirmed by sequencing The full length
dDNA of the geneLRP16 was cloned and its translated amino acid sequencew as deduced This

gene w as localized on chromosome 1112 2 One recombinant whose sequence had 30 bases
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deleted w as obtained L RP16 genem ight produce two typesof proteins and the only difference of
the wo was the length of their N-teminus This gene might have two types of slicing

transcripts and the shorter low er transcripting
leukem ia, associated-gene, L RP16, recombinant protein, prokaryotic expression
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Fig 1 3'-RACE electrophoresisof L RP16 gene
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Fig 2 5-RACE electrophoresis of L RP16 gene

L DNA marker, 2, 3: The first and second amplification
product with the templete of dC-dDNA; 4, 5 First and
second amplification of NA with no poly (dC) tailing
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=53 GEGCEEGOCCETGEEECEEACAGCCGEGETCCGCACTTGGECCCCCCTEOCC ~1
CGGCCAAGGTGGACCTGAGCACCTCCACCCACTGGARGE

—_

6GCGAAATCCTTTCTG 60

M A AKVDLSTSTDWEKEAEKSFLRO

AAGGGCCTGAGTGACAAGCAGCGGGAGGAACATTACTTCTGCAAGGACTTTGTCAGGCTG 120

K 6 L SDKQREEHYTFCEKDEVR LW

AAGAAGATCCCGACATGGAAGGAGCGAAAGGGGTGGCTGTGAAGGTGGAGGAGCCC 180

KKIPTWKE|MAKGVAVKVEEP60

AGGTATAAAAAGGACAAGCAGCTCAATGAGAAAATCTCCCTGCTCCCCAGCGACATCACC 240
RYX KDKQLNEZIKTIZ?ITLILIZRSDTITSO
AAGCTGGAGGTGGACGCCATCGTCAACGCCGCCAACAGCTCCCTHCTCGGAGGCGGTGHC 200
K L EVDAIVNAALNSSLILGTCECG ¢100
GTGGACGGCTGCATTCATCGGGCCHCCAECCCCCTCCTTACCGACTACTRLCGGACCCTG 360
vVDGCI HRAACGPL T TDETCRT LI12
CAGATCTGTAAGACTGGCAAGGCCAAGATTCACCGGCGGCTATCGGCTCCCGGCCAAGTAC 420
QS C¥Y¥7TGKAKTITGGYRTLPAIK Y140
G;TCATCCACACAGTGGGGCCCATCGCCTACGGGGAGCCCAGCGCCAGCCAGGCTGCCGAG 480
VIHTVGPTIAYGEZPSAS QA A E 160
CTCCGCAGCTGCTACCTGAGCAGTCTGGACCTGCTGCTGGAGCACCGGCTCCGCTCGGTG 540
LRSCYLSSILDILTLTLTETHT RTLTR RSV 18
GCGTTCCCCTGCATCTCCACCGGCGTGTTTGGCTACCCCTGTGAGGCGGCCGCCGAGATC 600
AAFPCISTGVFGYPCEA AAAET 20
GTGCTGGCCACGCTGCGAGAGTGGCTGGAGCAGCACAAGGACAAGGTGGACCGGCTGATC 660
VLATLREWTLEA®QHI KTDTI KVYDRTLTI 22
ATCTGCGTGTTCCTCGAGAAGGACGAGGACATCTACCGGAGCCGGCTCCCCCACTACTTC 720
1 ¢V FLEIKDETDTIYRS SR RILPHYF 240
CCCGTGGCCTGAGGCTCCCGCAGCCCACCCTGACCGGGACTGACCCGCCTTCGGGACCCC 780
P V A x 243aa
GCTCCCAGCTCTGAGAGGTCGCCAAAGCCTGCAGCCTGGCCTGGGCCTGGCCACCCCTTC 840
TTTCCCTCCGCGCCCCGCCCCCCAGGAGCCTAATAAAGATCTCGTTGTGGCAAAAAAAAA 900
AAAAAAAAAAAAAAAAAAAAAAAAAAA 927

Fig 3 The full length ©NA sequence of L RP16 gene and its deduced amino acid sequence

The italic GC-SP1 sequence, blackened bases are RBS site, and the underlined based is
polyadenylation signal The boxed is the N -temminus of deduced length type amino acid product
Thickened part is the deleted bases of the possible shorter transcript
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Fig 4 Chromosomal assignment of LRP16 gene located on

’ chromosome 11g12 2 betw een gene cllorfl

(
: P13889, P27282, P36328, P36327, P27283),
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