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Sequences producing significant alignments: (bits) Value
emb|AL031667|[HS620E11 Homo sapiens chromosome 20 clone 620E11, -+ 632  e180

£b|AC007408|AC007408 Mus musculus clone HMUSO01F02, WORKING DRAF -+ 38 0.51
£h|AC007741|AC007741 Homo sapiens clone NHO0340F 16, WORKING DRAF--- 36 2.0

Fig.1 Homologous comparison of 476 bp fragment of RIG1 cDNA against Genbank database
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(b) Score E

Sequences producing significant alignments: (bits) Value
emb|AL031667. 14|HS620E 11 Homo sapiens chromosome 20 clone 6+ 400 e-110
gh|AC007924. 1|]AC007924 Homo sapiens chromosome 9 clone 165 - 232 S5e-59
£h|AC004845|AC004845 Homo sapiens clone DJ0635005;HTGS pha-- 92 le-16

Fig.2 Homologous comparison of 3° part 1 245 bp fragment of RIG1 cDNA against Genbank database
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1.01 Intr + 4458 4698 241 2 1 59 41 139 0.216 2.50
1.02 Intr + 6197 6543 347 0 2 30 9 238 0.370 6.29
1.03 Intr + 7377 7568 192 2 0 94 56 64 0.834 2.57
%1.04 Intr + 8744 8908 165 1 0 108 84 295 0.997 30.34
1.05 Intr + 10193 10372 180 1 O 41 87 331 0.988 27.44
1.06 Intr + 11436 11546 111 2 0 100 87 94 0.999 10.16
@1.07 Intr + 13230 13432 203 2 2 82 55 258 0.778 19.06
@1.08 Intr + 14147 14346 200 2 2 63 94 189 0.963 15.07
1.09 Intr + 15067 15226 160 2 1 110 89 119 0.992 12.32
1.10 Intr + 18201 18290 90 0 0 58 103 119 0.985 8.59
%1.11 Intr + 20404 20507 104 1 2 112 66 137 0.944 12.80

Fig.3 Prediction of exons of RIG1gene located on chromosome 20
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Fig.4  Amplification of medium part of RIG1
¢DNA using the predicted or specific primers
the PCR product
produced by using the non-cloned ¢DNA library as

M. molecular markers; 1:

template and the primers annealing with the

predicted 3" and 5° sequences of RIG1; 2, 3: the

PCR product produced by using the fourth band

cDNA of | as template and the specific primers of
RIG1 eDNA.
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Fig.5 ORF prediction of RIG1 gene
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Chromosome Location and Elongation of Radiation induced
Expressed Sequence Tag by the Aid of Bioinformatics’

LUO Ying, SUI JiarLi, TIE Yi, ZHOU PingKun"™ , SUN Zhi Xian
( Institute of Radiation Medicine, Beijing 100850, China)

Abstract Regulation of gene expression is one of the most important responses of cells to DNA damage induced
by radiation. A novel expressed sequence tag ( EST) fragment had been cloned from human embryo lung cells
induced by 50¢Gy radiation and named RIG1. To clone the fulklength ¢cDNA of RIGI, a nomrcloned ¢cDNA
library of human embryo lung cells induced by low dose irradiation had been established. T his library was used as
template in enchanced nest RACE PCR and biotin-labeled probe was used for further purification. The 3
flanking sequence of this EST was cloned and sequenced with this set of technology. It was illuminated by
homology analysis that this 3 flanking sequence and the original EST are well aligned with a BAC clone of 20"
chromosome and the predicted exons sequence of this chromosome is well consistence with the real EST. Thus
the RIG1 can be roughly located in 20" chromosome. By use of the exons sequence predicted from chromosome
sequence by GENSCAN, fulklength of RIG1 gene has been cloned. Chromosome location of RIGI gene is
further determined by this successful verification of Bioinformatics prediction by experiment. By the same step,
genome sequence of RIG1 has been determined. Therefore, by the combined use of Bioinformatics analysis, the
fulk length ¢eDNA sequence and genome sequence of RIG1 gene are obtained and the predicted protein sequence is

determined.
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