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Table 1 Summary of comparison studies between transcriptome and proteome
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CENTAELRLAAR LR, B 1 00 B DR A5,

FEHT 2 SRR PR I T REAR RO, A
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7E DC 40 i1 o0 A I A5 2 4% (1 56 R sk 2K 1 iR ik,
LI S 20 RN 8 1 o 4 TR) R B AR 4 R A DG 1. R
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M HAEA AL gifrb, hF i 2
DIRTREEANEIR, DI AN RIALZL. 40 A AN B
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.

HI T IZ P AAS AR 2 T BFT T B AN o8 4k
ANEAME, I IO 255 e S 4T B i
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Progress in The Comparison of Transcriptome and Proteome

WU Song-Feng, ZHU Yun-Ping", HE Fu-Chu"
(Laboratory of Genomics and Proteomics, Beijing Institute of Radiation Medicine, Beijing 100850, China)

Abstract Moderate correlations between transcriptome and proteome were found in most studies. According to
different data types, current studies could be divided into four categories. They are comparison on single point,
comparison between two differential points, comparison among multiple time-sequence points and comparison
among multiple non-time-sequence points. In addition to the experimental error and the different datasets, the
post-transcription restriction and regulatory would affect the correlation very much. Different results might be got
for the different genes, cells, organs, organisms and even the different developmental phases. Because of the
differentia and complementary between them, parallel studies of transcriptome and proteome trended to be
performed, which could get the panorama screen of gene expression and discover the genes regulated in
post-transcription.
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