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Strategy for the Protein Identification of Human Proteome
Expression Profile: Selection of Searching Database
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Abstract. Widely used method of protein identification for high-throughout proteome expression profile studies was da-
tabase-dependent. so the selection of databases for the protein identification was very important. Despite the deficien-
cy of available human protein databases., the complementarity of human proteins could be got mainly from human ge-
nome but not from the protein databases of other organisms. According to the comparison of the current protein data-
bases from different aspects, IPl was recommended for the basic identification for the studies of human proteome ex-
pression profile, and other human protein or nucleic acid databases were needed for the complementary identification
and novel protein mining.
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Table 1 Website of protein databases

Databases URL

NCBI’s Entrez proteins http://www. ncbi. nlm. nih. gov

Swissprot ftp://ftp. ebi. ac. uk/pub/databases/uniprot/
RefSeq http: //www. ncbi. nim. nih. gov/RefSeq/
Trembl ftp: //ftp. ebi. ac. uk/pub/databases/uniprot/
GenPept ftp: //ftp. ncifcrf. gov/pub/genpept/
Ensembl http: //www. ensembl. org/
Hinv-DB ORF http: //www. jbirc. aist. go. jp/hinv/index. jsp
UniRef100 ftp://ftp. ebi. ac. uk/pub/databases/uniprot/
IPI(International ftp: //ftp. ebi. ac. uk/pub/databases/IPI/cur-
protein index) rent/
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human and mouse , ,
Note: The x-axis indicates the identities (result of BLAST) , ,
and the y-axis indicates the number of proteins.
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Table 2 Redundance comparison of different databases

Download Redundance Non-red-

Database * date Total seq seq undance seq
Entrez proteins 2004-04-26 214 254 85950(40. 1%) 128 304
GenPept 2004-05-22 148 019 39429(26.7%) 108 590
Hinv-DB ORF 2004-04-29 39 091 3177(8. 1%) 35914
RefSeq 2004-05-03 27 724 1277(4.6%) 26 447
Ensembl 2004-02-03 29 802 1294(4.3%) 28 508
Trembl 2004-05-10 36 187  601(1.7%) 35 586
Swissprot ~ 2004-05-10 10 880  1(0.009%) 10 879
UniRef100  2004-05-04 43 503 0 43 503
IPI 2004-05-04 41519 0 41519

* . All of the databases used are human protein databases.
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Table 3 Coverage comparison of different databases

Database Double 95(%)  Double 50( %)
Entrez_protein—UniRef100 39.2 12.4
Entrez_ protein —IPI 39.0 -
UniRef100— Entrez_ protein 1.3 0.85
IPI— Entrez_ protein 8.0 -

Hinv DB— Entrez_ protein 64.7 26. 1
IPI—>UniRef100 26.0 -
UniRef100—IPI 7.2 -
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