ERMEDERE WWW REBRBERE
xEf B OB E R ARE

(Rl AP EPEEPEFHRERE By 210000)

WE: AMERERTIHMHT X EH, BEREEAWESASRIBETHAR, K
HEAFAHELK, ANEEESHASES. HEYERSRERFSC TR TEHER
HHVAREL, TAEASIENEDEFLY waww RES R SBIEEMAMA. #
M.

KA HYEEE, WWW RS, RiEE

HPESES. 93 TWEFEE: A 0 EKHS. 0253-265 (2002) 01.0059-03

AWEE% (bioinformatics) BEERERHZERENRIIZLEE, BEFR
AYERFNER, LFEETEGA¥E M08, OEERFAREE, BEFF
FIRERE, BOMABREEF, BOFE -HEHEIEE, IMBIEESSHEIRE,

BB RREAEERENEEYE R FRIEEMETFIE. mTEESE T,
STAMEBRTS -, B -S4 tEROEE I NRERSE BRMS SR
%, VM.

1 ExPASy Molecular Biology Server: http: //www. expasy. org/

ExPASy B /- 15 BF¥4 (hup: //www. isb-sib. ch/) E3r, +FERMEEY
FF IS SRR . IR T BB,

ExPASy 0% ) F HEEESR: (1) SWISS-PROT + TrEMB, SWISS-2DPAGE,
PROSITE : HMEEHEEK, KEH#E, (2) SWISS-3DIMAGE : #£H#t0H =M KK

WRE#: 2001-01-12, #EEHNT: 2001-09-21
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AR RSN . (3) SWISS-MODEL Repository : #i4 85 &0 4 Al 19 85 (1 B &% 1
M, (4) ENZYME : ##tBrmA{E 8. (5) CD4OLbase : {24t CD40 HRBRPE 55
IgM ERRAE MR 52 FAEM B . (6) SeqAnalRef : 2 T 51 40 # SCAR 15 B BT
B,
2 European Bioinformatics Institute ( EBI): http: //www. ebi. ac.
uk/

BRI AE (G BFER'E (hup: //www. embl. og/) BB, BOHEITFH, &2
THUFEDESEEERS, ANEEEMNMR IR, BIER, FEMBIRER
it FTP T2,

ZREFHAFHFERIESR: (1) EMBL Nucleotide Sequence Database: Y4 Wk ¥
15T DNA. RNA ZERFHMPA . MHHARZHEE, SEEEFFIERBE,. (2)
Macromolecular Structure Database (MSD): A4+ NRM il . X SHE8 AT 5 A
LEHIBIEPE, (3) Ensembl: ARERAMIEE. (4) InterPro Resource of Protein Domains
and Sites: B ORI AIDIREAYSE 25 8. (5) Complete Genomes: #2fit EMBIL [ 58 B #Y
HHEAHE . (6) Potome Analysis: BEREHRFESITEIERE. (7) CeneQuiz: AJ4F
AR RASMRRMSNIIE, MEFNE SN DNA 3R E#1TR, SERE, B
AEFD| REEYE R
3 National Center for Biotechnology Information ( NCBI): http: //
www. ncbi. nim. nih. gov/

EEES AP AGE RO WWW RSB REN FERIEEFR: (1) GenBank: £
AEEREMEZ . BRMERE, BESZHXHEYFERRSE K. (2)
Molecular database: U ITRIFFIEEEE . EARTHIRIRE . 45 RBEE M4
VinRBiEE., BHBFTIEIEFE ST A ENTREZ B E RS (Entrez Nucleotides)
KRBT IIFEEHERE (database of expressed sequence Tags, sbEST), FFREST S ¥R
PE (database of sequence tagged sites, adSTS), FEHEHMEEZ &ML EE (database of single
nucleotide polymorphisms, dbSNP) &%y ¥4 s B B3 WU PP 3 8048 P 61 4% 3R (3 F Y EN-
TREZ ¥ & F 5. (Enirez Proteins), & H B E (Conserved domain database, CDD),
Blast A B RIBH ST R, web EEIEZE (Protein Reviews On the Web) %5, 25
MEEEFEAFEORES F S WHEEAE (mdecular modelling database, MMDB),
C3D3.0OEEARSHLSHWKEE, BAMFK VAST KEX @RI E (Vector Alignment
Search Tool), VAST&5HMIEYERI RS AW BEEF WIS NCBI £ X BEE R
HMERE. (3) CHABERE (Literature Databases), (4) {028 A K T HHOREUERE
(Online Mendelian Inheritance in Man, OMIM) )il 5 A S8 LB B E M 5 RS0 A,
B FIHI XSRS, (5) Genomes and Maps: & T AKEHAREN (human genome re-
sources), SRAHIXER, ME—EHAFIK, ARREABWITRS], EHEEAITR,
HERFENFR 5, ARREGEECEEE, FREH RS TEEIEE.

4 DNA Data Bark of Japan (DDB]J): http: //ddbj. nig. ac. jp/

HAEN BT B 4 DNA S0l %, B SRR i i EUR R R R
SHTUIRE, FLIE getenuy MREHFF1 5154 ; SRS, FASTA #1 BLAST [RBEH (75103 )
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(b8 100 50 %5 TXSearch L9 5F R B FF B % CLUSTALW 25 13 i il DNA %04 4317 ;
GIB RHAF R0 47: GTOP ERMH . BAMLHMINAE T4 PDB 1 Bz Hypn %28,
S8-Thread 8 5t — L5 M A1 LIBRA =5 MM R 5%,

5 ItRXFEWMEREEEE: http: //mdl. ipc. pku. edu. cn/mirror/
mirror. html

HERFEYERREH (PeKing University BlQinformatics Server, PKUBIOS) it 7
BMEERENRR, 2R REVEBENELRRE.

FARPHEESIE: (1) PDB: The Brookhaven Protein Data Bank, &% . 2iM. Bk
WEY. R 3D ZEHBIERE, (2) SCOP: The structural classification of proteins, 18k
FEOREREEAREMEREEE. HERIRH: SWISSPROT . PIR . PROSITE %,

MARZIR 735 7T 47 DNA, HEEFY, &0 Fa%. HEMHBN it

[FIIEVERESH B . EAREHMIEE. 2 7B ST,
6 HEEYER WWWIRF 4 BAFIEE R H {5 EME% 25 ANGIS (Australian Na-
tional Genomic Information Service: htip: //morgan. angis. su. oz. au/), Fi-+ g scse ot
RFERK ISREC W5 B R % 8% (Instiute Suless de Recherche Expérimental sur le Cancer:
hitp: //www. isrec. isb-sib. ch/), HEBEZFHREST B AL RHAHREH S0
‘EHL I BIOSCI B % 2% (bionet Electro-nic Newsgroup Network for Biology; hitp: //www. bio.
net/), BKHM 4 9915 B M B L 95 5 (Swiss node of EMBnet; hitp: //www. ch. embnet.
org/), HEFIHMKFNAALRMAIMS 8 (Japanese GenomeNet: http: //www, genome.
ad. jp/) %

8 % X mt

L1] liopoulos 1, Tsoka S, Andrade M A. Gename Biology, 2000, 2 (1): interactions 0001. 1~ 3.
[2] Stoesser G, Baker W, Break van den A. Nucleic Acids Research, 2001, 29 (1): 17~21.
(37 Bairoch A, Gasteiger E, Hoogland C. hitp: //www. expasy. ch/dix/expasy. of: Version of Feb. 2001, 14.
(4] Benson D A, Karsch-Mizrachi 1, Lipman D J, Nucleic Acids Res, 2000, 28 (1): 15~ 18.
[5] DNA Data Bank of Japan: http: //ddbj. nig. ac. jp/.
[6] PeKing University BlQinformaties Server: hitp: //mdt. ipc. pku. edu. cn/mimor/miror. html,
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