FH 3T 532 (Sequence Alignment and Search)
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http://www.uniprot.org/
http://blast.ncbi.nlm.nih.gov/
http://www.ebi.ac.uk/Tools/services/web/toolform.ebi?tool=fasta&program=ssearch&context=protein
http://www.expasy.ch/tools/sim-prot.html
http://myhits.isb-sib.ch/
http://www.ebi.ac.uk/Tools/InterProScan/
http://www.ncbi.nlm.nih.gov/cdd
http://www.expasy.org/prosite/
http://www.uniprot.org/
http://www.ebi.ac.uk/Tools/sss/ncbiblast/
http://www.ebi.ac.uk/Tools/services/web/toolform.ebi?tool=fasta&program=ssearch&context=protein
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HIALE, {3 Receiver-Operator Characteristic (ROC) 2k K EL =Fhi 224k L,
MFR—RER, g RyRP R 10 g R —%%, SRirEg LT
HEHMEAEEEES E (RRW). idEE SR ERE T —NFHE 62 T
A, —H4SEEIMRCEREE T 2/ 50 MEHMF 5] (ROC-50 curve).
e, AR IR R —A 4en B _E i A B SH RO R B E R TR ] . =
2 it 28 1m0 75 [ — 5K B b 1 AT Be A Bh TR AR o
ZRERAEFEE B HERIRG?

AL HEME T A ? R, R 2RI & E RN S 2
A ?
IHE H ROC HHZRSRSZRRAISE W, BUFsa H ROC IR T A THIAE .

PR B

UNIPROT: http://www.uniprot.org/
SSEARCH:
http://www.ebi.ac.uk/Tools/services/web/toolform.ebi?tool=fasta&program=ssearch&context=p

rotein

NCBI BLAST: http://blast.ncbi.nIm.nih.gov/Blast.cgi
MyHits: http://myhits.isb-sib.ch/

InterPro : http://www.ebi.ac.uk/interpro/

Conserved Domains: http://www.ncbi.nlm.nih.gov/cdd

SIM alignment: http://web.expasy.org/sim/

AR F KU T
http://biochem?218.stanford.edu/Homework%2004.html|



http://www.uniprot.org/
http://www.ebi.ac.uk/Tools/services/web/toolform.ebi?tool=fasta&program=ssearch&context=protein
http://www.ebi.ac.uk/Tools/services/web/toolform.ebi?tool=fasta&program=ssearch&context=protein
http://blast.ncbi.nlm.nih.gov/Blast.cgi
http://myhits.isb-sib.ch/
http://www.ebi.ac.uk/interpro/
http://www.ncbi.nlm.nih.gov/cdd
http://web.expasy.org/sim/
http://biochem218.stanford.edu/Homework%2004.html

	序列比对与搜索（Sequence Alignment and Search）
	1. 检查序列比对中空位罚分的影响。
	2. 比较 Smith-Waterman, 无空位和空位的BLAST搜索。
	相关链接：

