Fig2-06 BLAST search

BLAST search -

You can search hurman cONAs using DNA sequence as a query by blastn

Sequence:

GTTCRRRCAGCTGRAGTATACGRRCCLGCRRRCCACRRLCATRUAGCCCCTRRARGTAGE |«
TETGRTTCCCRCTCCAGET RRRGAGCLRAGACTRACCCALTRRCTRCRRAGARRLAGT GG
GATCTTRGRCGCACCTGGTARCTTTGRECTTCACCATCTTTCTGACAGCGCTRTCECRRCE
AGGAACCARTCTTTTCTCCTGGCACCCTGTATTCATGROCTTGRCRTTCTROCTETGCAT
GECTGAAGCCATCCTACTCTTCTCACCTGAACACTCCCTRTTCTTCTTCTROTCCCGAAL
AGCACRRATCCGRCTCCACTRRRCAGRGCAGACCCTAGLCATCCTCTRTGLAGC TCT GGG
CCTGRACTTCATCATCTCCAGCAGRALCCRUARTRAGCTRECTCATCTGRTRTCETRACA
CAGCTRRGTGRGAGCCCTRACACTRLTRGCCACTRCTRTCCAGRCACTRTRTRERCTCTR
CCTCCTTTRTCCCCGGGEARCCAGRRTCTCAAGGGTGRCTCGCCTCAAGCTCTACCATCT
GACATRTGRACTGRTGRTCTACCTGATRGCTACAGTAACRETRCTTCTRGRCATRTACTE
AGTATRRTTCCAGRCCCARATCARAGRT GUGRCCTRATACCTRTGLCTRGLACTRCCCAT
CTATCCAGCCCTRRTGATCATRCACCARATTTCCAGATCCTACTTRCCRAGRARRALAAT
GG&&&TGTG&GTTCCTGEG&&CGCTG&&TCTAGGTGGG&CGCTTGCCTTG&&C&TC&TGG
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Result of BLAST

BLASTN 2.2.6 [4pr-09-2003]

Reference: &ltschul, Stephen F., Thomas L. Madden, &lejandro &, Schaffer
Jinghui Zhanz, Zheng Zhang. Webb Willer, and David J. Lipman (1387)
“Gapped BLAST and PSI-BLAST: a new zeneration of protein database search
programs”, MNucleic #cids Res. 25:3389-3402.
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(3321 letters)

Databasze: SYDE
P03 out _pfedna_multi_fasta.p.txt
148,072 sequences; 365,870,700 total letters
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C-NTZRPT008161/clone: NTERPFOO0S161/f 1 i:FLJ39036 facc: AKOIRERS ER7O0 0.0
ENSTOOO00310611 E484 0.0
C-BRACE30305568,/clone: BRACESD30538,/f | jtFLJ44758 facer AK126707 E07E 0.0
BHE4YE04.1 E0BE 0.0
C-CTOMGA001606,/clone: CTONGAOOTE056,/F | jtFLJ45EEE face: A128798 RASE 0.0
BCOSEEA3. 1 1816 0.0
C-ZKWSH2003633,/clone: SKNSH2003633,/F | j:FLJ35388 face: AK0A2T71Y 07T e-1T1
ALB3ETEY. 1 44 0,063
NH 145243.% 44 0,063
e AR Link to “List of cDNA

Score = 6570 bits (3314), Expect = 0.0
Identities = 3314/3314 (100%)
Strand = Plus / Flus
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