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DQ188101:Homo sapiens transfection product...

Query ID gil75914675|gb|DQ188101.1] Database Name nr
Description Homo sapiens transfection product sequence Description All GenBank+EMBL+DDBI+PDB sequences (but na EST, STS,

Molecule type nucleic acd GSS,environmental samples or phase 0, 1 or 2 HTGS

Query Length 3206 sequences)
Program BLASTN 2.2.25+ pCitation
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Sequences producing significant alignments:
Accession Description Max Total Query , E Max Links
score score coverage |— value ident
AP002768.3 Homeo sapiens genomic DNA, chromosome 11g, clone:RP11-1 420 420 74% 2e-119 100% E

¥ Alighments
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3 Em Homo sapiens genomic DMA, chromoscme llg, clone:RF11-673F18,

complete segquence
Length=186084

Expect = 2e-118

Score = 420 bits Ty
(100%), Gaps = 0/227 (0%)

Identities = 227/2
Strand=Flus/Minus

K

Query 80 TCICCCICACCATAGICGR: TGGIGGACRAGICR 139
[N RR RN nay!
Sbjct 116181 TCTCCCTCACCATAGTCGA TGETGGACRAGTCE 116122

Query 140 AGGECTCTGETCITGTGTACACTTTTATCAGCCAGCAGRARATATTCCAGRAGATTCCTA 199
PECTTEEEE R et e e e e e e i e b e r el

Sbjct 116121 AGGGCICIGGICTIGIGTACACTTTITATCAGCCAGCAGRARATATICCAGRAGRTTCCTA 1ls062

Query 200 TGGGAGAGEACTCAGCCTGAAGCATCAGCATTGAGCAGCCAGECTGCCCACAGCCTIGAC 259
LELLREEEE e et e e et bbb b e e e e reeerrrrl

Sbjct 116061 TGGGAGAGGACICAGCCIGAAGCATCAGCATIGAGCAGCCAGGCTIGCCCACAGCCTIGAC 116002

Query 26a0 AGATTGATTCIGCRAGCCTGGGAGCTCACGCTCCCTTGGTIGICTGRAG 3046
PECLEEEEE R e bbb e errnrl

Sbjct 116001 AGATTGATTCIGCAGCCTGGGAGCTCACGCICCCTTGETGTCTGRAG 115955
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