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Query ID
Description
Molecule type
Query Length

Qi|73427170|gb|DQ132793.1]|

Homo sapiens transfection product sequence
nucleic acid
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Database Name
Description

nr

All GenBank+EMBL+DDBJ+PDB sequences (but no EST, STS, G55,environmental
samples or phase 0, 1 or 2 HTGS sequences)
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Sequences producing significant alignments:

Accession ‘ Description | Max score | Total score Query i |_\ E value Max ident | Links |
AP002768.3 Homo sapiens genomic DNA, chromosome 11q, clone:RP11-673F18, 446 446 71% 9e-130 100% E
¥ Alignments

[ Select Al Get selected sequences Distance tree of results

>D:Lb AP002768.3 E Homo sapiens genomic DNA, chromosome l1lg, clone:RP11-673F18,
complete sequence
Length=186084

Score = 446 bits (241), Expect = 9e-130
Identities = 241/241 (100%), Gaps = 0/241 (0%)
Strand=Plus/Minus

Query 96 TCTICCCTCACCATAGTCGATGGECTCAGTTICCCTGGARGCATAGTATGGTGEACARGTCE 155
FETEEELE TR e et e et e e i e e el
Skjct 116181 TCTCCCTCACCATAGICGATGGGCICAGTIICCCIGGRRGCATAGTATGGIGGACRAAGTCE 116122

Query 156 AGGEECTCTGRTICTTGTGTACACTTTTATCAGCCAGCAGRRRRATATTCCAGRAGATTCCTE 215
PELEELELE e e e et e e r e e i e il
Skjct 116121 AGEECTCTGGTICTTGIGTACACTTITTIATCAGCCAGCAGARRATATTCCAGRAGATICCTA 116062

Query 216 TGEEAGAGEACTCAGCCTGARGCATCAGCATTGAGCAGCCAGGCTGCCCACAGCCTTIGRC 275
o st BRI IVENL BRI |,
Query 274 AGATTGATTCTGCAGCCTGEEAGCTCACGCTCCCTTGETSTCTGARGEAGCTCARCAGCC 335
RO O T IO TR T
Query 336 L 336

|
Skjct 115941 & 115941
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