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gbldq132793.1| (339 letters)

Query ID gil73427170|gb|DQ132793.1] Database Name nr
Description Homo sapiens transfection product sequence Description All GenBank+EMBL+DDBI+PDB sequences (but no EY|
Molecule type nucleic acid GSS,environmental samples or phase 0, 1 or 2 HTGS
Query Length 339 sequences)

Program TBLASTX 2.2.25+ P Citation
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Sequences producing significant alignments:

Accession ‘ Description | | %:raé EDQ\%E |_‘ value | N | Link|
CPO01567.1  Borrelia burgdorferi Bol26 plasmid Bol26_lp36, complete sequ 27.2 46% 8.9 1
CPO01432.1  Borrelia valaisiana V5116 plasmid VS116_cp26, complete se 27.2 1% 8.9 1
CP000014.1 Baorrelia garinii PBi plasmid cp26, complete sequence 27.2 35% 8.9 1
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[ Select Al Get selected sequences

b | CPO01567.1 E‘I Borrelia burgdorferi Bol2é plasmid Bol2é_1p36, complete sequence
Length=369348

Score = 27.2 bits (53), Expect = 8.9
Identities = 13/52 (25%), Positives = 26/52 (50%), Gaps = 0/52 (0%)
Frame = -1/-1

Query 159 PLTCPPYYASRELSPSTMVRETGNAVEXALNLTRNSQSWQKEKASTSYMLAV 4
P CPP+Y SE S+ + + +++ ++ L+ +5 K S5+L+
Sbjct 18141 PSICPPFYCSTE*FSSSKIDFSKDSIFASVELSSIEESLFFIKIKKSFKLLI 17986

>D 1] Eﬁﬁlm‘ E Borrelia valaisiana V5116 plasmid V3116_cp2é, complete segquence
Length=2687T

Score = 27.
Identities
Frame = -1/+

(]

bits (53), Expect = 8.9
5 =

12/36 (33%), Positives = 17/36 (47%), Gaps = 0/36 (0%)

Query 171 IRPEPLI”E‘PY‘[ASR.ELSPSI}"«REI.:NAFEXBLNL a4
Sbjct 2863 IRPP’FAI—‘LFPIYTNESRNFFMN”S.JRLSERALIL 2970

>Dg CP000014.1 m Borrelia garinii PBi plasmid cp2é, complete sequence
Length=27108

Score = 27.2 bits (53), Expect = 8.9
Identities = 13/40 (33%), Positiwves = 18/40 (45%), Gaps = 0/40 (0%)
Frame = -1/+3

Query 123 IF"WYIRI-‘EFLI"I—‘I—‘YYASRELSFSII’VREI.:NB'FEXA_T_NL 64
+ + ERALL
Sbjct 2838 I}’AIIRFF"«'EFAFFIYINESRNE‘FAFI*GSaR.LSERA_LIL 2957
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