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Description Homo sapiens transfection product sequence Description All GenBank+EMBL+DDBI+PDE sequences (but no Ef|
Molecule type nucleic acid GSS,environmental samples or phase 0, 1 or 2 HTGS
Query Length 339 sequences)
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Sequences producing significant alignments:

Accession ‘ Description | s%e ‘ ﬁi ‘ cng\%e —"iEue | i:::t | Link|
D0132783.1  Home sapiens transfection product sequence 523 623 100% 2e-175 100%
D0188102.1  Homo sapiens transfection product sequence 504 604 97% 9e-170 99%
DOi183104.1  Homo sapiens transfection product sequence 588 588 94% 9e-165 99%
DO188100.1  Homo sapiens transfection product sequence 586 586 94% 3e-164 99%
DQ188105.1  Home sapiens transfection product sequence 566 566 S0% 4e-158 99%
DO188103.1  Home sapiens transfection product sequence 562 91% 5e-157 99%
DOi183101.1  Homo sapiens transfection product sequence 556 90% 2e-155 99%
APDO2768.3  Homo sapiens genomic DNA, chromosome 11q, clone:RP11-1 446 1% fe-122 100% [E]

Homeo sapiens BAC clone RP11-143706 from UL, complete s 82.4 17% 2e-12 9%

o

Homo sapiens BAC clone RP11-15L7 from UL, complete sequ  82.4 82.4 17% 2e-12 91%

Human DNA sequence from clone bP-2168N6 on chromosom 82.4 2.4 17% 2e-12 91%
Human DNA sequence from clone RP11-502]10 on chromosc 82.4 82.4 17% 2e-12 9%
¥ Alignments
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>ng 0132793.1 Homo sapiens transfection product seguence
Length=339
Score = 623 bits (337), Expect = 2e-175
Tdentities = 339/339 (100%), Gaps = 0/33% (0%)
Strand=Flus/Plus
Query 1 CTCARCAGCCAGCATGTARGATGTIGCTIGCITICTCCITCIGCCATGRATTGEEAGTITIC &0
[N Ry
Sbjct 1 CTCAACAGCCAGCATGTARGATGTGCTIGCTTICTCCTITCTGCCATGATTGAGAGTTIC &0
Query 61 GGTAAGATTARGGECINTTICCACCGCATICCCCGICTCCCTCACCATAGTCGATGEECT 120
LLELEE TR e e e e et
Sbjct 61 GGIARGATTARGGGCINITICCACCGCATICCCCGICICCCTCACCATAGICGATGGECT 120

Query 121 CAGTTCCCTGGAAGCATAGTATGGTGGACRAGTCAAGGECTCTGETCTIGTSTACACTTIT 180
FELLLEEEEEE e e e e bbb el
Sbjet 121 CAGTTCCCIGGAAGCATAGTATGGTGGACAAGTCARGGECTCTGETCTIGTETACACTIT 180

Query 181 TATICH

TCCTRTGGGAGAGGACTCRGCCTGRAGCAT 240
111

TEERLEERTLT LT rennd
Sbjct 181 1IN TCCTATGGGAGAGEACTCAGCCTGRARAGCAT 240

Query 241 CARGCATTGAGCAGCCAGGCIGCCCACAGCCITGACAGATIGATICIGCAGCCIGGEGAGCT 300

[N N NNy
Sbjct 241 CARGCATTGRGCAGCCRGGCIGCCCARCAGCCITGACARGATTGATICIGCAGCCIGGGAGCT 300
Query 301 CACGCTCCCTITGGIGICTGRAAGGAGCTCARCAGCCAGCA 339

TELLLLEEEEE et e e el
Sbjct 301 CARCGCICCCITGGIGICTGRAAGGAGCTCARCAGCCAGCR 339

is] 88102.1 Homo sapiens transfection product seguence
Length=331
Score = 604 bits (327), Expect = 9e-170
Tdentities = 328/329 (99%), Gap3 = 0/329 (0%)

Strand=Flus/Plus

Query 11  AGCATGTARGATGIGCTITGCTTTICTCCTICTGCCATGATTGS
EERLLLEEEE LR el
Sbjct 1 RAGCRTGTARGATGIGCTITGCTITCTCCITCTGCCATGRTTGG!

GAGTTTCIGGTAAGATTIA 70
TELLLLEEERErreretl
GRGTTTICIGGTARGATIA &0




Query 71  AGBGECINTTTCCACCGCATICCCCGTCTCCCTCACCATAGTCGATGGGCTCAGITCCCTG
I |||||\||||||\|||||\\|||||\\|||||HIIIIIHIIIIIHIIIII
Sbjct 61  AGGGCIGTTIICCACCGCATICCCCGICICCCTICACCATAGICGRAIGGGCICAGTITICCCT

Query 131 GRAGCATAGIATGGIGGACRAGICRRGGGCICTIGGICTIIGIGTACACTITTATCAGCCAG
FEEEEELEEEE e e bbb e e b e rrrrnl
Sbjct 121 GRAGCATAGTATGGIGGACAAGTCARGGGCICTGETCTTIGTGTACACTITTATCAGCCAG

Query 191 CAGRRRRTATTCCAGRRGATICCIATGGGRAGAGGACTCAGCCTGRARGCATCAGCRATIGAG
FEEET TR e b eee e e e e b e bbb b e e e e e
Sbject 181 CRGAARRATATTCCAGARGATTCCTATGGGAGAGGACTCAGCCTGAAGCATCAGCATIGAG

Query 251 CAGCCAGGCTGCCCACAGCCITGACAGATTGATICTGCAGCCTGEEAGCTCACGLTCCCT
TELEEEEEEEE et e bbb e e e e el
Sbjct 241 CAGCCRGGCTIGCCCACAGCCITGACAGATIGATICIGCAGCCTIGEGAGCICACGCICCCT

Query 311 TGBTGTCTGRAGGAGCTCARCAGCCAGCA 339
|||||HIIIII\IIIIII\IIIIIHII
Sbjct 301 TIGE GCTCRACAGCCAGCR 329

>D b|DQ188104.1 Homo sapiens transfection product sequence
Length=320

Score = 588 bits (318), Expect
Identitiea = 319/320 (99%), Gapa
Strand=Flus/Plus

9e-165
0/320 (0%)

Query 20  GATGTGCTIGCTTICICCTICTGCCATGATTGGGAGTITCTGGTARGATTARAGGSECTNTT
TELELLEEEEE et e et e e e e e ner 1l
Sbjct 1 GRIGIGCTIIGCTIICTICCTICTGCCATGATTGGGRGTIICTGGTARGATTARGGGCTGIT

Query B0 TCCACCGCATTCCCCGTCTCCCTCACCATAGTCGATGEGCTCAGTTCCCTGGARGCATAG
TEEREEEEEEEEEEEEe e et e e b e e e e rrrrrl
Sbjct 61  TCCACCGCATTCCCCGTCTCCCTCACCATAGTCGATGGECTCAGTTCCCIGEARGCATAG

Query 140 TAIGGIGGACRARGTCARGGGCICIGEICTIGIGTIACACTITTATCAGCCAGCAGLRARATR
[N NN NNy
Sbjct 121 TATGGETGGACARGTCARGGGCTICTGGTCITGTGTACACTITTATCAGCCAGCAGRARRTA

Query 200 ITCCAGRAGATTCCIATGGGAGAGGACTCAGCCTGARGCATCAGCATTGAGCAGCCAGEE
LR LE et e e e e e b e e el
Sbjct 181 ITICCAGRAGRTTCCIATGGGAGAGGACTCRAGCCIGRRGCATCAGCATIGAGCAGCCAGGT

Query 260 TGCCCACAGCCTTGACRGATTGATTCTGCAGCCTGEEAGCTCACGCTCCCTTEGTGTCTG
N NNy
Sbjct 241 TIGCCCACAGCCTTGACAGATTIGATTCTGCAGCCIGEEAGCTCACGCTCCCTIGETIGTCTG

Query 320 RAGGAGCTCRACAGCCRGCR 339
[Ny
Sbjct 301 RRGEAGCTCRACAGCCRGCE 320

>D | DQ188100.1 Homo sapiens transfection product seguence
Length=321

Score = 586 bits (317), Expect
Identities = 313/321 (99%), Gaps
Strand=Flua/Flus

Ze-164
0/321 (0%)

Query 19 AGATGTGCTTGCTITCTCCTICTGCCATGRATTGGEAGT I TCTGGTAAGRT TAAGGGCTNT
|||||\\IIIII\||||||\|||||\\|||||\\|||||H|||||H|||||H||| |
Sbjet 1 ATGTGCTTGCTIICTCCITCTGCCATGATTGGEAGTITCTGGTARGATTARGEECTGT

Query 79  ITCCRCCGCATICCCCGICICCCICARCCATAGICGAIGGGCICAGITCCCIGGRAGCATR
[N Ny
Sbjct 61  TTCCRCCHCATTCCCCGTCTCCCTCACCATAGTCGATGEGCTCAGTTCCCTGGRARGCATA

Query 139 GTATGGTGGACAAGTCAAGGECTCTGGTCITGTGIACACTTTTATCAGCCAGCAGRARAT
LEEELLEEEEE e et e errrrrd
Sbict 121 GIATGGIGGRCAAGICRAGGGCICTGGICITGIGIACACTITTATCAGCCAGCAGRRRAT

Query 199 ATTCCAGRAGATTCCTATGGGAGAGGACTCAGCCTGRAGCATCAGCATTGRAGCAGCCAGS
TLLEEEEEEEE e e e e e b e e e rerrel
Sbjct 181 ATTCCAGRAGATICCIATGGGAGAGGACTCAGCCIGRRAGCATCAGCATIGAGCAGICAGE

Query 259 CIGCCCRCRGCCTIGACAGATTGRTTCIGCAGCCIGGGAGCICACGCICCCTIGGIGICT
|||||\\|||||\||||||\|||||\\|||||\\|||||HIIIIIHIIIIIHIIIII
Sbjct 241 CTGCCCACAGCCTIGACAGATTGATTCTGCAGCCT

Query 319 GRAGGAGCICRACAGCCRGCR 339
FEEETTERTTTE el
Sbject 301 GRAGGAGCTCAACAGCCAGCA 321

>D k| DQ188105.1 Homo sapiens transfection product seguence
Length=308

Score = 566 bits (306), Expect = 4e-158
Identities = 307/308 (39%), Gaps = 0/308 (0%)
Strand=Flus/Plus

Query 11  AGCATGTARGAIGIGCITGCITICICCITICIGCCATGATIGGGAGITICIGGTARGATTA
NN NNy
Sbjct 1 AGCATGTARGATGTGCTTGCTTTICTCCTTCTGCCATGATTGGGRGTTTCTGETARGATTA

Query 71  AGGGCINITICCACCGCATICCCCGICTICCCICACCATAGICGAIGGGCICAGITICCCIG
[N N N ARy
Sbjct 61  AGGGCIGITTCCACCGCATICCCCGICTICCCTCACCATAGICGRTGGGCICAGITCCCIG

Query 131 GRAGCATAGTATGGIGGACRAAGTCARGGGCICTGGEICTIGTGTACACTITTATCAGCCAG
TELLLLEEEE et e e bbb e reeert
Sbict 121 GRAGCATAGTIATGGIGGACRAGICARGGGCICIGGICTIIGIGTACACTITTATCAGCCAG

Query 191 CRGAARRATATTCCAGARGATTCCTATGGGAGAGGACTCAGCCTGRAGCATCAGCATTGAS
FELEEEEEEEE e e e e e b e e e rrrrrl
Sbjct 181 CAGRRRATATTCCAGRRGATTCCIATGGGRAGAGGACTCAGCCTGRAAGCATCAGCATIGAS

Query 251 CAGCCAGGCIGCCCACAGCCITGRCAGATIGATICIGCAGCCTGEGAGCICACGLTCCCT
[N ANy
5bjct 241 CRGCCAGGCTGCCCACAGCCTIGRCAGATTIGATTCTGCAGCCTGGEEAGCTCACGCTCCCT

Query 311 IGETGICT 312
LT
Sbjet 301 IGGIGICT 308

>ng DQ188103.1 Homo sapiens transfection product seguence
Length=309

Score = 562 bits (304), Expect
Tdentities = 307/309 (33%), Gaps
Strand=Flus/Plus

5e-157
0/309 {0%)

Query 19 AGATGIGCITIGCITIICICCITCIGCCATGRAITGGGAGTITIICIGGIARGATTARGGEGCINT
PEERETEE T e bbb eee b e e b e b e e e e e e een 1
Sbject 1 AGATGTGCTTGCTITCTCCTICTGCCATGRTTGGEAGTITCTGGTARGATTARGGGCTGT

Query 79  ITCCACCGCATTCCCCGTCICCCTCACCATAGTCGATGGGCTCAGTTCCCTGGAAGCATR
LR EE e eee e e bbb e e e e reerl
Sbject 61  ITCCRACCACATTCCCCGTCICCCICACCATAGTCGAIGGGCICAGTTCCCIGGARGCATR

Query 139 GIATGGTGGACAAGTCRAGGGCTCTGGTCITGTGTACACTTITATCAGCCAGCAGRARAT
FEELEELEEEE e e e bbb e e e rrrnl
Sbjct 121 GIATGGTGGACAAGTCAAGGGCTCTGGTCITGTGTACACTTITTATCAGCCAGCAGRARAT

Query 199 ATTCCAGRAGATICCIATGGGAGAGGACTCAGCCIGRAGCATCAGCATIGRGCAGCCRGG
[N NNy
Sbjct 181 ATTCCAGRRGATTCCTATEGGAGAGGACTCAGCCTGRAGCATCAGCATTGRAGCAGCCAGS

Query 259 CIGCCCRCAGCCTIGACAGATIGATTCTGCAGCCIGGGAGCTCACGCTCCCITGETGICT
FEREEEEEEEEE R b e b e e e e bbb e e e e e e et

130
120
190
180
250
240
310
300
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Sbjct 241 CIGCCCACAGCCTIGACAGATIGATTCTGCAGCCIGGEAGCTCRACECTCCCITGEIGICT 300
Query 319 GRA
|

Sbjct 301 GRAGGA

sTlgb 1 Dg188101.1 Homo sapiens transfection product sequence
Length=308

Score = 556 bits (301), Expect = 2e-155
Identities = 304/306 (99%), Gaps = 0/306 (0%)
Strand=Plus/Plus
T 76
Ry |

Query 17 TRARGATGTGCITGCITICICCTICTGCCATGATIGGGAGTTTCTGGTAAGATTARGGS
Il
Sbject 1 TRRGRIGIGCTIGCTIIICTCCTICTGCCATGATIGGGAGITICTGGTAAGRTTAAGGE

Query 77  NTTTCCACCGCATTCCCCGTCTCCCTCACCATAGTCGATGGGCTCAGTTCCCTGGRAGCE 136
[ERRANN IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
Sbjct 61  GTTTCCACCACATICCCCGICTCCCTCACCATAGICGATGGGCTCAGTICCCTGGRAGCR 120
Query 137 TAGTATGGIGGACRAGTCRAGGGCTCIGGICTIGIGTACRCTTITATCAGCCAGCAGRRR 196
[N Ry
Sbjct 121 TAGTATGGTGEACRAGTCAAGGGCTCTGGTCTTGTGTACACTTTTATCAGCCAGCAGRRR 180
Query 197 AIATTCCAGRARGATICCTAIGGGAGRGGACICAGCCIGRAGCATCAGCRATIGAGCAGCCE 256
[ N N NNy
Sbjct 181 ATATTCCRGRAGATICCTATGGGRGAGGACTCAGCCTGRAGCARTCAGCRITGAGCAGCCR 240
Query 257 GBCTGCCCACAGCCITGACAGATTGATTCTGCAGCCTGEGAGCTCACGCTCCCITGRIGT 316
IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
Sbjct 241 GBCTGCCCACAGCCITGACAGATIGATTCIGCAGCCIGGGRGCTCACGCICCCITGEIGT 300

Query 317 CIGARG 322
I I I I | I
Sbjet 301 306

sTldbi 1 aP002762.3 EE Homo sapiens genomic DNA, chromosome 1lg, clone:RP11-673F12,
complete seguence
Length=186084

Score = 446 bits (241), Expect = &e-122
Tdentities = 2417241 (100%), Gaps = 0/241 {0%)
Strand=Flus/Minus

Query 96 TCICCCICACCATAGTCGRIGGGCTCAGTICCCTGGRAGCATAGTATGSTIGERCARGTCE 155
[N N N NNy
Sbject 116181 TCTCCCTCACCATAGTCGATGGGCTCAGTTCCCTGGRAAGCATAGTATGETGGACRAGTCA 114122

Query 156 AGGECTCTEETCITGTGTACACTITTATCAGCCAGCAGRRRATATTCCAGRAGATTICCTA 215
PECLECEEE ettt e e bbb bbb e e e e errrrl

Sbjct 116121 AGGGCICIGGICITGIGIACACTTITIATCAGCCAGCAGRARRTATICCAGRAGATICCTA 1le062

Query 21& TGGGAGRGEACTCAGCCTGRRGCATCAGCATTGAGCAGCCAGGCTGCCCACRGCCTTIGAC 275
RN NN RNy

Sbjct 116061 TGGGAGAGGACTCAGCCTGAAGCATCAGCATIGAGCAGCCAGECTGCCCACAGCCTTGAC 116002

Query 276 AGRTTGATICTIGCAGCCIGGGAGCTICACGCTCCCTITGGTGICTGAAGGAGCICARCAGCC 335
RN ARy

Sbjct 116001 AGATTGATTCTIGCAGCCTGGGAGCTCACGCTCCCTTGETGTCTGRAAGEAGCTCARCAGCC 115342

Query 336 A 336

|
Sbjct 115941 A 115941

>I:I b |AC145547.3 El Homo sapiens BAC clone RP11-143706 from UL, complete sSegquence
Length=185637

Score = 82.4 bits (44), Expect = 2e-12
Identities = 54/59 (92%), Gaps = 0/59 (0%)
Strand=Flus/Minus

Query 1 CTCRACRAGCCAGCATGIRRGATGTIGCITGCITICICCTICTGCCATGATIGEGAGTITIC 59
TEEE e FEEEE e bbb bbb e e e bt rerrd
Sbjct 64100 CTCACCTGCCACCATGTAARGATGTGCITGCTIIICTCCTICTGCCATGATTGTARGTTIC 64042

>I:Igb AC144916.3 El Homo sapiens BAC clone RP11-15L7 from UL, complete sequence
Length=158759

Score = 82.4 bits (44), Expect = 2e-12
Identitiea = 54/59 (92%), Gapa = 0/59 (0%)
Strand=Plus/Minus

Query 1 CTCAACRAGCCAGCATGTARGATGTGCITECITTICTCCTTCTGCCATGATIGEGAGTITC 59
L L e Feeee e e bbb b e et rerntd
Sbjct 98856 CICACCIGCCACCAIGIAARGRTIGIGCIIGCIIICTICCITCTIGCCATIGATIGIRARGITIC 98798

>I:Iemb CR381572.5 E] Human DNA sequence from clone bP-2168Né on chromosome 21, complete
sequence
Length=184355

Score = 2.4 bits (44), Expect = 2e-1.
Identities = 54/59 (92%), Gaps = 0/59 (0%)
Strand=Flua/Minus

Query 1 CTCRACRGCCAGCATGTARGRTGTGCTTGCTTTCTCCTICTGCCATGATTGGGAGTTITC 59
TEEE e FEEEE e bbb bbb e e e bt rerrd
Sbjct 97917 CTCACCTGCCACCATGTARGATGTGCITGCTITCTCCTICTGCCATGATTGTAAGTTIC 97853

S lemb | B¥546445.4 m Human DNA sequence from clone RPF11-509J10 on chromoscme 22, complete
segquence
Length=172149

Score = 82.4 bits (44), Expect = Ze-1
Tdentities = 54/59 (32%), Gaps = 0/59 (n%)
Strand=Flus/Plus

Query 1 CTCAACRAGCCAGCATGTARGATGTIGCITGCITICICCTIICTGCCAIGATIGEGAGITIC 59
[N N N NN Ny
Sbjct B4877 CTCACCTGCCACCATGTAAGATGTGCITGCTITCTCCTITCTGCCATGATTGTAAGTITIC 84935

[T Select All Get selected sequences Distance tree of results
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