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Sequences producing significant alignments:

Accession | Description | s%e | ﬁ | cc?v%e _\va'—:ue L | Li
Genomic sequences
Homo sapiens chromosome 11 genomic contig, GRCh37.p2 r 446 446 1% 4e-123 100%
NW _001838028.2 Homo sapiens chromosome 11 genomic contig, alternate as 446 446 71% 4e-123 100% )

¥ Alignments
[ Select Al Get selected sequences Distance tree of results

>Dr5f NT _167190.1 Homo sapiens chromosome 11 genomic contig, GRCh37.p2 reference
primary assembly
Length=41533379

Features in this part of subject seguence:
teneurin-4

Score = 446 bits (241), Expect = 4e-123
Identities = 241/241 (100%), Gaps = 0/241 (0%)
Strand=FPlua/Minus

Query 96 TCTCCCTCACCATAGTCGATGRGCTCAGTTCCCTGRARGCATAGTATGETGRACRAGTCA 155
R NN NN NN,
Skjct 23763477 TCTCCCTCACCATAGTCGATGGGCICAGITCCCIGGARGCATAGTATGGTGGACRAGTCA 23763418

Query 156 RGGGCTCIGGICTIGTGIACACTITTATCAGCCAGCAGARARTATTCCAGRRAGRTTICCTA 215
RNy
Skjct 23763417 AGGGCTCTGGTCTIGTGTACACTTITTATCAGCCAGCAGRRAATATTCCAGRRAGATTCCTA 23763358

Query 216 TGGGRGAGGACTCAGCCTGRAGCATCAGCATIGAGCAGCCAGGCTGCCCRCRAGCCTIGRC 275
FEEERL T e e b e e e b e e b e e b e e
Sbict 23763357 TGGGRGAGGACTCAGCCIGRAGCRTCAGCATIGAGCARGCCAGGCTGCCCRCAGCCTTIGRAC 23763298

Query 276 AEATTEATTCTECAGCCTREGAGCTCACGCTCOCTTGETETCTEARGEAGCTCARCAGCE 335
PEELLLE LR e e et et e b e el

Sbiet 23763287 AGATTGATICTGCAGCCTGSGAGCTCACGCICCCTIGGTETCTGARGGAGCTCAACAGCC 23763238

Query 336 2 336

|
Skjct 23763237 & 23763237

sClres /W _o01838022.2 ﬂm Homo sapiens chromosome 11 genomic contig, alternate assembly
HuRef SCAF 1103279187758, whole gencme shotgun segquence
Length=16912879

Features in this part of subject sequence:
teneurin-4

Score = 446 bits (241), Expect = 4e-123
Identities = 241/241 (100%), Gaps = 0/241 (0%)
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