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Alignment of W0O1997019110_SEQ-ID-NO-15_6975-7240 and
chrX:55774163-55774428

Click on links in the frame to the left to navigate through the alignment. Matching bases in cDNA and genomic sequences
are colored blue and capitalized. Light blue bases mark the boundaries of gaps in either sequence (often splice sites).

¢DNA WO01997019110_SEQ-ID-NO-15_6975-7240

SCTAARGGCCA CATAGTGGAT AAAMCCATGTG CCACTTGAGGE AATTGAGARA 50
AAGTCAGTGT GTTTAGAACA TAAGGAGAGG GGCAGAGAAA TGGATCTGGT 100
ACAGGAGAAT CAATGAGACC GGGTAAGAAA CAGAAARGGG GCTGCACCAA 150
ATGATTGACA CGCTCTGCAA ACTTCTTTTG TTGGCTCAAG TTGTGGCTCA 200
AGAGUGTGAGA AGGTAAGGLC AGACTTATTT GTTATGATTT GCCCTTTAAA 250
TTGAAGCCTT AAGATT

Genomic chrX :

tgtgaggaaa tatggattga actgaaatct aaagagacaa gcaggagtta 55774112
actagatgag gaggtggqgg gtagratctg agacagagtg aacagcatgt 55774162
~§T§AKGGCCA CATAGTGGAT AAACCATGTG CCACTTGAGG AATTGAGAAR 55774212
AAGTCAGTGT GTTTAGAACA TAAGGAGAGG GGCAGAGAAA TGGATCTGGT 55774262
‘ACAGGAGAAT CAATGAGACC GGGTAAGAAA CAGRARAGGG GUTGCACCAA 55774312
‘RTGhTTGACA CGCTCTGCAA ACTICTTTTE TTGGCTCAAG TTGTGGCTCA 55774362
RGHGGTGAGA AGGTAAGGC GACTTATTT GTTATGATTT GCCCTTTARA 55774412
TTGAAGCOTT AAGATTatet “fcacattga tcaagccaac aaaaatagge 55774462
tataagtagq agtgattgaa ttgaggattt gcottactata tatatatttt 55774512
ttctatcagg caagac

Side by Side Alignment

00000001 gtaaaggccacatagtggataaaccatgtgecacttgaggaattgagaaa 00000050
S>> (PP PP TP b et b it bbb et »e>>>0>>
55774163 gtaaaggccacatagtyggataaaccatgtgecacttgaggaattgagaaa 55774212
00000051 aagtcagitgtgtttagaacataaggagaggggcagagaaatggatetggt 00000100
B e N RN N N RN N RN R R R R NN R R R R R RSP
55774213 aagtcagtgtgtttagaacataaggagaggggeagagaaatggatetggt 55774262
00000101 acaggagaatcaatgagaccgggtaagaaacagaaaaggggctgcaccaa 00000150
S>> PP EE PR TR E R PR Rt LT 2353555
55774263 acaggagaatcaatgagaccgggtaagaaacagaaaaggggctygcaccaa 55774312
00000151 [He1elels dale]
SHIBH B> BB >
55774313 55774362
40000201 00000250
S S S S S P
55774363 55774412
9000

P53

5577

*Aligned Blocks with gaps <= 8 bases are merged for this display when only one sequence has a gap, or when gaps in

both sequences are of the same size.
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