siteID: chr11 35425496
Yellow : matches to reference hg19 based on blat
Light blue: indel rs371417146, A > GAGGAAACAGCTCAAAGGCAAAGG
Purple: AluSx
: Additional sequence
Bold Green: Region of similarity
Bold Underline: Candidate Target Site Duplication

>hgl9 dna range=chrll:35425003-35425797
CTGGTAAGAGGATTTCATGCAAGCCTGCACATGTGTGGCTGCCCTGTAGGACTGGCTACATAATGT
GTGGGTCTGCACGTAATTTGGGCAAAATGAAATCTTGAGACCCCTTGTTCAAATTAAACATTTCAA
GATGATAAGAGCAGAGCATTAAACCGTGGACTGCCTAAGTCGCATATCCATAAAGCAGGTCCTGCT
TCCCAGGGTTCCTATGTTTATGCCCAAATAATCTAAGATTGTCTTGAAGGAGAAACCAGAAATTCT
TGAGGTAAAGAACTCATCCAGTGAGCTCTTCGGCTGCATGCATTTATTTATTCAACAAATATCCTG
TGATCTTATGACATGAGAAACTCAAGGATTAATTTAATGCCCCCTAACCAGAAACTAGAGCCACAG
CTGGACAGAATCCTGATTTTCCTGTTCCCTAAAAGCAAGGGAACATCTTCATCTTGCTGGCTTGGC
TCAGCAGCTTAGCTCAAAGGCAAAGAGGGAAAGTCCTCTCTAAGCAAACATATGGACACGTGGATC
AGTCTCTGCTCCTCCACGGGCGCCTCCTAAGGCAGTGTGCCCTTTACCAAAAACACAACGTTTTCA
CACCTATTTTAATTTTGTTGCTTGCTTCCCATTGGGTTAAAAGCTAGACTTTGGGGGTGGCTGGTA
AGTCATTTTGAAAAGAAATACCTGTTTTCATGCCTCCATTCTTGTGTTGTTGATTTTGGGGCCTTT
CCAACCCTTTCCAAATGTTTTTTCAATCCCTTGAGTGTCTAGGCTTCCTGCTTTTAAGGCCTCCCT
TCT

>contig
CTGGTAAGAGGATTTCATGCAAGCCTGCACATGTGTGGCTGCCCTGTAGGACTGGCTACATAATGT
GTGGGTCTGCACGTAATTTGGGCAAAATGAAATCTTGAGACCCCTTGTTCAAATTAAACATTTCAA
GATGATAAGAGCAGAGCATTAAACCGTGGACTGCCTAAGTCGCATATCCATAAAGCAGGTCCTGCT
TCCCAGGGTTCCTATGTTTATGCCCAAATAATCTAAGATTGTCTTGAAGGAGAAACCAGAAATTCT
TGAGGTAAAGAACTCATCCAGTGAGCTCTTCGGCTGCATGCATTTATTTATTCAACAAATATCCTG
TGATCTTATGACATGAGAAACTCAAGGATTAATTTAATGCCCCCTAACCAGAAACTAGAGCCACAG
CTGGACAGAATCCTGATTTTCCTGTTCCCTAAAAGCAAGGGAACATCTTCATCTTGCTGGCTTGGC
TCAGCAGCTTAGCTCAAAGGCAAAGGAGGAAACAGCTCAAAGGCAAAGGGGGAAAGTCTTTTTTTT
TTTTTTTTTTTTTTTGAGACAGAGTCTCACTCTGTGGCCCAGGCTGGAGTACAGTGGTGCAATTTC
AGCTCACTGCAACCTCCGCCTCCCGGGTTCAAGCGATTCTCTTGCCTCAGCCTCCCAAGTAGCCAG
GACTACAGGTGCTCGCCACCATGCCCGGCTAATTTTTGTATTTTTGGTAGAGACGGGTTTCACTGT
TGGCCAGGCGGGCCTGGAACTCCTGACCTCATGATCCGCCCACCTTGGCCTCCCAAAGTGCTGGGC
TTACAGGCGTGAGCCATCGCGCCCGGCC

TCCTCTCTAAGCAAACATATGGACACGTGGATCAGTCTCTGCTCCTCCACGGGCGCCTCCTAAGGC
AGTGTGCCCTTTACCAAAAACACAACGTTTTCACGCCTATTTTAATTTTGTTGCTTGCTTCCCATT
GGGTTAAAAGCTAGACTTTGCGGGTGGCTGGTAAGTCATTTTGAAAAGACAAATACCTGTTTTCAT
GCCTCCATTCTTGTGTTGTTGATTTTGGGGCCTTTCCAACCCTTTCCAAATGTATTTTCAATCCCT
TGAGTGTCTAGGCTTCCTGCTTTTAAGGCCTCCCTTCT

Alignment (89.5% identity)
CAGCTGGACAGAATCCTGATTTTCCTGTTCCCTAAAAGCAAGGGAACATC

FErrer rrrrrrrrrerrr rrrrrr rind LR rrrrrrd
CAGCTGCACAGAATCCTGATATTCCTGCTCCCGGCAAACAAGGGAACATC

TTCATCTTGCTGGCTTGGCTCAGCAGCTTAGCTCAAAGGCAAAGA

FEErrrrrrrrerrrr rrerrrerrr e e
TTCCTCTTGCTGGCTTGCCTCAGCAGCTTAGCTCAAAAGCAAAGA



