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!
>hg19_dna range=chr11:35425003-35425797 
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 
TTACAGGCGTGAGCCATCGCGCCCGGCCGGGAAAGTTCCCTTTAAGCAAACATATGGACGCATGGA 
TCAGTCCCTGCTCCGTGATCACGGCCGCCTCAGCTGCACAGAATCCTGATATTCCTGCTCCCGGCA 
AACAAGGGAACATCTTCCTCTTGCTGGCTTGCCTCAGCAGCTTAGCTCAAAAGCAAAGAGGGAAAG 
TCCTCTCTAAGCAAACATATGGACACGTGGATCAGTCTCTGCTCCTCCACGGGCGCCTCCTAAGGC 
AGTGTGCCCTTTACCAAAAACACAACGTTTTCACGCCTATTTTAATTTTGTTGCTTGCTTCCCATT 
GGGTTAAAAGCTAGACTTTGCGGGTGGCTGGTAAGTCATTTTGAAAAGACAAATACCTGTTTTCAT 
GCCTCCATTCTTGTGTTGTTGATTTTGGGGCCTTTCCAACCCTTTCCAAATGTATTTTCAATCCCT 
TGAGTGTCTAGGCTTCCTGCTTTTAAGGCCTCCCTTCT 
 

Alignment (89.5% identity) 
CAGCTGGACAGAATCCTGATTTTCCTGTTCCCTAAAAGCAAGGGAACATC 
|||||| ||||||||||||| |||||| ||||   || |||||||||||| 
CAGCTGCACAGAATCCTGATATTCCTGCTCCCGGCAAACAAGGGAACATC 
 
TTCATCTTGCTGGCTTGGCTCAGCAGCTTAGCTCAAAGGCAAAGA 
||| ||||||||||||| ||||||||||||||||||| ||||||| 
TTCCTCTTGCTGGCTTGCCTCAGCAGCTTAGCTCAAAAGCAAAGA 


