
Expected GTACTGTCACCTACGGCTGCCAAGAACCAGCACCACCTTCTGAGGCAATGGACGCAGACCGTCC
||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||

Observed GTACTGTCACCTACGGCTGCCAAGAACCAGCACCACCTTCTGAGGCAATGGACGCAGACCGTCC

Alternative splice site

CLUSTAL multiple sequence alignment by MUSCLE (3.8)
Mouse PNUTS mRNA  AGGTACTATCGCCGACTGCTGCCAAGCCCAGCCCTTTTGAAGGGAAAACAAGCACCGAGCAGAGCACAGCCAAACCTTCCTCCCCAGAGCCTGCACCACCTGCTGAGCCCATGGACACGGACCGCCC
Mouse PNUTS ncRNA AGGTACTATCGCCGACTGCT--------------------------------------------------------------------------------------GCCCATGGACACGGACCGCCC
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Splicing site structural motif
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