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CAGATGCTCTAAAATTACCAACTCCATTAAGGGTACAGTCATCAAACTCTAATTCTAACAATCCAGAAATCTGATTCAAA

CALL #1

Phred score dropouts: 25 reads

CAGATGCTCTAAAATTACC - - - - - - mm s mmmmmmm e oo oo oo

TTAATTCTAACAATCCAGAAATCTGATTCAAA

50% (338 reads)
29nt deletion
CALL #2 CAGATGCTCTAAAATTACCAACTC- - - -AAGGGTACAGTCATCAAACTCTAATTCTAACAATCCAGAAATCTGATTCAAA  49% (334 reads)
4nt deletion
BELOW CALLING THRESHOLD 0% (3 reads)
FAILED ALIGNMENT 0% (2 reads)

An alignment view of individual indel events identified is depicted.
The sequencing reads are aligned to the reference segeunce.
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