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Local de novo assembly using
the extracted read (CAP3)
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Check whether the contigs have
ERV sequence (BLASTN)

TSD

Reference ACACATTATTTTTCTCATATAATCTTCCATCATGTTCTATCCCGGGAAATTGGATATAGTTCCCTGTGCTATACAGTAGGAC
Read 1 ACACATTATTTTTCTCATATAATCTTCCATCATGTTCTATtgaaaggatgaaaatgcaacctaaccctcccagaacccagga
Read 2 ccggacgagggggattgttcttttactggcctttcaCTATCCCGGGAAATTGGATATAGTTCCCTGTGCTATACAGTAGGAC

The sequence correspond with ERV (red) The sequence correspond with reference (white)

Contig §-Combine Read 1, Read 2 and other extracted reads
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