Start crop Point End crop Point

1 MSA length = 9924
_______________________________________ TCTAGEE g~
CCTCCATAGATCATCTAAAAAACAAAGAGTGCATATTRITGCCGTTTTTAA
CCT.ATAGATCATCTAAAAAACAAAGAGTGCATATTITGCCITTITTAA
------------- TCTAAAAAACIAAGAGTGCATATTGTGCCGTTTTTAA
CllTcCATAGATIATCTAAAAAACAAAGAGTGCATATTGTGCCGTTTTAA
AACAT T TIRAT TEAGEEG 1T 1 T TGAARTATT - - - - - - - IAA‘TrAIAAA.AAAGAGTGCATATTGTGCCGTTTTTAA
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ATAC----TATETT CCTCCATAGATCATCTAAAAAACAAAIAGTGCATATTGTGCCGTTTTTAA
--------- CTClATAGATCATCTAAAAAAJAAAGAGTGCATATTGTGCCGTTTTTAA
GTTT----TGGATRETHAATARGGERGC TICE I TE T TEIENENE - - - - - - - - - - ---------- - - - ATATTGTGCCGTTTTTAA
--------------------------------------------------------------------- AGAGAAATAATGTTATACTCTTTATAAACAAATAAGAATAAACAAAATAATT
------- CCTCCATAGATCATCTAAAAAACAAAGAGTGCATATTGTGCCGTTTTTAA----------AGAGAAATAATGTTATACTCTTTATAAACAAATAAGAATAAAAAAAATAA-T
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2d_fm_1.bed 0 0 n.bed g 1.bed fm 2.bed O O bcin.fa_aln.fa_cl.f

size: 9924bp; fragments: 7200; full length: 0 (>=8931.6bp)
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)ed g 1.bed fm 1.bed 0 0 n.bed g 1.bed fm 2.bed O O bcin.fa

divergence to consensus (%)

size: 10282bp; fragments: 7098; full length: 0 (>=9253.8bp)
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TE: rnd_5 family 4001
size: 2095bp; fragments: 877; full length: 0 (>=1885.5bp)
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After TEtrimmer ORF and PFAM domain plot
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Before TEtrimmer ORF and PFAM domain plot
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onsensus before TEtrimmer (bp)
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