Start crop Point

!

TA------ TATAACAATCGATCTCTATAACAGTAGATTGTTT
TIATGCAGIAIAACAATCG-C.TAACAGTAGATTGTTT
TA------ TATAACAATCGATCTCTATAACAGTAGATTGTTT
TA------ TATAACAATCGATCTCTATAACAGTAGATTATTT
TAATTTATTATTACAACTGATTTTTACTACTTTAGAATGTTT
TAATTTATTATTACAACTGATTTTTACTACTTTAGAATGTTT
TAATTTATTATTACAACTGATTTTTACTACTTTAGAATGTTT
------ TATAACAATCGATCTCTATAACAGTAGATTGTTT
------ TATAACAATC ATCTCTATAACAITAGATTGTTT
------ TATAACAATCIATCTCTATAACAGTAGATTATTT

GACAGTCA
GACAGTCA
GACAGTCA

End crop Point

MSA length = 1330

TTTACAGGTGATAAT
TTTACAGGTGATAAT
TTTACAGGTGITAAT
TTTACAGGTGATAAT
GATATAGATTTCAAA
GATATAGATTTCAAA
GATATAGATTTCAAA
TTTACAGGTGATAAT
TTTACAGGTGATAAT
TTTACAGGTGATAAT
----- AGITGAT——T

AAATATACATTTGTATTTTATATTTATGACTATTTTTGATTTGATTTTTAT TTAATGTTTT
CTT-----=----- AAATATACATTTGTATTTTATATTTATGACTATTTTTGATTTGATTTTTAT TT-ATGTT - -
CTT-----=----- AAATATACATTTGTATTTTATATTTATGACTATTTTTGATTTGATTTTTAT TT-ATGTTT -
CTT-----=----- AAATATACATTTGTATTTTATATTTATGACTATTTTTGATTTGATTTTTAT TT-ATGTTTT
TTG---------- AAATATACATTTGTATTTTATATTTATGACTATTTTTGATTTGATTTTT-T TTAATATTTT
TTG---------- AAATATACATTTGTATTTTATATTTATGICTATTTTTGATTTGATTTTTAT TTAATATTTT




End crop Point

Start crop Point
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.bed _uf.bed g 3.bed fm_1.bed 0 O bcIn.fa _aln.fa_cl.fa_gs.fa ce.f:

divergence to consensus (%)
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size: 1330bp; fragments: 90; full length: 0 (>=1197bp)
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asta.b.bed ufbed g 3.bed fm Lbed 0 0 bolnfa ainfa clfa gs.f After TEtrimmer Extended plot Blue lines are boundaries
size: 1699bp; fragments: 75; full length: 0 (>=1529.1bp)
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divergence to consensus (%)
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TE: Itr_1 family 672

size: 1060bp; fragments: 45; full length: 7 (>=954bp)
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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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[E consensus before TEtrimmer (bp)
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