Start crop Point End crop Point

1 MSA length = 422 1

.- TAGGGTTACCAGATGAAAACGEGTCCACCCA---------- TAATAAAAATCCGGACATGTCCGGATTAATCCGGACGTCTGGTAACCCTAN- - - - - - -
TT TAGIGTTACCAGATGIAAACGTGTCCACCCA ---------- TAATAAAAATCCGGACATGTCCGIATTAITCCGGACGTCTGGTAACCCTA

TAGGGTTACCAGATGAAAACGTGljccacccA---------- TAATAAAAATCCGGlJATGTCCGGATTAATCCGGACGTCTGGTAACCCTA
TAGGGTTACCAGATGAAAACGTGTCCACCCA- - - -~ - - - TAATAAAAATCCGGACATGTCCGGATTAATCCGGACH TCTGGTAACCCTA
TAGGGTTACCAG- - - - AAACGTGTCCACHCA- - -« - ---- TAATAAAAATCCGJACATGTCCGGATTAATCCGGACGTCTGGTAACCCTA
TAGGGTTACCAGATGAAAACGTGTCCACCCA- - -~ -~ - - - TAATEAAAATCCGGACATGTCCGGATTAATCCGGACGTCTGGTAACCCTA
TAGGGTTACCAGATGAAAACGTGTCCACCCA- - == - == - - - TAATAAAAATCCGGACIITGTCCGGATTAATCCGGACGTCT GTAACCCTART - - - - - - - - - - - - -
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TAGGGTTAICAGATGAAAACGTGTCCICCCA ---------- TAAAAAAATCCGGACATGTCCGGATTAATCCGGACGTCTGGTAACCCTA
TAGGGTTACCAGATGAAAACGT.CCACCCA ---------- TAA AAAAATCCGGACITGTCCGGATTIATCCGIACGTCTGGTAACCCTA --------------
TIGGGTTACCAGATGAAAACGTGTCCACCCA ---------- TAATAAAAATCCGGACATGTCCGGATTAATCCGGACGTHTGGTAACCCTAGTHMC- - - - - - BN AR ARG THCATR TR  THABTTCHT------------

TAGGGTTACCAGATGAAAACGT TCCAICCA —————————— TAATA AAATCCGGACATGTCCGGATTAATCIGGA THMTGGTAACCCTA
TAGGGTTACCAGATG-AAACGT TICACCCA —————————— TAATEBAAAATCCGGACATGTCCGGATTAATCCGGACHTCTGGTAACCCTAQT - - - ===~ - -
TAGGGTTACCAGITGAAAACGTGTCCACICA —————————— TAATAAAAATCCGGACATGTCCGGATTAATCCGIACGTCTGGTAACCCTA
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).bed_uf.bed g 3.bed fm_1.bed 0 O bcIn.fa_aln.fa cl.fa_gs.fa ce.i

divergence to consensus (%)
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size: 422bp; fragments: 1763; full length: 269 (>=379.8bp)
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fasta.b.bed uf.bed g 3.bed fm_1.bed O O bcin.fa_aln.fa_cl.fa_gs.

divergence to consensus (%)
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size: 725bp; fragments: 1749; full length: 0 (>=652.5bp)
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After TEtrimmer Extended plot Blue lines are boundaries
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divergence to consensus (%)

TE: rnd_1 family 347
size: 408bp; fragments: 2084, full length: 322 (>=367.2bp)
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After TEtrimmer ORF and PFAM domain plot
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[E consensus before TEtrimmer (bp)
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(windowsize = 25, threshold = 50.00 09/10/25)
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