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MSA length = 1508 1

ATACACACAACCAAACTTATATGGAATCACTCTTTATTTC-----=--- - - AAAATTATGAAAAATAATAGIITGATTCCATATAAGTTTGGTTGTGTGTAT A T T
ATACACACAACCAAACTTATATGGAATCACTCTTTATTTC-----=--- - - ATAATTATGAAAAATAATAG!IGATTCCATATAAGTTTGGTTGTGTGTAT C T T
ATACACACAACCAAACT.TATGGAATCACTCTTTATTTC ---------- AAAATTATGAAAATIIATAGATGATTCCATATAARTTTGGTTGTGTGTAT A T C
ATACACACAACCAAACTTATATGGAATCACTCTTTATTT®---------- ATAATTATGAAAAATAATAGATGATTCCATATAAGTTTGGTTGTGTGTA - - - == === = = = - - T T T
TACACACAACCAAACTTATATGGAATCACTCTTTATTTC-------- - - AAAATTATGAAAAATAATAGATGATTCCATATAAGTTTGGTTGTGTGTAT T T T
------- ATACACACAACCAAACTTATATGGAATCACTCTTTATTTC- - - -------AAAATTATJAAAAATAATAGATAAT - - AATATAAGTTTGGTTGTGATAT A T T
ATACACACAACCAAACTTATATGGAATCACTCTTTATTTC-----=--- - - AAAATTATGAAAAATAATAGATGATTCCATATAAGTTTGGTTGTGTGTAT A T T
AATTT - - - - TTRATTTAAAA- - - TACACACAACCAAACTTATATGGAATCACTCTTTATTTC--------- - AAAATTATGAAAAATAATAGATGATTCCATATAAGTTTGGTTTGTGjaT A T C

ATITAAGG ATACACABAACCAAACTTATATGGAATCACTCTTTATT T --------- AAAATTATGAAAAATAATAGATGATTCCATATAARTTTGGTTGTGTGTAT C T

_T-CGTTC-AIT.T.ATTTA— - ACACACBACCAAACTTATATGGAATCACTCTTTATTTC---------- AAAATTA-AAIAIAATAGAIAATTCAATITAA— —TTGGITGTGA-T A
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).bed_uf.bed g 4.bed fm_1.bed 0 O bcIn.fa_aln.fa cl.fa_gs.fa ce.i After TEtrimmer 1508 bp

size: 1508bp; fragments: 2719; full length: 377 (>=1357.2bp)
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fasta.b.bed uf.bed g 4.bed fm_1.bed O O bcin.fa_aln.fa_cl.fa_gs.
size: 1808bp; fragments: 2656; full length: 0 (>=1627.2bp)
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TE: nd_ 1 family 466 Before TEtrimmer 1153 bp

size: 1153bp; fragments: 2295; full length: 470 (>=1037.7bp)
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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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