Start crop Point

!

TACT - ----=-=--w---- TGTAATGAAGTTCATAAAAATTT
A---TGTAATGAAGTTCATAAAAATTT
AAATTGTAATGAAGTTCATAAAAATTT
A.TTGTAATGAAGTTCATAAAAATTT
——————————————————————————— TGTAATGAAGTTCATAAAAITTT

GAATTGTAATGAAGTTCATAAAARTTT
----TGTAATGAAGTTCAT -AAAATTT
AAATTGTAATGAAGTTCATAAAA--TT
——————— ATTGTAATGAAGTTCAT -AAAATTT
———————— AITGTAATGAAGTTCAT—AAAATTT
AAATTGTAATGAAGTTCATAAAAATTT
——————————— A-TGTAATGAAGTTCATAAAAATTT

G---TGTAATGAAGTTCATAAAAATTT
AAATTGTAATGAAGTTCATAAAAATTT

> > > > > > - > > >

End crop Point

MSA length = 7954 1
TGGGCAACCCTGTATATTGTGTTAAT - - -------- AAGGCAACTCGGCGTCCGTGAGCCTTTCTCAAAAACGGGGGAGTCTCACACTTTAAAC - TAAAAAAACA
TGGGCAACCCTGTATATTGTGTTAAT - - -------- AAGGCAACTCGGCGTCCGTGAGCCTTTCTCAAAAACGGGGGAGTCTCACACTTTAAAT TAAAAAAACA

TGGGCAACCCTGTATATTGTG T TAAT = = = = = & = = & ot & e & e & e & e & e & e & e f e f ot &t ot df e d it df e e m e e o ea e
TGGGCAACCCTGTATATTGTG T TAAT = = = = = & = = & s s m m e & e & e & @ e & f e &t e & e &t e &t e &t e f e f ot e f ot e ff e e e e e e e e oaeiaaaaaa

TGGGCAACCCTGTATATTGTGTTAAT - - == - - - - - AAGGCAACTCGGCGTCCGTGAGCCTTTCTCAAAAACGGGGGAGTCTCACATT - - - - - - AAACA
TGGGCAACCCTGTATATTGTGTTAAT - - == - - -~ - - AAGGCAACTCGGCGTCCGTGAGCCTTTCTCAAAAACGGGGGAGTCTCACACCTTIBMTCT - —!IAICG
TGAGCAACCCTGTATATTGTGTTAAT - - == - - -~ - - AAGGCAACTCGGCGTCCGTGAGCCTTTCTCAAAAACGGGGGAGTCTCACACT——!IACT - -AAAAAATA
TGGGCAACCCTGTATATTGTG T TAAT - = = = = = = = = = m m e e e e e e e & e e e o e e e @ e o e e e o e m e m e e e m e m e e e m e m e e e e e e e e e e e e e e e e e e e e e e e e o
TGAGCAACCCTGTATATTGTGTTAAT - - - === - - - - AAGGCAACTCGGCGTCCGTGAGCCTTTCTCAAAAAC —GGGIAGTCTCACA— —IEAA— T TTTTT T-TITA— —AAIACG
TGAGCAACCETGTATATTGTGTTAAT - = - -« - - - - - AAGGCAACTCGGCGTCCGTGAGCCTTTCTCAAAAACGGGGGAGTCTCACA- -TIAA- - T TTTTTRARMTAA - - - ------------ ATEARA
TGGGCAACCCTGTATATTGTGTTAAT - - == - - - - - AAGGCAACTCGGCGTCCGTGAGCCTTTCTCAAAAACGGGGGAGTCTCACA- -TTA- -~ - - - TTCTIEEATTEACCGEAATACACE - - - - - - AAAACA
TGGGCAACCCTGTATATTGTGTTAAT - - == - - - - - AAGGCAACTCGGCGTCCGTGAGCCTTTCTCAAAAACGGGGGAGTCTCACA- -TTAA--T CCT TA--AAAABA
------------------------------------ AAGGCAACTCGGCGTCCGTGAGCCTTTCTCAAAAACGGGGGAGTCTCACA - - - - - - - - TTTHT - -TAATAATA
TGGGCAACCCTGTATATTGTGTTAAT - == = = = - = - - AAGGCAACTCGGCGTCCGTGAGCCTTTCTCAAAAACGGGGJAJTCTCACA- - - - AAACA TCTTTHMATT TAATTTGGA TA- - - ------------

TGGGCAACCCTGTATAT TG TG T TAAT = = = = = & = = & & s m m e & f e & e &t e &t e &t e &t e f ot e & f e & f e &t e ff e &t m e m e e e e e e e e e e e e e e e e e e e e e e e e ee e ee i ee i aaaaaaoaa
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] uf.bed g 4.bed fm 1.bed 0 O bcin.fa_aln.fa_cl.fa gs.fa ce.fa_se

size: 7954bp; fragments: 4276; full length: 0 (>=7158.6bp)
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/ 903.fasta.b.bed _uf.bed g 4.bed fm 1.bed 0 O bcIn.fa_aln.fa_cl.i After TEtrimmer Extended plOt Blue lines are boundaries
size: 8258bp; fragments: 3772; full length: 0 (>=7432.2bp)
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TE: Itr_1 family 903
size: 6956bp; fragments: 9712; full length: 0 (>=6260.4bp)
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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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(windowsize = 25, threshold = 50.00 09/10/25)
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