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1 MSA length = 4300 1
AGTGATTTTGACAGTGAGATGAATGTTGAAGAAAATACCTGTAATATTTATTTAATAAATATAT - - -------- TAATAAATATATTGTTTTATGAGTACAGAGTTCTTTTATATTTTCTAACA ARTTCAAWTTT

AGTGATTTTGACAGTGAGATGAATGTTGAAGAAAATACCTGTAATATTTATTTAATAAATATAT - - - - - - - - - - TAATAAATATATTGTTTTATGAGTAC- -AGTTCTTTTATATTTTCTAACA ARTTCAARTTT

--------- GACAGTGAGATGAATGTTGAAGAAAATACCTGTAATATTTATTTAATAAATATAT - - - - - - - - - -TAATAAATATATTGTTTTATGAGTACAGAGTTCTTTTATAJ@TTCTAACARE- - - - - - - - AT
-------------------------------------------------------------------------- TAATAAATATATTGTTTTATGAGTACAGAGTTCTTTTATATTTTCTAACA ARTCTRARET A
-------------------------------------------------------------------------- TIATAAATATATTGTTTTITIAGT.AGAGTT.— - - -TATTTTCTAACA L 00
AGTGATTTTAAAAGTGAAATGAAATTTTGAGCGAGAACTGGCAACGTCGATTAAGCCAATTTGT - == - - -~ - - - TAATAAATATATTGTTTTATGAGTACAGAGTTCTTTTATATTTTCTAACARMT - - - - - - - ABTTTEEGEE T

AGTGAACTC - = = = = = = = o m e e e e e e e e e e e e TAATAAATATATTGTTTTATGAGTACAGAGTTCTTTTATATTTTCTAACAIM- - - - - - - - - - - - - - - - -
AGTGATTTTGACAGTGAGATGAATGTTGAAGAAAATACCTGTAATATTTATTTAATAAATATAT - = - ---- - - - TAATAAATATATTGTTTTATGAGTACAGAGTTCTTTTATATTTTCTAACAM- - - - - - - - - - oo oo -
-------------------------------------------------------------------------- TAATBAATATATTGTTTTATGAGTACAGAGTTCTTTTATATTTTCljACA AT TTAREA A
-------------------------------------------------------------------------- TAATAAATATATTGTTTTATAGTACAGGTTCTTTTATATTTTCTAACA ARTTTGANTTA
-------------------------------------------------------------------------- TAATAAATATATTGTTTTATGAGTACAGAGTTCTTTTATATTTTCTAACA TCCGAMTAT
-------------------------------------------------------------------------- TEATAAATATATTGTTTTRTRAGTEHAGAGT TH@- - - - TATTTTCTAACART TABT TTA- - -« v e e e
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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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fasta.b.bed_uf.bed g 3.bed fm_1.bed 0 O bcIn.fa_aln.fa cl.fa_gs.f

divergence to consensus (%)
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divergence to consensus (%)

size: 1553bp; fragments: 211; full length: 1 (>=1397.7bp)

TE: Itr_1 family 809
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After TEtrimmer ORF and PFAM domain plot
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E consensus before TEtrimmer (bp)

Dotplot

(windowsize = 25, threshold = 50.00 09/10/25)
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