Start crop Point End crop Point

MSA length = 1100 1
TAGGGATGCGACATCGAACCTAAACATCGATGTTCAACATCGATGICAAC ---------- CIACTCAACATCGATGTTTTTGTAACATIGATAAACATCGCACATCCCT'CATATTTAITT
------------------------------------------------------------ CGACJJCAACATCGATGTTTTTGTAACATCGATAAACATCGCACATCCCTA AC-TRTTTATTT
C--AATTTH---------- -TC-AAACATCGATGTTCAACATCIATGGCIAC ---------- CGACTCAACATCGATGTTTTTGTAAIATCGATAAAIATCGCACATCC ------------ AT--GTTT
TH-BA- - -WTAGGGATGCGACATCGAACCTAAACATCGATGTTCAACATCGATGGCAAC- - - - - - - - - - CGACTCABCATCGATGTTTTTGTAACATCGATAAACATCGCACATCCCTA AC-CAT--ATTT
TAATCA TEAAATATETAGGGATGCGACATCGAACCTAAACATCGATGTTCAACATCGATGGCAAC - - - - - - - - - - MGATCAACATCGATGTTTTTGTAACATCGATAAACATCGCACATCCTA ACATAT- -GTRT
TAAACAGGGG TTAAGGECTTATT T - -CATTATACTC TGTA- - - - - - TAGGGATGCGACATCGAAGCTAAACATCGATGTTCAACATCGATGGCAAC- - - - - - - - - - CGACTCAACATCGATTTTTTGTAACATCGATAAACATCGCACATCCCTARIMNG - - - - - - - - - - - T
AGAC - GTAGTEGATATEGGGAGT - -CAGTTGGCCA TGCA - - - - - - TAGGGATGCGHMCATCGAAGCTAAACATCGATGTTCAACATCGATGGCAAC - - -~ - - - = - - - CGACTCAACATCGATGTTTTTGTAACATCGATAAACATCGCACATCCCTANENG - - - - - - - - - U
TAIGGATGCI!CATCIAACCTAAACATCGATGTTCAACATCGATGGCAAC ------------------------------------------------------------ AIA— - -TTATTT
---------------------------------------------------------------------------------------------------------------------------------------------------------------------- TTGHETT
IAITIA— - //AAAA GGGGGTTGC /T - —IAHTITIAAATTT ------------------------------------------------------------------------------------------------------------------- ACA---TTATTT
AT AA - - - oo e THTEGAATT T TAGGGATGCGACATCGAACCTAAACATCGATGTTCAACATCGATGGCAAC- - - - - - - - - - CGACTCAACATCGATGTTTT TG T - = - m == mmmmmm e e mm e e e e e e -

------------------------------------------------------------------------------------------------------------- CGACTCAJJCATCGTGTTTTTGTAACATCGATAAACATCGCACATCCCTA
-------------------------------------------------- TAGJGATGCGACATCGAACCTAAACATCGATGTTCAACATCGATGGCAAC- - - - - - - - - - CGACTCAACATCGATGTTTTTGTAACATCGATAAACATCGCACATCCCTA
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b.bed uf.bed g 2.bed fm 1.bed O O bcin.fa_aln.fa_cl.fa_gs.fa ce.

divergence to consensus (%)

size: 1100bp; fragments: 917; full length: 1 (>=990bp)
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fastab.bed ufbed g 2.bed fm Lbed 0 0 _belnfa ainfa clfa gs After TEtrimmer Extended plot Blue lines are boundaries

size: 1404bp; fragments: 828; full length: 0 (>=1263.6bp)
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TE: rnd_4 family 2263
size: 969bp; fragments: 763; full length: 10 (>=872.1bp)
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After TEtrimmer ORF and PFAM domain plot
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