Start crop Point End crop Point

1 MSA length = 667 1

AGTEITGTTATGTTGTGGCAACACTGCCTAGCCTAGGGTTTGTGTGCGCAAGCAA - = = = = = = = - - GGTGCAGCATTAAATGTATCCTCGCCCATCGCCTCGTTTGTGGCTCGTGCMBGAAAAAT
AG-BBTGTTATGTTGTGGCAACACTGCCTAGCCTAGGGTTTGTGTGCGCAAGCAA - = = = = = = = = & o e m e m o f o e m e e o et fm e f i f o e e oo e o e oo maoemameao GATAAAT
TGTTATHRTTGTGGCAACACTGCCTAGCCTAGGGT TTGTGTGCGCAAGCAA - - - = - = - = - s - s - s o s et f oo AAAAAA
TGTTATGTTGTGGCAACACTGCCTAGCCTAGGGTTTGTGTGCGCAAGCAA - - = = = = = = - - GGTGCAGCATTAAATGTATCTTCACCCATCGCCTCGTTTGTGCCTCGTGCMBGAAAAAT
TGTTATGTTGTGGCAACACTGCCTAGCCTAGGGTTTGTGTGCGCAANGIMA-------- - - GGTGCAGCATTAAATGTATCCTCGCCCATCGCCTCGTTCGTGGCTCGTGCMBGAAAAAT
TGTTATGTTGTGGCAACACTGCCTAGCCTAGGGT TTGTGTGCGCAAGCAA - = = = = = & = = m s m e ot m o e m e o f m e f o e e f i m o e o e mamiaoemaaoemam o AABEGAT
TGTTATGTTGTGGCAACACTGCCTAGCCTAGGGT TTGTGTGCGCAAGCAA - = = = = = & = = m s o o ot m o e m e o e ot e ot e e e i e o e oo mameeoemiaaeoam o GAI!ACT
TGTTATGTTGTGGCAACACTGCCTAJCCTAGGGTTTGTGTGCGCAAGCAA- - - - - - - - - - GGTGCAGCATTAAATGTATCCTCGCCCATCGCCTCGTTTGAGGCTCGTGCMBGAAAAAT
TGTTATGTTGTGGCAACACTGCCTAGCCTA- - - - - - GTGTGCGCAAGCAA - = = = = = = = = oo e o e o oot m e e e e e e e e e e e e e oo eeoaoaoo GATGGCT
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TGTTATGTTGTGGCAACACTGCCTAJCCTAGGGTTTGTGTGCGCAAGCAA- - - - - - - - - - GGTGCAGCATTAAATGTATCCTCGCCCATCGCCTCGTTTGTGGCTCGTGCBGAAAAAT

AAANATABTIICAGG-TTTTATTTAABTGTRAG - @BTGTTATGTTGTGGCAACACTCCTAGCCTA- - - - - - GTGTGCGCAAGCAA - = = = = = o o e o o e m e e e e e e e e e GATGGCT

AAAIATA TRcAAABAATABTTTA- - - - - - - - TGTTATGTTGTGCORAACACTGCCTAGHCTAGEG T TTGTGTGCGCAAGCAA - = - - < -« s ot ottt oo GjaAGlT
---------------------- TECETARTATTETATATE TAABAT AR TGTTATGTTGTGGCAACACTGCCTAGCCTAGREGTTTGTGTGCGCAAGCAA - - = -« -« o s o s o e o s e oo oo - - WRAAAAATT
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.bed uf.bed g 1.bed fm 1.bed 0 O bcIn.fa _aln.fa_cl.fa_gs.fa ce.f: After TEtrimmer 667 bp

size: 667bp; fragments: 21; full length: 1 (>=600.3bp)
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fasta.b.bed_uf.bed g 1l.bed fm _1.bed O O bcIn.fa_aln.fa cl.fa_gs.f
size: 899bp; fragments: 16; full length: 0 (>=809.1bp)
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TE: It 1 family_239 Before TEtrimmer 215 bp

size: 215bp; fragments: 17; full length: 11 (>=193.5bp)
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After TEtrimmer ORF and PFAM domain plot
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consensus before TEtrimmer (bp)

Dotplot

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