Start crop Point End crop Point

1 MSA length = 827 1

GGTTACCATGACTAAAACTGCCCATGCTAAATATGTCTATCTTTTCTAAA----=-=----- TGTTTICGATGCICAGTTTTIGTCATGGGACCC ARl----------------------A\BGABNG | TR HGGCAGENNGE G/ \BN- - - - - - - -
GGTTACCATGACTAAAACTGCCCATGCTAAATATGTCTATCTTTTCTAAA----=-=----- TGTTTTCGATGCGCAGTTTTCGTCATGGGACCCHS - - ----------=---=-=------- ATCAGAGTTTHT
GGTTACCATGACTAAAAITGCCCATICTAAATATGTITATCTTTTCTAAA —————————— TGTTTTCGATGCGCAGTTTTCGTCATGGGACCCHABTCCTTTGGAAA---=--=------ ATTAGAGCTT
GGTTACCATGACTAAAACTGCCCATGCTAAATATGTCTATITTTTCTAAA —————————— TITTTTCIATGCGCAGTTTTCGTCATGGGACCC ——————————————————————
GGTTACCATGACTAAAACTGCCCATGCIAAATATGTCTATCTTTTCTAAA —————————— TGTTITCGATGCGCAGTTTTCGTCATGGGACCC ——————————————————————————————————————————————————————
GTTACCATGACTAAAACTGCCCATGCTAAATATGTCTATCTTTTCTAAA--=-------- TGTTTTCGATGIGCAGTTTTCGTCATGGGACCC ——————————————————————

GGTTACCATGACTAAAACTGCCCBTGCTAAATEBTGTCTATCTTTTCTAAA - - - - = = = - - - TGTTTTCIATGCGCAGTTTTCGTCATGGGA CcCBTM---------- - ...
GGTTACCATGACTAAAACTGCICA CTAAATAGTCTATCTTTTCTAAA - - - - - - - - - - TGTITTCGATGCGCAGTTTTCGTCATGGGA CCBMAR - - - - - oo oo oo
GGTTACCATGACTAAAAC- - - - - - TGC.AITA GTCTATCTTTTCTAAA - - = = = = = = - - TGTTTTIGATG GCAGTTTTCGTCATGGGACC

Gl TACCATGACTAAAACTGCCCATGCTAAATATGTCTATCTTTTCTAAA < -« =« -xoc-x- - CGATGEGCAGTTTTCGTCATGJcACCC
GGTTACCATGBCTAAAACTGCCCATGCTAAATATGTITATCTTTTCTAAA - - - - -« - - - TGTTTTCGATGMGCAGTTTTCGTCATGGGACCC
GGTTAMCATGACTAAAACTGCCCATGCTAAATATGTCTATCTTTTCTAAA - - - - - - - - - - TGTTTTCHATGlGCAGTTTTCGTCAffGGACCC
GGTTANCTGACTAAAACTGCCCATGCTAAATATGTCTATCTTTTCTAAA - - - - - - - - - TGTTTTCIATGCGCAGTTTTIGTCATGGGACCC --------- AAATTATTAATAAA[RA
GGTTECCATGACTAAAACTGCCCATGCTAAATATGTCTATCTTTTCTARA- - - - ------ TGTTTTCGATGCGCAGTTTTCGTCATGGGACCC ATCTTAACA- -ATTTTTCATTA- - - -
GGTTACCATGACTAAAACTGCCCATGCTAAATATGTCTATRTTTTCTAAA- - - - ------ TGTTTTCGATGCGCAGTTTTCGTCATGGGACCCHMAM - - - - - - - - - - - o oo e 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 s
GTTACCATGACTAAAACTGCCCATG TAAATATGICTATCTTTTCTAIA ---------- TGTTTTCGATICI ---------------------------------------------------------------------------------------
GGTTACCATGACTAAAAC- - - - - - TG!.AITAIGTCTATCTTTTCTAAA ---------- TITTTT GATGCGCAGTTTTCGTCATGGGACC

TT--WATGACTAAAACTGCCCATGCTAAAT - -GTCTATITTTTCTAAA- - - - - - - - - - TGTTTTCATGCCAGTTTTCGTCATGGGACC
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).bed _uf.bed g 2.bed fm_1.bed 0 O bcIn.fa_aln.fa cl.fa_gs.fa ce.i After TEtrimmer 827 b P

size: 827bp; fragments: 647; full length: 43 (>=744.3bp)
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fasta.b.bed uf.bed g 2.bed fm_1.bed O O bcin.fa_aln.fa_cl.fa_gs.
size: 1127bp; fragments: 647; full length: 0 (>=1014.3bp)
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divergence to consensus (%)

TE: md_ 4 family_619 Before TEtrimmer 839 bp

size: 839bp; fragments: 628; full length: 70 (>=755.1bp)
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Before TEtrimmer ORF and PFAM domain plot
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[E consensus before TEtrimmer (bp)
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