Start crop Point End crop Point

1 MSA length = 1188 1
CTTAGATCCTATAAACTTCGTGGATAAGTAAATTCGCTTCATT ---=------- ATCCACGAAGTTTATAGGATCTAAG

CTTAGATCCTATAAACTTCGTGGATAAGTAAATTCGCTTCATT - =-=-=-=-=-=-=--- ATCCACGAAGTTTATAGGATCTAAG
CTTAGATCCTATAAACTTCGTGGATAAGTAAATTCGCTTCATT -=-=-=-=-=-=-=--- ATCCACGAAGTTTATAGGATCTAAGHEE - - - - ---------=-=---=---=--------
CTTAGATCCTATAAACTTCGTGGATAAGTAAATTCGCTTCATT -=-=-=-=--=-=--- ATCCACGAAGTTTATAGGATCTAAG
TATAARA A AATTTARCTTAGATCCTATAAACTTCGTGGATAAGTAAATTCGCTTCATT -=-=-=-==-=---- ATCCACGAAGTTTATAGGATCTAAG TAATTTTAATATGCTATCAAC- - - - -

IT.A-AT --GEBCTTAGATCCTATAAACTTCGTGGATAAGTAAATTCGCTTCATT - =-=-=-==-=---- ATCCACGAAGTTTATAGGATCTAAG- - - - - - - - - s o s e e o e oo e oo - - -
CTTIGATCCTATAAACTTCGTGGATAAGTAAATTCGCTTCATT —————————— ATCCACGAAGTTTATAGGATCTAAG
————— T CTTAGATCCTATAAACTTCGTGIATAAGTAAATTCGCTTCATT——————————ATCCACGAAGTTTATAGGATCTAAG
AACTART CTTAGATCCTATAAACTTCGTGGATAAGTAAATTCGCTTCATT -=-=-=-=--=-=--- ATCCACGAAGTTTATAGGATCTAAG
TGTTAET AIT————CTTAGATCCTATAAACTTCGTGGATAAGTAAATTCGCTTCATT —————————— ATCCACGAAGTTTATAGGATCTAAG
TATTART A------ CTTAGATCCTATAAACTTCGTGGATAAGTAAATTCGCTTCATT -=-=-=-=-=-=-=--- ATCCACGAAGTTTATAGGATCTAAG

TATTG

T---ACTTTGATAGATCATTAAC
THWC-CTTTTAACATATTATTAAT
TEAATTTAAATATATTATTAAC
TERTAATTTTATTATATTTCTGAC

4 4 4 4 4 4 4 -4 < -






.bed_uf.bed g 4.bed fm_1.bed 0 O bcIn.fa_aln.fa_cl.fa_gs.fa ce.f: After TEtrimmer 1188 bp

size: 1188bp; fragments: 3064; full length: 701 (>=1069.2bp)
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fasta.b.bed uf.bed g 4.bed fm 1.bed O O bcin.fa_aln.fa _cl.fa_gs.f After TEtrimmer Extended plOt Blue lines are boundaries

size: 1491bp; fragments: 3059; full length: 0 (>=1341.9bp)
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divergence to consensus (%)

TE: md_ 1 family 92 Before TEtrimmer 1144 bp

size: 1144bp; fragments: 3085; full length: 480 (>=1029.6bp)
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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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