Start crop Point End crop Point

1 MSA length = 7393

------------------------------------------------------------ CACCCGAAAAGACCCTCAACAAGTTGGCCCTHIclcAABAGGACCACAACA CCAAGITAAAITT1A1AAEC“AITAAA-GITIA
TCCCGTCCTCATTTAAATTTGTAATATTAGTTTAGGAATGTCCCATCTCT - - === - ==~ - CACCCGAAAAGACCCTCAACAAGTTGGCCCTICMGAABAGGACCACAACARIEACAAATTEIIGRTTARA - BAARICIE™ ARTTTA ATTTCT
TCCCGTCCTCATTTAAATTTGTAATATTAGTTTAGGAATGTCCCATCTCT - - === - ==~ - CACCCGAAAAGACCCTCAACAAGTTGGCCCTHCMGAABAGGACCACAACARE- - - - - - - - - - o o o e e e e e e e e e e e e e e e e e e e o
TCCCGTCCTCATTTAAATTTGTAATATTAGTTTAGGAATGTCCCATCTCT - - === - ==~ - CACCCGAAAAGACCCTCAACAAGTTGGCCCTICHMGAABAGGACCACAACAIRRA - - - - - - - - - - -
TCCCGTCCTCATTTAAATTTGTAATATTAGTTTAGGAAJGTCCCATCTCT - - - - - - - - - CACCCGAA- - -ACCCTCAACAAGTTGGCCCTCHMGAABAGGACCACAACARRA - - - - - - - - -
TCCCGTCCTCATTTAAATTTGTAATATTAGTTTAGGAATGTCCCATCTCT - - ------- - CACCCGAAAAGACCCTCAACAAGTTGGCCCTICHMGAABAGGACCACAACAIMC - - - - - - - - - - -

------------------------------------------------------------ CACCCGAAAAGACCCTCAACAAGTTGGCCCTCHBGAARMAGGACCACAACAIET - - - - - - - - - ===« - -« ---
------------------------------------------------------------ CACCCGAAAAGACCCTCAACAAGTTGICCCT CHGAABMAGGACCACAACAIBIATAAATTAAA

------------------------------------------------------------ CACCCGAAAAGACCCTCAACAAGTTGHEcCCTHCEGAAMAGGACCACAACAIATAAATTAAA
------------------------------------------------------------ CACCCGAAAAGACCCTCAACAAGTTGGCCCTHCHBGAABAGGACCACAACARMAT - - - - - - -

———————————————————————————— AGTTTAGGAATGTCCCATCTCT----------CACCCGAAAAGACCCTCAACAAGTTGGCCCTHCIMGAABAGGACCACAACA

------------------------------------------------------------ CACCCGAAAAGACCCTCAACAAGTTGGCCCTHcBGAA AGGACCACAACArATGAATTAAA
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] uf.bed g 2.bed fm 1.bed 0 O bcIn.fa_aln.fa_cl.fa gs.fa ce.fa_se

size: 7393bp; fragments: 1116; full length: 1 (>=6653.7bp)
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After TEtrimmer 7393 bp
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/ 484 .fasta.b.bed uf.bed g 2.bed fm 1.bed O O bcIn.fa_aln.fa_cl.i After TEtrimmer Extended plOt Blue lines are boundaries

size: 7543bp; fragments: 1053; full length: 1 (>=6788.7bp)
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divergence to consensus (%)

TE: Itr_1 family 484
size: 7201bp; fragments: 25; full length: 7 (>=6480.9bp)
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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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