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1 MSA length = 1074
GAAAAAATTGTTATTTATACTGATGTCCAAAACACAAAGTGTGGATGCATTATTACCAACi —————————— GAGTTGTATATGGCTAATGATCCTGGTGATCGATGCCTA

GEAAAAAARA - - TABARGAATT - - - - - - - - - - - - TATT

ATAAGGT TRETE- -1
ATAAEE TR TRAATT

AAAIAITTTiIA --------------------------------------------- AACIRR- - - ------- IAGTTGTATATGGCTAATGATCCTGGTGATCGATGCITA GEBAAAAAAAA AAIA AAAAIT-T.A-AATT

GAGAAATTTII T T- - - o oo e e e e GAGTTGTATATGGCTAATGATCCTGGTGATCGATGCCTABGRAAAAAAAABAAA - - - - - - o o e e e e e e e e e e e e e e e e e e o s
GAAAAAATTGTTATTTATACTGATGTCCAAAACACAAAGTGTGGATGCATTATTACCAACGE- - - ------- GAGTTGTATATGGCTAATGATCCTGGTGATCGATGClTABARAAAAAA- - - - - - TABABAAAATT
GAAAAAATTGTTATTTATACTGATGTCCAAAACACAAA———TGGATGCATTATTACCAACGI ---------- GAGTTGTATATGGCTAATGATCCTGGTGATCGlTGCCTABGEAAAAAA - AlJAAAAARARAAAATC

GAGGGAART G T - - c e e e GAGTTGTATATGGCTAATGATCCTGGTGATCGATGCCTARMARAAAAAR- - - - - - TABABGAAGTT

GAAAGAAAAGTC- - - - - TACTIAIGTC———AACAIAAIATGIGGATGCAT-TA.AAIGI ---------- GAGTTGTATATGGCTAATGATCCTGGTIATCGATGCCTA GEBAAAAAAAA GAGGTC

AGGAAATAMIT Cm - - m - e e m ottt GAGTTGTATATGGCTAATGATCCTGGTATCGATGCCTABGEGAAAAAAA AAGAGT A
AAAAAAATTGTTATTTATACTGATGTCCAAAACACAAAGTGTGGATGCATTATTACCAACGE- - - ------- GAGTTGJATATGGCTAATGATCCTGGTGATCGATGCCTARGEAAAAAAARA
GAAAGAIAIGTATTTTTIAITGITITCAAGIA.CAIAGTAT-T-TAT.CCAICGI ---------- GAGTTGTATATGGCTAATGITCCTGGTGATCGATGCCTA GEBAAAAAAAA
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2d_uf.bed g 5.bed fm_1.bed 0 O bcin.fa_aln.fa cl.fa gs.fa ce.fa I After TEtrimmer 1074 bp

size: 1074bp; fragments: 753; full length: 94 (>=966.6bp)
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| .fasta.b.bed uf.bed g 5.bed fm_ 1.bed O O bcin.fa_aln.fa cl.fa gs

divergence to consensus (%)
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size: 1428bp; fragments: 701; full length: 0 (>=1285.2bp)
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divergence to consensus (%)
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TE: rnd_4_ family 3624
size: 745bp; fragments: 659; full length: 147 (>=670.5bp)
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After TEtrimmer ORF and PFAM domain plot
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