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1 MSA length = 1006 1

T T TTTTTTACTEAAACETTGBTTAAAABCEBTATATBAABAAAGTEBCTTCHAAAR- - - - - - - - - - CACATTCCGTATACCTCGTTCCACTGTGCGCCG “TA- - TTAAAATAARA TTTHTEEA
A T TTTTTTAATIRGAACACTGHTTGAAAE TEEEMAT T THAGHAAAGGRATTTEBAAAR- - - - - - - - - - CACATTTCCGTATACCTCGTTCCACTGTGCGGCCG ATAAC TTATAGCGABA TTTGTTHA
A T TTTTTTAATIRGAACACTGETTGAAAE TEEEA T T TIAGHAAAAGIRATTTEBAAAN- - - - - - - - - - CACATTTCCGTATACCTCGTTCCACTGTGCGGCCG - TAAC TTATAGCGABA TTTGTTHA
T T TTTTTTACTHAAACATTGETTAAAARMC TATHAARMAAAGTEGTTCHAAA - - - - - - - - - - - CACATTTCCGTATACCTCGTTCCACTGTGCGGCGG G TTTTTRA
T T 1 N CACATTTCCGTATACCTCGTTCCACTGTGCCOECG- - - - -« - - - - - A TACGTCHG
T T cACTTTACTEAAAAATGClTTAAAGHICERACATEGARAACATGT TClAAAR- - - - - - - - - - CACATTTCCGTATACCTCGTTCCACTGTGCGGCGG TCAAAACAARAMT - ---TCCTTTCA TTTGATHG
T T CACTTTACTIAAAAATGCITTAAAGIC.ACATIGAIAACATIGTTCIAAAI ---------- CACATTTCCGTATACCTCGTTCCACTGTGCGGCGG TCAAAACAARAMT - ---TCCTTTCA TTTGATHG
T T CBA - - - m e CACATTTCCGTATACCTCGTTCCACTGTGCGHCGGITN THMATET - - - - - - - TTAARGAAARATTECBA - - - - - - TCGTTHA
T T TTTTTTACTEAAACATTGRTTAAAABCEBEA TATEAABAAACEBGTTCEGAAR- - - - - - - - - - CACATTTCCGTATACHTEGTTCRACTGTGCGGCCIBBGEGCCEBCE- - - - - - - - - - TGAAATAABGIBMGCEA - - - - - - - - - - TTTTCcliA
T T TAT = m e s s e e e e e e e CEETATATHAABAAAGTEGTTCHAAAR- - - - - - - - - - CACATTTCCGTAJACCTCGTTCCACTGTGCGCCGE ATAATBEBCBT TCABACCARGH THCAB- - - - - - - - - - TATGATHA
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1.bed fm_1.bed 0 O n.bed g 1l.bed fm 2.bed O O bcIn.fa_aln.fe

divergence to consensus (%)
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size: 1006bp; fragments: 5712; full length: 4 (>=905.4bp)
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bed g Lbed fm Lbed 0 0 n.bed g Lbed fm 2.bed 0 0 beln.fa After TEtrimmer Extended plot Blue lines are boundaries

size: 1376bp; fragments: 4577; full length: 0 (>=1238.4bp)
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divergence to consensus (%)
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TE: md_5_family 10185 Before TEtrimmer 377 bp

size: 377bp; fragments: 328; full length: 55 (>=339.3bp)
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