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1 MSA length = 1386 1

T AAGITIACllT TATAGATTGCCCACTCCCATGTTATTTTAGGAGCCGTA- - - - = - - - - - AAAGCTGCCCCCAGAGTGGAAAGGICATGCORMBTERBEE - - - - - - - - - - - - - - - - - - - oo
T TATHETG CATAGATAACTTTATAGATTGCCCACTCCCATGTTATTTTAGGAGCCGTA - - - === -~ - - AAAGCTGCCCCCAGAGTGGAAAGGCCATG - = = = = = = = = = = = = m m e m e e e e e e e e e e e e e e e e e e o AATGAAATAA CTAAA
A TACET CATAGATAACTTTATAGATTGCCCACTCCCATGTTATTTTAGGAGCCGTA - - - - == - - - AAAGCTGCCCCCAGAGTGGAAAGGCCATCITITGEETGTE - - - - - - - - - - - - oo oo oo VY- [ CBG - -
T TA-AATGEMTTTTCACAAA CATAGATAACTTTATAGATTGCCCACTCCCATGTTATTTTAGGAGCCGTA - - - === - - - AAAGCTGCCCCCAGAGTGGAAAGGCCATGG T == == === === mm e e e o = ATA - TGATCATGC- - - -@AATAARTG- - - - - - -
A TACAATT TTTCACAAG CATAGATAACTTTATAGATTGCCCACTCCCATGTTATTTTAGGAGCCGTA - - - === - - - AAAGCTGCCCCCAGAGTGGAAAGGCCATGGT -AAGRGAG- -GTAT TABTEARGC- - - - AAATAA TAAG
T CATAGATAACTTTATAGATTGCCCACTCCCATGTTATTTTAGGAGCCGTA - - - === - - - AAAGCTGCCCCCAGAGTGGAAAGGCCATGG -GAATAAATCATRT G!h%ATG.----AAA.GA CT---
A CATAGATAACTTTATAGATTGCCCACTCCCATGTTATTTTAGGAGCCGTA - - - === - - - AAAGCTGCCCCCAGAGTGGAAAGGCCATGGT TABATABATTATATGTAATGIAECCECAATAR TA - - - - - - - - o= --ooooom oo oo
T

CATAGATAACTTTATAGATTGCCCACTCCCATGTTATTTTAGGAGCCGTA - == === ==~ - AAAGCTGCCCCCAGAGTGGAAAGGCCATGGG AAA - AAATCATA -
-------------------------------------------------------------------------------------------------------------- AAAGCTGCCCCCAGAGTGGAAAGGCCATGGT e
TATATG CATAGATAACTTTATAGATTGCCCACTCCCATGTTATTTTAGGAGCCGTA - == === ==~ - AAAGCTGCCCCCAGAGTGGAAAGGCCATGGG G---=--- AAJAAAATAA
TATAATG CATAGATAACTTTATAGATTGCCCACTCCCATGTTATTTTAGGAGCCGTA - - === =-=- - AAAGCTGCCCCCAGAGTGGAAAGGCCATGGT TATAT-------- TR GCEHA ARTTE BECG- - - - - - - AATGAAATAA
A-AATT CATAGATAACTTTATAGATTGCCCACTCCCATGTTATTTTAGGAGCCGTA - - === =-=- - AAAGCTGCCCCCAGAGTGGAAAGGCCATGG = = = = = = = = = = = = = % %t @ a @ o m &t @@t @@t @@t @ f ot @ f e e e e e e e e e e ae o aeaeaa e
TATAATG CATAGATAACTTTATAGATTGCCCACTCCCATGTTATTTTAGGAGCCGTA - - === =-=- - AAAGCTGCCCCCAGAGTGGAAAGGCCATGGT

TAITCATGCAATGAAATA
TAATCATGC - - TGA.T ATTA- - - - - .

TATBATGRE- - - - - - CAAAGCTGABGHEE - - - - - - - - - - - - - - - - - - oo oo oo AAAGCTGCCCCCAGAGTGGAAAGGCCATGGT
-------------------------------------------------------------------------------------------------------------- AAAGCTGCCCCCAGAGTGGAAAGGCCATGGT CA---------TGAARTGART TA- -
TTTRGTAAARTERARTA - AATGEEIT TTTCACAAA CATAGATAACTTTATAGATTGCCCACTCCCATGTTATTTTAGGAGCCGTA--------- - AAAGCTGCCCCCAGAGTGGAAAGGCCATGGT TGATCATGC- - - -@AATAARTE- - - - - - -
- - - —TITTAAA“TITA—AAIGI ------- CATAGATAACTTTATAGATTGCCCACTCCCATGTTATTTTAGGAGCCGTA--------- - AAAGCTGCCCCCAGAGTGGAAAGGCCATGGG TGemmmmmmm - AARTABETATRCA - - -






d_uf.bed g 2.bed fm_1.bed 0 O bcin.fa_aln.fa cl.fa gs.fa ce.fa I After TEtrimmer 1386 bp

size: 1386bp; fragments: 717; full length: 133 (>=1247.4bp)
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sta.b.bed uf.bed g 2.bed fm_1.bed 0 O bcin.fa_aln.fa cl.fa_gs.fa
size: 1688bp; fragments: 717; full length: 0 (>=1519.2bp)
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TE: rnd_4 family 2292
size: 1478bp; fragments: 712; full length: 62 (>=1330.2bp)
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After TEtrimmer ORF and PFAM domain plot
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[E consensus before TEtrimmer (bp)
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