Start crop Point End crop Point

MSA length = 1110
TAAACTGCCCGTCAAATTAAATACCAC- - - - -~ - - GAAAATGAGTAAAAAAATCGCTGTGGTATTTAATTTGACGGGCAGTTTATTTTAAAACI I r ‘ . .AAA— —ATT-T-T.CGAT
TAAACTGCCCGTCAAATTAAATACCAC- - - - - -~ - - - GAAAATGEGTAAAAAAATCGCTGTGGTATTTAATTTGACGGGCAGTTTATTTGA - - - AAA
TAAACTGCCCGTCAAATTAAATACCAC- - - - -~ - - - GAAAATGAGHE- AAAAAATIIGCTGTGGTATTTAATTTGACGGGCAGT TTAT T -« - s s s e m e e o e oo oo oo oo
TAAACTGCCCGTCAAATTAAATACCAC- - - - -~ - - - GAAAATGAGTAAAAAAATCGCTGTGGTATTTAATTTGACGGGCAGTTJATAAGTY- - -
TAAACTGCCCGTCAAATTAAAACCAC - -« - -« -- GAAAATGAGTAAAAAAATCGCTGTGGTATTTAATTTGACGGGCAGTTTATTATAG - - -
TAAACTGCCCGTCAAATTAAATACCAC- - - - -~ - - - GAAAATIAGT—IGAAAATIGCTGIGGTATTTAATTTGACGGGCAGTTTAIATGAA -------------
TAAACTGCCCGTCAAATBAAATACCAC - -« - -« - - GAAAATGAGTAABAAAATCGCTGTGGTATTTAATTTGACGGGCATTTATATGTATTT
TAAACEGCCCGTCAAATTAABTACCAC - -« -« -« - - GAAAATGAGTAAAAAAATCGCTGTGGTATTTAATTTGACGGGCAGTTTATTTTAATT
TAAACTGCCCGTCAAATTAAATACCAR---------- GAAAATGAGTAAAAAAATCGCTGJGGTATTTAATTTGACGGGlIGTTTATATTAG - - -
AAACABCAAAA ccacallce TAAACTGCCCGTCAAATTAAATACEAC- - - - - - - - - - GAAAATGAGT - AAAAAATCGCTGTGGTATTTAATTTGACGGGCAGTTTATTTTAAATT
AAACAICAAAA CCAGAIGC TAAACTGCCCGTCAAATTAAATACIAC ---------- GAAAATGAGT - AAAAAATCGCTGTGGTATTTAATTTGACGGGCAGTTTATTTTAAATT
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.b.bed _uf.bed g 3.bed fm_1.bed O O bcIn.fa _aln.fa_cl.fa _gs.fa ce After TEtrimmer 1110 bp

size: 1110bp; fragments: 666; full length: 66 (>=999bp)
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/ .fasta.b.bed uf.bed g 3.bed fm_ 1.bed 0 O bcIn.fa_aln.fa_cl.fa_gs¢ After TEtrimmer Extended plOt Blue lines are boundaries

size: 1412bp; fragments: 666; full length: 0 (>=1270.8bp)
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divergence to consensus (%)

TE: rnd_5 family 18177
size: 1093bp; fragments: 690; full length: 54 (>=983.7bp)
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[E consensus before TEtrimmer (bp)
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