Start crop Point End crop Point

1 MSA length = 181 1

CAGTGGCGGATCCAC----- - GGGGIGGGCTT GGIGGCTCAAGCCCCCC —————————— GTTTTGAGTCTAG- - —CCCCCCC.TTCCCGAATCCTGGATCCGCCCCTG
TCAGTGGCGGATCTACGGGGGGGGEGGEGGGCTMGGGGEGCTC - - - - === === === === - - - GTTTTGAGTCTAGCCCCCCCCCCCTTTCCCGAATCCTGIATCCGCCCCTGA
————————————— AC——————GAGIGGGGCTT GGGIGCTCAAGCCCCCC——————————GTTTTGAGTCTAGCCCCCCCCCCCTTTCICGAATCCTGGATCCGCCCITG
TCAGTGGCGGATCCACGGGGGGLGGGELEGHGGCTHMCGGGGCTCAAGLCCCCCC- === === - -~ GTTTTGAITITAG——CCC CCTTTCCCGAATCCTGGATCCGCCCCT

IAIT-ATA - - —IT-TTT-AT.T.T

- TEH A THERA THTRAAATAARTRARABEBARAC- - - - - - - - -
AATRATIEABEGE T AAATIA AAATTTT

----------------------------------- CTT-

AAATAARTERABABEAAACTTTT
AAATAARTERABABEAAACTTTT

TCAGTGGCGGATCCACGGGGGGLGGGELEGHGGCTHMCGGGGCTCAAGLCCCCCC- === === - - - GTTTTGA TAG--CCC CCTTTCCCGAATCCTGGATCCGCCCCT
CAGTGGCGGATCCAC-GGGGEGGELGGGHGGCT TWGGGGGCTCAAGLCCCCCC - - - === ===~ GTTTTGAGTCTAGCCCCCCCCCHCTTTCCCGAATCCTGGATCCGCCCCHG

A.TTATT ---------------------- GIGGGGGCTT GIGGG TCAAGCCCCCC-=--nomm-- GTTTTGAGTCTAG————ICCCCCCTTTCCCGAATCCTGGATCIGCCCCTG
CARTH THREATATGA - TCAGTGGCGGATCCA—AIGIGGGGGGGGGGGCT CGGGG A.CCCCC ---------- GTTTTGAGTCTAG——ICCCCCCCCTTTCCCGAATCCTGIATCCGCCCCTGA
ATATTTTT g S GGGGMCTCAAGCCCCCC-----=-- GTTITGAGTCTAGCCCCCICCCCCTTTCCCIAATCCTGGATCCGCCCCTGA --------------

AGGGGGGCCT
G GGGIGGCTT

CAGTGGCGGATCCACGGGGGIGAGGGGGGCTT

____________________ TCAGTGGCGGATCTAC- - -GGG

B RTBEATAATATEEEE T T T

GGGGGCTCAAGCCCCCC=-=-=-=-=-=-=-=-"~-- GTTTTGAGTCTAG-CCCCCCCCCCTTTCCCGAATCCTGGATCCGCCCCTGA
GGGGGCTIAAGCCCCC ——————————— GTTTTGAGTCTAGCCCCCCICCCCTTTCCCGAATCCTGGATCCGCCCCTGA
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1.bed_fm_1.bed 0 0 n.bed g_1.bed fm 2.bed 0 0 bcln.fa_aln.fa After TEtrimmer 181 bp

size: 181bp; fragments: 739; full length: 165 (>=162.9bp)
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)ed g 1.bed fm 1.bed 0 0 n.bed g 1.bed fm 2.bed O O bcin.fa
size: 481bp; fragments: 739; full length: 0 (>=432.9bp)
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TE: mnd_4 family 1249 Before TEtrimmer 173 bp

size: 173bp; fragments: 815; full length: 384 (>=155.7bp)
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[E consensus before TEtrimmer (bp)
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