Start crop Point End crop Point

1 MSA length = 497 1

ATATEIRTTAAAAATAGCAGGTTAGTCGTGACTGACTAABTTAABAAAAAACTCAAAATTTAAGTG-=-=-=-=-=--~--- TGAGTTTTTTTTTIATT —————————————————————————————————

TATATG THTATAAT

ATAIATTGTAATT

TAIA

A ABAAA - - - - - TATTA TABATAMATAATAATAGCAGGTTAGTCGTGACTGACTAABTTAABAAAAAACTCAAAATTTAAGTG- -~ - - - - - - - TGAGTTTTTTTTTAACETIETCAGTREGTTAGTAABCECCBATT------- AAATARRBATTT ATAAT

A A AAAIATTG—AATT TABATECET TBAAAATA - - oo GATABAGAAATAAAAAACTCAAAATTTAABTG -« - - oo - TGAGTTTTTTCTTAACTTAGTCAGTCACGACTAACCTGH----------- ATARA - -TABBTATATA ATATATAAA

A ARATARATATAATT AAAAAACTCAAAATTTAAGTG--------- - TGAGTTTTTTCTTAACTTAGTCAGTCACGACTAACCTGCTATTTTTATAT

A A AAAAAACTCAAAATTTAAGTG--------- - TGAGTTTTTTCTTAACTTAGTCAGTCACGACTAACCTGCTATTITAATAT

A A AAAAAACTCAAAATTTAAGTG- == - == - = - - TGAGTTTTTTCTTAACTTAGTCAGTCACGACTAACCTGCTATI!T ---------------------------------

A A ATATETTAAAAATAGCAGGTTAGTCGTGACTGACTAA AAAAAACTCAAAATTTAAGTG- == === - = - - TGAGTTTTTTTTTART T--- - - m i e e e o

A A AT TEBTTAAAAATAGCAGGTTAGTCGTGACTGACTAA AAAAAACTCAAAATTTAAGTG- == === - = - - TGAGTTTTTTCTIAITT ------------------------------------------------------------

A A ATACETTRAAAGET- - - - - - - - - oo e e A AAAAAACT CATAATTTAAGTG - - -« - - - - - TGAGTTTTTTCTTAACTTAGTCAGTCACGACTAACCTGCTATTTTTATAT ATA ATATA TATATA

A A Y AAAAAACTCAAAATTTAAGTG- == - == - = - - TGAGTTTTTTCTTAACTTAGTCAGTCACGACTAACCTGCTATTTTTAAAT A——TA TTTATGRAAAAA ABATATAAT
ABATARA - - - -BAATHRARATATRTABRATATE- - - - - - - - - oo AAAAAACTCAAAATTTAAGTG- == === - = - - TGAGTTTTTTCTTAACTTAGTCAGTCACGACTAACCTGCTATTTTTATATIHEANATA TATTTAGA
ARATARMT TA-WTTTRATATATRTARATATE- - ---- - - - AAAAAACTCAAAATTTAAGTG--------- - TGAGTTTTTTITT.TITA. ----------------------------------------



Start crop Point

= _—
— — =]
— —
L —
_-

ESERpaanga]|
= f

-
I —
N BE
— T
= m
um ==s=
.
ECESSS=
— =
==

1000

800

600

400

200



).bed _uf.bed g 2.bed fm_1.bed 0 O bcIn.fa_aln.fa cl.fa_gs.fa ce.i After TEtrimmer 497 b P

size: 497bp; fragments: 3249; full length: 18 (>=447.3bp)
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fasta.b.bed uf.bed g 2.bed fm_1.bed O O bcin.fa_aln.fa_cl.fa_gs.
size: 800bp; fragments: 3004; full length: 0 (>=720bp)
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TE: md 4 family 116 Before TEtrimmer 422 bp

size: 422bp; fragments: 3007; full length: 4 (>=379.8bp)
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[E consensus before TEtrimmer (bp)
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