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MSA length = 319

TGTT
TGTT
TGTT
TGTT
TGTT
TGTT

AAACAAAAG—AAAATCCAGCGTATTAACATATGGTCCTTCGAGGATAAAAAGTAAAITTIAAIAAATTCGTCAAAAAT.TCAIAAAAITIA.ATTC
AAACAAAAG - AAAATCCAGCGTATTAACA - - & & & m o o o o f o o e e f f e e e e d e e e e e e e e e e e e e e e eao o
AAACAAAAG - AAAATCCAGCGTATTAACATATGGTCCTTCGAGGATAAAAAGTAAANT TBAABAAATTCGTCAAAAAT ATTC

AAACAAAAG - AAAATCCAGCGTATTAACAC - = = = =« = = = - CGA---- - - A--een-- GTTCTTCAAAAB TR TC-------- GTTT
AAACAAAAGAAAAATCCAGCGTATTAACATATGATTACC.AAAACCGICCGAAAA T G TTT.AIC ATTT
AAACAAAAGAAAAATCCAGCGTATTAICACAIG -------------------- IAA TTTGTCAAAA ATTC

AAACAAAAGAAAAATCCAGCGTATTAACA = = = = = & & o m o m e o m e o m e o e e o e e o f e e e e e et e e e e e e e e eea e
AAACAAAAGAAAAATCCAGCGTATTAACATATGGTCCTTCGAGGATAAAAAGTAAARTT TcGlAAAA
AAACAAAAGAAAAATCCAGCGTATTAACACT == == === mm s s e mmmm e mmm o e AAATTT------ CAT AIAA
AAACAAAAG- AAAATCCAGCGTATTAACATTTGGTCCTTCGAGGATAAAAAGT ----TT TCGHAAAA

AAACAAAAG —AIAAICCAGCGTA.A-TI ........................................................




End crop Point

Start crop Point

o

IIIIIIIII. o

SEE=SEE==SE T
e e B

——— _—
I—I1 { _ 1

L It I TR T T T e o O R |
~~ =~



.bed uf.bed g 1.bed fm 1.bed 0 O bcIn.fa _aln.fa_cl.fa_gs.fa ce.f: After TEtrimmer 319 bp

size: 319bp; fragments: 14; full length: 9 (>=287.1bp)
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fasta.b.bed_uf.bed g 1l.bed fm _1.bed O O bcIn.fa_aln.fa cl.fa_gs.f
size: 622bp; fragments: 12; full length: 0 (>=559.8bp)
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TE: Itr 1 family 154 Before TEtrimmer 297 bp

size: 297bp; fragments: 12; full length: 9 (>=267.3bp)
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after TEtrimmer (bp)
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