Start crop Point End crop Point

1 MSA length = 16867 1
AGTAGAGGGGGATGGCCGTTTCTGCGCCCTCCACACGGTGGAGGCGGCGG-=-=-=-~-~-~-~--- GCCGCCTCCACCGTGTGGAGGGCGCAGAAACGGCCATCCCCCTCTACTAT-AA

AGTAGAGGGGGATGGCCGTTTCTGCGCCCTCCACACGGTGGAGGCGGCGG--=-=-==== = - GCCGCCTCCACCGTGTGGAGGGCGCAGAAACGGCCATC.CCICTACT— - - -AAA
AGTAGAGGGGGATGGCCGTTTCTGCGCCCTCCACACGGTGGAGGCGGCGG-==-=-===-= = - GCCGCCTCCACCGTGTGGAGGGCGCAGAAACGGCCATCCCCCTCTACTCC.AIA TEAAA
GTAGAGGGGGATGGCCGTTTCTGCGCCCTCCACACGGTGGAGGCGGCGG-=-=-=-=-==-=-"-- GCCGCCTCCACCGTGTGGAGGGCGCAGAAACGGCCATCCCCCTCTACT CABAA
AAACTIT AGTAGAGGGGGATGGCCGTTTCTGCGCCCTCCACACGGTGGAGGCGGCGG--=-=-===-= =~ GCCGCCTCCACCGTGTGGAGGGCGCAGAAACGGCCATCCCCCTCTACT - - TTATA
AAAC- - - - - - AGTAGAGGGGGATGGCCGTTTCTGCGCCCTCCACACGGTGGAGGCGGCGG-==-=-===-= = - GCCGCCTCCACCGTGTGGAGGGCGCAGAAACGGCCATCCCCCTCTACT - - TTATA
AATAAA AGTAGAGGGGGATGGCCGTTTCTGCGCCCTCCACACGGTGGAGGCGGCGG-==-=-===-= = - GCCGCCTCCACCGTGTGGAGGGCGCAGAAACGGCCATCCCCCTCTACTAT TAAAA
AGTAGAGGGGGATGGCCGTTTCTGCGCCCTCCACACGGTGGAGGCGGCGG--=-=-===-= =~ GCCGCCTCCACCGTGTGGAGGGCGCAGAAACGGCCATCCCCCTCTACT TAATGHRCERTG
AGTAGAGGGGGATGGCCGTTTCTGCGCCCTCCACACGGTGGAGGCGGEGG - == == = == s s e o m o o o o o o o m e o o e o o m o o o o o e o o o o o o e o o o o m e o o m o o m o mm o oo e o m e o o o o mm o oo o oo o e o oo s o oo o m - o m o - m o - - - -
—————— AAT AGTAGAGGGGGATGGCCGTTTCTGCGCCCTCCACACGGTGGAGGCGGCGG-=-=-=-=------GCCGCCTCCACCGTGTGGAGGGCGCAGAAACGGCCATCCCCCCTCTACTAT TAAAARTETA THRCAARATAREA
AGTAGAGGGGGATGGCCGTTTCTGCGCCCTCCACACGGTGGAGGCGGCGG--=-=-===-= =~ GCCGCCTCCACCGTGTGGAGGGCGCAGAAACGGCCATCCCCCTCTACTAT CAAAAITICA.AITATICAAIGI
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).bed_uf.bed g 3.bed fm_1.bed 0 O bcIn.fa_aln.fa cl.fa_gs.fa ce.i After TEtrimmer 16867 bp

size: 16867bp; fragments: 17784; full length: 43 (>=15180.3bp)
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fasta.b.bed uf.bed g 3.bed fm_1.bed O O bcin.fa_aln.fa_cl.fa_gs.
size: 17167bp; fragments: 17657; full length: 35 (>=15450.3bp)
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TE: rnd_4 family 732
size: 11464bp; fragments: 9794; full length: 141 (>=10317.6bp)

Before TEtrimmer 11464 bp
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After TEtrimmer ORF and PFAM domain plot
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Before TEtrimmer ORF and PFAM domain plot
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