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1 MSA length = 16555 1
AGTAGAGGGCGGTGGCCGITTCTICGCCCICCACACGGTGGAGGCIGCGG —————————— GCTGCCTCCACCGTGTGGTGGGCGTAGAATCGGCCACCGCCCTCTACT === == === === = m e oo e o = - -

AGTAGAGGGCGGTGGCCGATTCTACGCCCACCACACGGTGGAGGCAGCGG-=--=--=- - - GCTGCCTCCACCGTGTGGTGGGCGTAGAATCGGCCACCGCCCTCTACTAAA
AGTAGAGGGCGGTGGCCGATTCTACGCCCACCACACGGTGGAGGCAGCGG - = = = = = = = = = = = = = m o e m e m oot m ot f m e o e m e oo i e e mommeaoemamaao
AGTAGAGGGCGGTGGCCGATTCTACGCCCACCACACGGTGGAGGCAGCGG-=--=--=- - - GCTGCCTCCACCGTGTGGTGGGCGTAGAATCGGCCACCGCCCTCTACT - -

ATTT----TAGA
ATTT

AGTAGAGGGCGGTGGCCGATTCTACGCCCACCACACGGTGGAGGCAGCGG - = = = = = = = = = = = = = & o mm e m o f ot e m e e o e f o m e o d o e e eommeaoeoamaao ATTTIRREA - - - -
AGTAGAGGGCGGTGGCCGATTCTACGCCCACCACACGGTGGAGGCAGCGG-=--=--=- - - GCTGCCTCCACCGTGTGGTGGGCGTAGAATCGGCCACCGCCCTCTACTAGA AT TERREAAAAA
AGTAGAGGGCGGTGGCCGATTCTACGCCCACCACACGGTGGAGGCAGCGG-=--=--=- - - GCTGCCTCCACCGTGTGGTGGGCGTAGAATCGGCCACCGCCCTCTACT--T ATHC--------

AGTAGAGGGCGGTGGCCGATTCTACGCCCACCACACGGTGGAGGCAGCGG - === ===-= =~ GCTGCCTCCACCGTGTGGTGGGCGTAGAATCGGCCACCGCCCTCTACTAAA
AGTAGAGGGCGGTGGCCGATTCTACGCCCACCACACGGTGGAGGCAGCGG - === ===-= =~ GCTGCCTCCACCGTGTGGTGGGCGTAGAATCGGCCACCGCCCTCTACTAAT
AGTAGAGGGCGGTGGCCGATTCTACGCCCACCACACGGTGGAGGCAGCGG - === ===-==- GCTGCCTCCACCGTGTGGTGGGCGTAGAATCGGCCACCGCCCTCTACTAAA

ATTT

GTIC

GTGET
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).bed_uf.bed g 4.bed fm_1.bed 0 O bcIn.fa_aln.fa cl.fa_gs.fa ce.i
size: 16555bp; fragments: 15004; full length: 76 (>=14899.5bp)

divergence to consensus (%)
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fasta.b.bed uf.bed g 4.bed fm_1.bed O O bcin.fa_aln.fa_cl.fa_gs.
size: 16860bp; fragments: 15004; full length: 34 (>=15174bp)

divergence to consensus (%)
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TE: mnd_4 family 735 Before TEtrimmer 15107 bp
size: 15107bp; fragments: 11047; full length: 128 (>=13596.3bp)
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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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[E consensus before TEtrimmer (bp)
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