Start crop Point

1 MSA length = 1965

CAGTGGCGGCTCGTCAGGGTAGICAAGGTAGGCGGCGCCTACCCTACAAT —————————— TGTCGCCTACCCAGTCC
CAGTGGCGGCTCGTCAGGGTAGGCAAGGTAGGCGGCGCCTACCCTACAAT - - - --=-=-=-~-- TGTCGCCTACCCAGTCC
CAGTGGCGGCTCGTCAGGGTAGGCAAGGTAGGCGGCGCCTACCCTACAAT - - - --=-=-=-~-- TGTCGCCTACCCAGTCC
CAGTGGCGGCTCGTCAGGGTAGICAAGGTAGGCGGCGCCTACCCTACAAT —————————— TGTCGCCTACCCAGTCC
CAGTGGCGGCTIGTCAGGGTAGGCAAGGTAGGCGGCGCCTACCCTACAAT —————————— TGTCGCCTACCCAGTCC
CAGTGGCGGCTCGTCAGIGTAGGCAAGGTAGGCIGCGCCTACCCTACAAT —————————— TGTCGCCTACCCAGTCC

CAGTGGCGGCTCGTCAGHGTAGGCAAGGTAGGCHGCGCCTACCCTACAAT - - -==-=-=-=-~-- TGTCGCCTACCCAGTCC
CAGTGGCGGCTCGTCAGGGTAGGCAAGGTAGGCGGCGCCTACCCTACAAT - === === ==-- TGTCGCCTACCCAGTCC
CAGTGGCGGCTCGTCAGGGTAGGCAAGGTAGGCGGCGCCTACCCTACAAT - === === =-=-- TGTCGCCTACCCAGTCC
CAGTGGCGGCTCGTCAGGGTAGGCAAGGTAGGCGGCGCCTACCCTACAAT - === === =-=-- TITCGCCTACCCAGTCC
CAGTGGCGGCTCGTCAGGGTAGGCAAGGTAGGCGGCGCCTACCCTACAAT - === === =-- TGTCGCCTACCCAGTCC
CAGTGGCGGCTCGTCAGGGTAGGCAAGGTAGGCGGCGCCTACCCTACAAT - === === =-=-- TGTCGCCTACCCAGTCC
CAGTGGCGGCTCGTCAGGGTAGGCAAGGTAGGCGGCGCCTACCCTACAAT - === === =-=-- TGTCGCCTACCCAGTCC
CAGTGGCGGCTCGTCAGGGTAGGCAAGGTAGGCGGCGCCTACCCTACAAT - === === =-- TGTCGCCTACCCAGTCC
CAGTGGCGGITCGTCAGGGTAGGCAAGGTAGGCGGCGCCTACCCTACAAT —————————— TGTCGCCTACCCAGTCC
CAGTGGCGGCTCGTCAGGGTAGGCAAGGTAGGCGGCGCCTAICCTACAAT —————————— TGTCGCCTACCCAGTCC
CAGTGGCGGCTCGTCAGGGTAGGCAAGGTAGGCGGCGCCTACCCTACAAT - === === =-- TGTCGCCTACCCAGTCC

End crop Point

ACGGGTCACGAGCCGCCACTGMTRARGTGTAABTEA
ACGGGTCACGAGCCGCCACTGIA A - —TAAITIA
ACGGGTCACGAGCCGCCACT = === == mmmmmmmmm e
ACGGGTCACGAGCCGCCACTG GTGTAA
ACGGGTCJCGAGCCGCCACTG ATRTAA
ACGIGTCACGAGCCGCCACTG

ATTIA AGG
- -TTTHAAA

ACGEGTCACGAGCCGCCACTG
ACGGGTCACGAGCCGCCACTG
ACGGGTCACGAGCCGCCACTG
ACGGGTCACGAGCCGCCACTG
ACGGGTCACGAGCCGCCACTG
ACGGGTCACGAGCCGCCACTG
ACGIGTCACGAGCCGCCACTG
ACGGGTCACGAGCCGCCACTG
ACGGGTCACGAGCCGCCACTG
ACGGGTCACGAGCCGCCACTG
ACGGGTCACGAGCCGCCACTG
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.bed_uf.bed g 2.bed fm_1.bed 0 O bcIn.fa_aln.fa_cl.fa_gs.fa ce.f:

divergence to consensus (%)

size: 1965bp; fragments: 50890; full length: 35 (>=1768.5bp)
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fasta.b.bed uf.bed g 2.bed fm 1.bed O O bcin.fa_aln.fa _cl.fa_gs.f After TEtrimmer Extended plOt Blue lines are boundaries

size: 2265bp; fragments: 40114; full length: 0 (>=2038.5bp)
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divergence to consensus (%)

TE: md_5 family 79 Before TEtrimmer 1468 bp

size: 1468bp; fragments: 2613; full length: 45 (>=1321.2bp)
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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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