Start crop Point End crop Point

1 MSA length = 16874 1
--A ATIArGTAGAGGGGGATGGCCGTTTCTGCGCCCTCCACACGGTGGAGGCGGCGG —————————— CCACCGTGTGGAGGGCGCAGAAACGGCCATCCCCCTCTACTEA
TGTAA

AITA A

GATA!I GTAGAGGGGGATGGCCGTTTCTGCGCCCTCCACACGGTGGAGGCGGCGG - - = = = = = = = = CCACCGTGTGGAGGGCGCAGAAACGGCCATCCCCCTCTACTA
------ AGTAGAGGGGGATGGCCGTTTCTGCGCCCTCCACACGGTGGAGGCGGCGG----------CCACCGTGTGGAGGGCGCAGAAACGGCCATCCCCCTCTACTA

AATAAAAMN- - - - - - . AGTAGAGGGGGATGGCCGTTTCTGCGCCCTCCACACGGTGGAGGCGGCGG - = = = = = = = = = CCACCGTGTGGAGGGCGCAGAAACGGCCATCCCCCTCTACTAA

AA

AATATTTA

AGTAGAGGGGGATGGCCGTTTCTGCGCCCTCCACACGGTGGAGGCGGCGG------ -~ - - CCACCGTGTGGAGGGCGCAGAAACGGCCATCCCCCTCTACTA AATATTTA
AGTAGAGGGGGATGGCCGTTTCTGCGCCCTCCACACGGTGGAGGCGGCGG--~---- -~ - - CCACCGTGTGGAGGGCGCAGAAACGGCCATCCCCCTCTACTIA AATAATA
AGTAGAGGGGGATGGCCGTTTCTGCGCCCTCCACACGGTGGAGGCGGCGG - ===~ ---- - - CCACCGTGTGGAGGGCGIAGAAICGGCCAICICCCTCTACTAA AAITTATA
AGTAGAGGGGGATGGCCGTTTCTGCGCCCTCCACACGGTGGAGGCGGCGG------ - - - - CCACCGTGTGGAGGGCGCAGAAACGGCCATCCCCCTCTACTAIRRE- - - - - - - AATT

AGTAGAGGGGGATGGCCGTTTCTGCGCCCTCCACACGGTGGAGGCGGCGG-==-=-===-= = - CCACCGTGTGGAGGGCGCAGAAACGGCCATCCCCCTCTACTAARBAAAATET - - - - - - TTHA
AGTAGAGGGGGATGGCCGTTTCTGCGCCCTCCACACGGTGGAGGCGGCGG--=-====-= =~ CCACCGTGTGGAGGGCGCAGAAACGGCCATCCCCCTCTACTAA TG
AGTAGAGGGGGATGGCCGTTTCTGCGCCCTCCACACGGTGGAGGCGGCGG--=-=-===-= =~ CCACCGTGTGGAGGGCGCAGAAACGGCCATCCCCCTCTACT - GlIA
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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
size: 16874bp; fragments: 17784; full length: 43 (>=15186.6bp)
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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: 17174bp; fragments: 17669; full length: 35 (>=15456.6bp)
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size: 16476bp; fragments: 16466; full length: 91 (>=14828.4bp)

divergence to consensus (%)
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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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