Start crop Point End crop Point

1 MSA length = 1593 1
CAGGGGTCGGCAACCTTTTGAGTCGGAAGAGTCAAAAATTACAATTTACA---=---=---- ACAICCAAAGAGCCGCATGTGGCTCGCGAGCCGCAGGTTGCCGACGCCTG

CAGIGGTCGGCAACCTTTTGAGTCGGAAGAGTCAAAAATTACAATTTACA —————————— ACATCCAAAGAGCCGCATGTGGCTCGCGAGCCGCAGGTTGCCGACGCCTG

CAGGGGTCGGCAACCTTTTGAGTCGGAAGAGTCAAAAATTACAATTTECA---=---=---- ACATCCAAAGAGCCGCATGTGGCTCGCGAGCCGCAGGTTGCCGACGCCTG
CAGGGGTCGGCAACCTTTTGAGTCGGAAGAGTCAAAAATTACAATTTECA---=---=---- ACATCCAAAGAGCCGCATGTGGCTCGCGAGCCGCAGGTTGCCGACGCCTG
CAGGGGTCGGCAACCTTTTGAGTCGGAAGAGTCAAAAATTACAATTTACA---=---=---- ACATCCAAAGAGCCGCATGTGGCTCGCIAGCCGCAGGTTGCCGACGCCTG

CAGGGGTCGGCAACCTTTTGAGTCGGAAGAGTCAAAAATTACAATTTACA---=---=---- ACATCCAAAGAGCCGCATGTGGCTCGCGAGCCGCAGGTTGCCGACGCCTG
CAGGGITCGGCAACCTTTTGAGTCGGAAGAGTCAAAAATTACAATTTACA —————————— ACATCCAAAGAGCCGCATGTGGCTCGCGAGCCGCAGGTTGCCGACGCCTG
CAGGGGTCGGCAACCTTTTGAGTCGGAAGAGTCAAAAATTACAATTTACA---=---=---- ACATCCAAAGAGCCGCATGTGGCTCGCGAGCCGCAGGTTGCCGACGCCTG
CAGGGGTCGGCAACCTTTTGAGTCGGAAGAGTCAAAAATTACAATTTACI —————————— ACATCCAAAGAGCCGCATGTGGCTCGCGAGCCGCAGGTTGCCGACGCCTG
CAGGGGTCGGCAACCTTTTGAGTCGGAAGAGTCAAAAATTACAATTTACA---=---=---- ACATCCAAAGAGCCGCATGTGGCTCGCGAGCCGCAGGTTGCCGACGCCTG
CAGGGGTCGICAACCTTTTGAGTCGGAAGAGTCAAAAATTACAATTTACA —————————— ACATCCAAAGAGCCGCATGTGGCTCGCGAGCCGCAGGTTGCCGACGCCTG
CAGGGGTCGGCAACCTTTTGAGTCGGAAGAGTCAAAAATTACAATTTACI —————————— ACATCCAAAGAGCCGCATGTGGCTCGCGAGCCGCAGGTTGCCGACGCCTG
CAGGGGTCGGCAACCTTTTGAGTCGGAAGAGTCAAAAATTACAATTTACA---=---=---- ACAICCAAAGAGCCGCATGTGGCTCGCGAGCCGCAGGTTGCCGACGCCTG
CAGGGGTCGGCAACCTTTTGAGTCGGAAGAGTCAAAAATTACAATTTACA---=---=---- ACATCCAAAGAGCCGCATGTGGCTCGCGAGCCGCAGGTTGCCGACGCCTG
CAGGGGTCGGCAACCTTTTGAGTCGGAAGAGTCAAAAATTACAATTTACA---=---=---- ACATCCAAAGAGCCGCATGTGGCTCGCGAGCCGCAGGTTGCCGACGCCTG
CAGGGGTCGGCAACCTTTTIAGTCGIAAGAGTCAAAAATTACAATTTACA —————————— ACATCCAAAGAGCCICATGTGGCTCGCGAGCCGCAGGTTGCCGACGCCTG
CAGGGGTCGGCAAICTTTTGAGTCGGAAGAGTCAAAAATTICAATTTACA —————————— ACATCCAAAGAGCCGCATGTGGCTCGCGAGCCGCAGGTTGCCGACGCCTG
CAGGGGTCGGCAACCTTTTGAGTCGGAAGAGTCAAAAATTACAATTTACA---=---=---- ACATCCAAAGAGCCGCATGTGGCTCGCGAGCCGCAGGTTGCCGACGCCTG
CAGGGGTCGGCAACCTTTTGAGTCGGAAGAGTCAAAAATTACAAT T TACA - - - = = - = o m e o o e o o m e o e o o e o o e o o e o o e o o o o e e o e e o oo e o oo mm - - - -
CAGGGGTCGGCAACCTTTTIAGTCGGAAIAGICAAAAATTACAATTTACA —————————— ACATCCAAAGAGCCGCATGTGGCTCGCGAGCCGCAGGTTGCCGACGCCTG
CAGGGGTCGGCAAICTTTTGAGTCGGAAGAGTCAAAAATTACAATTTACA —————————— ACATICAAAGAGCCGCATGTGGCTCGCGAGCCGCAGGTTGCCGACGCCTG
CAGGGGTCGGCAACC-TTTGAGTCGGAAGAGTCAAAAATTACAATTTACA---=---=---- ACATCCAAAGAGCCGCATGTGGCTCGCGAGCCGCAGGTTGCCGACGCCTG
CAGGGGTCGGCAACCTTTTGAGTCGGAAGAGTCAAAAATTACAATTTACA---=---=---- ACATCCAAAGAGCCGCATGTGGCTCGCGAGCCGCAGGTTGCCGACGCCTG
CAGGGGTCGGCAACCTTTTIAGTCGGAAGAGTCAAAAATTACAAITTACA —————————— ACATCCAAAGAGCCGCATGTGGCTCGCGAGCCGCAGGTTGCCGACGCCTG
—————————————————————————————————————————————————————————————————————————————————————————————————————————————— ACATCCAAAGAGCCGCATGTGGCTCGCGAGCCGCAGGTTGCCGACGCCTG
—————————————————————————————————————————————————————————————————————————————————————————————————————————————— ACATCCAAAGAGCCGCATGTGGCTCGCGAGCCGCAGGTTGCCGACGCCTG
CAGGGGTCGGCAACCTTTTGAGTCGGAAGAGTCAAAAATTACAARTTACA---=---=---- ACATCCAAAGAGCCGCATGTGGCTCGCGAGCCGCAGGTTGCCGACGCCTG
CAGGGGTCGGCAACCTTTTGAGTCGGAAGAGTCAAAAATTACAARTTACA---=---=---- ACATCCAAAGAGCCGCATGTGGCTCGCGAGCCGCAGGTTGCCGACGCCTG
CAGGGGTCGGCAACCTTTTGAGTCGGAAGAGTCAAAAATTACAARTTACA---=---=---- ACATCCAAAGAGCCGCATGTGGCTCGCGAGCCGCAGGTTGCCGACGCCTG
CAGGGGTCGGCAACCTTTTGAGTCGGAAGAGTCAAAAATTACAARTTACA---=---=---- ACATCCAAAGAGCCGCATGTGGCTCGCIAGCCGCAGGTTGCCGACGCCTG
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.bed uf.bed g 1.bed fm 1.bed 0 O bcIn.fa _aln.fa_cl.fa_gs.fa ce.f:

divergence to consensus (%)

size: 1593bp; fragments: 212; full length: 0 (>=1433.7bp)
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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: 1893bp; fragments: 211; full length: 0 (>=1703.7bp)
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TE: Itr_1 family 840
size: 6049bp; fragments: 283; full length: 1 (>=5444.1bp)
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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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Dotplot

(windowsize = 25, threshold = 50.00 09/10/25)
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