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1 MSA length = 5841
AACHBIA-T------ ACAT - GGGATGGTATCATTTATTCTCAAAATCAGTTCTTCTCAAAGCCGAACGTC---------- AATAAAAATAATTTTTTTTAAAAATATAAATTTCATAATAAATAATATTATCTTEEAREATA ATATGTTTTATTAAARTEEAABABCATARATTAA
AAC!IGTCITGCAAIGT GGGATGGTATCATTTATTCTCAAAATCAGTTCTTCTCAAAGCCGAACGTC---------- AATAAAAATAATTTTTCTTAAAAATGTGAAATATATAATAAAAAATATTAT - -TI IATA.A— - - —TTCTAIT— —GITIAAIAICGTAIA— - - -
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CBBGAGT - - - - - ABcGT GGGATGGTATCATTTATTITCAAAATCAGT TCTTCTCAAAGCCGAACGTC - = - = - = - s - s - s -t e e e et b b oL GTTT AATAGIBBA - - - - TRTTATT - - - - - ATTAA
- - -CGAGT-ATHCGACGT GGGATGGTATCATTTATTCTCAAAATCAGTTCTTCTCAAAGCCGAACGTC- === ===« - AATAAGAATAATTTTTTTTAGAAAAATAGATTTTAAAATAAAAAATATTATTITIGIAAT ATGCATTCIATIGGA.T ATTAA
-ACGEIGTTATGCAACAT - GGGATGGTATCATTTATTCTCAAAATCAGTTCTTCTCAAAGCCGAACGTC - === ===« - GATAAAAGTGATTTTTTTTAAAAATATAAATTTTATAATAAAAAATATTA--TT AATABGEATGCGTTTTATTAA- - - TEAARAB- - - - - - TTAA
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GGGATGGTATCATTTATTCTCAAAATCAGTTCTTCTCAAAGCCGAACGTC - === c=---- AACAAAAAGAATGTTTTTTAAAAATATAATTGTTTTAAAAACAAATTTCATTTT.AIAAT-AGGCGTTTTATTAAA.T-GIAITGTAIA - -AA
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Start crop Point End crop Point
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2.bed fm_1.bed 0 O n.bed g 1.bed fm 2.bed 0 O bcIn.fa_aln.fa
size: 5841bp; fragments: 44176; full length: 2 (>=5256.9bp)

divergence to consensus (%)
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)ed g 2.bed fm_1.bed 0 0 n.bed g 1.bed fm 2.bed O O bcin.fa
size: 6364bp; fragments: 43698; full length: 0 (>=5727.6bp)

divergence to consensus (%)
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divergence to consensus (%)
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TE: rnd_5 family 8772

size: 482bp; fragments: 729; full length: 9 (>=433.8bp)
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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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ensus before TEtrimmer (bp)

Dotplot

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