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CCCCCG----mmmmmmmm = - TTAAAACTTTAGCACTGTATTGCACCCACCTAGCAC- - - -« - - - - TAAAATATTAAAGAGTTTGGAAACCGGGGGGGGGGCTACTGTAACGGACC
------------------------------------------------------------------ TAAAATATTAAAGAGTTTGGAAACHGGGGGGGGGGCTACTGTAACGGACC
------------------------------------------------------------------ TAAAATATTAAAGAGTTTGGAAACC- - -GGGGGGGCTACTGTAACGGACC
(o of ol of o} S TTTAGCACTETATTGCACCCACCTAGCAC- === ==« -- TAAAATATTAAAGAGTTTGGAAACCGGGGGGGGGGCTACTGTAACGGACC

CCCCCGGTTCTCCAAACTCTTTAATATTTTAGCACTGTATTGCACCCACCTAGCAC- == - === - - - TAAAATATTAAAGAGTTTGGAAACC- - -GGGGGGGCTACTGTAACGGACC
O N 8 I TAAAATATTAAAGAGTTTGGAAACCG - GGGGGGGGCTACTGTAACGGACCH- - - -
--------------------------------------------------------------------------------------------------------------------- ATAA
------------------------------------------------------------------ TAAAATATTAAAGAGTTTGGAAACC- - -GGGGGGGCTACTGTAACGGACCY- - - -
--------------------------- TTAGCACTGTATTGCACCCACCTAGCAC - = - - = - = === - o st oo oo ool
CCACCGGTTCTCCAAACTCTTTAATATTTTAGCACTGTATTGCACCCAGETARBAR - - - - - - - - - - - e ----lAac ARAR T
“CCCCG--mmmmmmmmmmm- TTAAAACTTTAGCACTGTATTGCACCCACCTAGCAC-=--------- TAAAATATTAAAGAGTTTGGAAACC - - GGGGGGGGCTACTGTAACGGACCHATAANAT ABRATATAGT
CCCCCGGTTCTCCAAACTCTTTAATATTTTAGCACTGTATTGCACCCACCTAGCAC- == - === - - - TAAAATATTAAAGAGTTTGGAAACC—GGGGGGGGGCTACTGTAACGGACCIACA AT ABRATGTTGC
T o TAAAATATTAAAGAGTTTGGAAAJCGGGGGGGGGGCTACTGTAACGGAC - - - - AAJT AR TECEET
------------------------------------------------------------------ TAAAATATTAAAGAGTTTGGAAACCGGGGGGGGGGCTACTGTAACGGACCH-------------- - ART AR TTAC
O N 8 I TAAAATATTAAAGAGTTTGGAAACCG-GGGGGGGGCTACTGTAACGGACC ABTETECEET
------------------------------------------------------------------ TAAAATATTAAAGAGTTTGGAAACC - - GGGGGGGGCTACTGTAACGGACC AR TECEET
CCCCCG---mmmmmmmmmm- TTAAAACTTTAGCACTGTATTGCACCCACCTAGCAC-=--------- TAAAATATTAAAGAGTTTGGAAACCGGGGGGGGGGCTACTGTAACGGACCHMAC- - - - = - - - - - - - - - AGATECEGT
-------------------------------------------------------------------------------------------------------------- ABRAATTEET
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CCCTCG------=-=---- ICTTTAATATTTTAGCACTGTATTGCACCCACCTAGCAC

CCCCCG------=-=-=--- TCITTAATATTTTAGCACTGTATTGCACCCACCTAGCAC
CCCCCG--------ccmmmmmc e o TTTAGCACTITATTGCACCCACCTAGCAC
CCCCCGGTTCTCCAAACTCTTTAATATTTTAGCACTGTATTGCACCCACCTAGCAC
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1.bed fm_1.bed 0 O n.bed g 1.bed fm_ 2.bed 0 O bcIn.fa_aln.fa_

divergence to consensus (%)
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size: 3014bp; fragments: 5810; full length: 0 (>=2712.6bp)
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ed g 1.bed fm 1.bed 0 O n.bed g 1l.bed fm 2.bed 0O O bcin.fa_

divergence to consensus (%)
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TE: mnd_1_family 917 Before TEtrimmer 283 bp

size: 283bp; fragments: 1302; full length: 339 (>=254.7bp)
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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 09/10/25)
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