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1 MSA length = 10002 1
--------------------------------------------------------------------- BrTBAAcCATABART TTAATTTGTTATAAATTGATCATATTACTTACAATTTTACCTAATAATATTAAGTTTTAAGTABATTATTA
AACAATAGAAATCAGATCAATTTTAAAATACATAACTATGTGGAACCCAT TAAAAGT AT = - = = = & & & & s & o e m e o et e m ot e f e o e m e oot e f o o m o e o f f e f e ettt mf e m it e o e e i e o e m oo i e e ooemaaoomaaeao s
AACAATAGAAAACAAATTAACAACAAAATATATAACCATAT TAAAAT CAT TAAAAGT T T« - = = = = & 5 &t m o e m e o f f e o o e f et e ot e o e o et f f et m f e m ot e m e o f f e ot e e e d e o e e i o i e e aoemaoeoaeeao s
N N X
AACGGTAGGAAACAAATTAACTTTAAAATATATAACTATATGAAACCCAT TAAAAGT TT = - = = = & = & & m o ot e m e o e f e e ot e f ot e m e o f e o et e f e o f f e m ot e m e f ot e f ot e m e o m o e m oo i e e aoemeaoeoaaaao s
--------------------------------------------------------------------- GAJJAA - - - - TTGAAAATTTAATTCGTTATAAACGJATTACGACACTTAAAATTTTACCTAGTAGTTTTAATACTTAAGTAAATTATAA
--------- AAACAAATTAACTTTAAAATATATAACTATATGAAACCCATTAAAAGT TT === === =GATAAAT T T T TGAAAAT - = = = & & = & o m o ot o e o et e e et et ot ettt e m et mm et o m e m e i d e eommaaoaoameao -
--------------------------------------------------------------------- GATAAATTTTTGAAAATTTAAAATGTTATAA- - -GATTATGATACTTACGATT-GACCTAATAATATTATTTTTTAA-TAAGTTETA
AGCAATACAAAAAAAATTAACTTTAAAAAATATAAT TATATGAAACCTAT TAAGAAAT T = - = & = & @ o ot m o e o et et e o ot e m et e m e e o e f ot e f et m f e m o et e oot e m it e m e e e ot e oo i e o aoemaoeoaaeao s
--------------------------------------------------------------------- GATAAATTTTTGAAAATTAATTTGCCCTBAACTGAT -« -« -« -« oo -« -[JTTA- -~ -~ - - -ATATCGATTTTTBAGTAA- -TATTA
--------------------------------------------------------------------- GATAAGTTTTTGEAAARTTRT TTTATTATAAACTGATTATGATACTTGCAATTTTGACTAATAATATTAATTTTTAAGTAAAATATTG
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bed uf.bed g 1l.bed fm_1.bed O O bcIn.fa_aln.fa_cl.fa_gs.fa_ce.fa

divergence to consensus (%)
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asta.b.bed uf.bed g 1.bed fm_1.bed O O bcIn.fa_aln.fa cl.fa_gs.fe

divergence to consensus (%)

o
N

15

10

5

size: 10651bp; fragments: 61; full length: 0 (>=9585.9bp)
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divergence to consensus (%)
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TE: Itr_1 family 35

size: 268bp; fragments: 19; full length: 19 (>=241.2bp)
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After TEtrimmer ORF and PFAM domain plot
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1sus before TEtrimmer (bp)

Dotplot

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