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1 MSA length = 17433
-------------------------------------------------------------------------------------------------------------- AATEAAGETTCAARTCGTATTTAGTTTGTAATAAGTAACCTAGAATATTAATTTTRCARTRAGART TR ARGATTT TG TRBA- - - -------- - -
CARTTAAACGTTTATATTT -BCGGAGTCABATAAABAAACBATTTTTATTGAAATATGCTATTTAATTTATTAATTTAATAAAATGGATTAAAT TAGT T -« -« o« o c oo ottt oo oL ooooooooooo.o..
-------------------------------------------------------------------------------------------------------------- AATATAARJA - - CAAAT - - - - - - - AAATTTTAGTAAATAAAAAATTTTATTA-ACTTTACAATTAAATTTTTATCAATATTAAGTAACTTTAGTAATCAT
CABTTAAAATTAAACATTTARTTAGHTAABGAAAABCETAABATAATTATCGAAATACGCAAGTTAATTTATTAACTTAATAATATGAGT TAGATCAATT - - - - -« o oo x ottt oo oLt ooooooooooo.o..
---------------------------------------------------------------------------------------------------------------- TATGAGATTRBAABAATATTT -« - c v e e e e e e e AGITETTRCBATTAAB-BT T TBTCGATTETAAATAATACTAGTGGCCAT
TGRTTAAAATTATTTATTTARMCAGANT TABACAATITIAAABATAT TTATTGACATATGTTATTTTATTCATTTAT T TATCAAT TCGAAACAAAT TAAT T - = & = & & o & o ot o o e m e o o ot o o et et et e o e et o e m e o bt e ot et et o m e f e e m e f o mm e o f o e m e i e o aocmaeoemameaaemao o
TAITTAAAATTATATATTCAITGATIGTAIATAAGIAITAAIATATTTATTGGAATATACTTTTCAACATGTCACTGTGATATTATGAATTAAATTGATT -------------------------------------------------------------------------------------------------------------
-------------------------------------------------------------------------------------------------------------- AATATAAGATTCABATAATATTTAATTTTTAGTAAATGAAAAATATTATT - - -TTTA- - - TTAGATTTATCAATATTAAA- ABTTTTAGTAATCAT
-------------------------------------------------------------------------------------------------------------- N Y. V- S R AIAAEIAAATT—————IAAIAITAAACAATTTTAGTAATC——
-------------------------------------------------------------------------------------------------------------- AATAT - -GATTCAAATAATATTTAATTTTTAGTAAATAAAAAATATTATTAAAT T TACAARTAAATTTTRATCAATATTAAA-AA- - - TAATAATCAA
-------------------------------------------------------------------------------------------------------------- AATATAAGATTCAAATAATATTTAATTTTTAGTAAATAAAAAATATTAATAAACTTTACAATTAAATTTTTATCARTATTRAATAATTTTA -« - - -



Start crop Point End crop Point
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).bed_uf.bed g 4.bed fm_1.bed 0 O bcIn.fa_aln.fa cl.fa_gs.fa ce.i

divergence to consensus (%)

size: 17433bp; fragments: 6585; full length: 0 (>=15689.7bp)
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fastab.bed ufbed g 4.bed fm 1bed 0 0 belnfa ainfa clfa gs. After TEtrimmer Extended plot Blue lines are boundaries

size: 17776bp; fragments: 6636; full length: 0 (>=15998.4bp)
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divergence to consensus (%)

TE: rnd_1 family 284

size: 6044bp; fragments: 426; full length: 111 (>=5439.6bp)
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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)

Dotplot

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