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1 MSA length = 9465 1
ATAAATTGTTTAAAAGAAATAATTTTATAAAAACATGAAAGGTCATAGATGTAAACTTTTTTTTTTAACIAAGGATCTATATAAT ---------- TAAAACAATAAAAGACCATAATCAGTTTAGAGTTTTATTTTGATAGATAT
GTTAATTGTTTAAAAAAAATAATTTTATTAAAACATGAGATGTCATACGTGTAAATGTTTTTTTTTAACCAAGGAGTTGTATAAT - --------- TATAATAATAAAGGATTATAAACAGTTTAGATTTTAATTTTTATGGTTTA
GTTAACTGTTTAAAAAAAATGATTTTATTAAAATATGAGATGCCATAGGTGTAAATTTTTTTTTCTIACC ----------- TAAT - = === === -~ TAAAATAATAAGAGATTATAAACATCTTAGATTTTAATTTTTATAGATAA
GTTGATCGTCTAAAAAAAATAATTTTATTAATACATGAGATGTTATAGGTGTAAGTTTTGTTTTTCAACCAAGGAGTTGTATAAT - --------- TAAAATAATGAAAGATTATAAAAAGTTTAAATTTTAACATTTATAGATAA
------------------------------------------------------------------ AACCAAGGAGT TGT AT AAT = = & o s o s s s o ot o e o f et o et o e o f ot ot oo h oo oioooo-
GCTAATTTTTTAATGAGGGCAGTCTTGTTGGAGCCTCGGTTGTCATCGGTGCAGATTTCTTTGTTTAICCAGCGTGTTGAAIAIT ------------------------------------------------------------
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.bed fm_1.bed 0 0 n.bed g 1l.bed fm 2.bed O O bcin.fa_aln.fa
size: 9465bp; fragments: 62; full length: 0 (>=8518.5bp)
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o Lbed fm 1bed 0 0 nbed g Lbed fm 2.bed 0 0 belnfa ain. After TEtrimmer Extended plot Blue lines are boundaries
o si_ze:_9991b|5; ﬁaéments_: 62; full Igngt_h: 0 (>_:8§9_1.9bp) -
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TE: It 1 famiy 331 Before TEtrimmer 326 bp

size: 326bp; fragments: 22; full length: 14 (>=293.4bp)
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After TEtrimmer ORF and PFAM domain plot
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nsus before TEtrimmer (bp)

Dotplot

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