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1 MSA length = 2745 1

--------------------------------- GTAGGGGAAAGTGGGGGAATGCCGCGCAGGGGGTAATATCGCGCAGTGGCT - -~ - - - - - - -ATTAAAAATTATATGCCTTAGGTGCGCAGTATTCCCCCACTTTCCCTA cAlTCBG AAG AAGG T-TCTCAA- === === ==~ -

------------------------------------- GTAGGGGAAAGTGGGGGAATGCCGCGCAGGGGGTAATATCGCGCAGTGGCT----------ATTAATAAATTATATGCCTTAGGTGCGCAGTATTCCCCCACTTTCCCCTA T---ABAAET - - - AAGAAT TCCCT.AAIG.A-

------------------ CTAATA TAGGGGAAAGTGGGGGAATGCCGCGCAGGGGGTAATATCGCGCAG-GGCT----------ATTAATAAATTATATGCCTTAGGTGCGCAGTATTCCCCCACTTTCCCCTA CATTCHAARTAAA AAAAATIRTC- - - - - - s e e e e o - -
TAJATAA CAAATA TAGGGGAAAGTGGGGGAATGCCGCGCAGGGGGTAATATCGCGCAGTGGCT - - === - == - - ATTAATAAATTATATGCCTTAGGTGCGCAGTATTCCCCCACTTTCCCCTA TCTRARAART - - - - - - - AAAAAT T———TIAAA ------

CAAATA TAGGGGAAAGTGGGGGAATGCCGCGCAGGGGGTAATATCGCGCAGTGGCT === === === - ATTAATAAATTATATGCCTTAGGTGCGCAGTATTCCCCCACTTTCCCCTA

GTAGGGGAAAGTGGGGGAATGCCGCGCAGGGGGTAATATCGCGCAGTGGCT - === === ==~ ATTAATAAATTATATGCCTTAGGTGCGCAGTATTCCCCCACTTTCCCCTA
GTAGGGGAAAGTGGGGGAATGCCGCGCAGGGGGTAATATCGCGCAGTGGCT - - === == ==~ ATTAATAAATTATATGCCTTAGGTGCGCAGTATTCCCCCACTTTCCCCTA GAATEGECTCHRCAAA
TAGGGGAAAGTGGGGGAATGCCGCGCAGGGGGTAATATCGCGCAGTGGCT === === === - ATTAATAAATTATATGCCTTAGGTGCGCAGTATTCCCCCACTTTCCCCTARE- - - - - - - - === - & & s o e o s e o e o e oo e oo oo e oo m o - o -
GTAGGGGAAAGTGGGGGAATGCCGCGCAGGGGGTAATATCGCGCAGTGGCT - === === ==~ ATTAATAAATTATATGCCTTAGGTGCGCAGTATTCCCCCACTTTCCCCTA

A-TATTA AB- - - - AGAAT
GTAGGGGAAAGTGGGGGAATGCCGCGCAGGGGGTAATATCGCGCAGTGGCT == == = = = = - - ATTAATAAATTATATGCCTTAGGTGCGCAGTATTCCCCCACTTTCCCCTAMR- - - - - - ATTGIRRABTAAA AAAGAT
-------------------------------------------------- TAGGGGAAAGTGGGGGAATGCCGCGCAGGGGGTAATATCGCGCAGTGGCT = = - = & = o o o o o ot f o o ot f f d et f f o et e ot f et f e e e e e e e e e e e e e e e e e miee e

AC.CITAIG-GAIGCAAIA-C —AATC_TIA-GTAGGGGAAAGTGGGGGAATGCCGCGCAGGGGGTAATATCGCGCAGTGGCT ---------- ATTAATAAATTATATGCCTTAGGTGCGCAGTATTCCCCCACTTTCCcCcCTABMABMEAE - - - —GIAA.AAA AAGGATETT------
------------------------------------------------------------------------------------------- BCABTCRET----------ATTABTAAATTATRTGCCTTA-TGCGCEGTATTCCCCCACTTTCCCCTATAATAA AAAIAT C-CTCAA
GTAGGGGAAAGTGGGGGAATGCCGCGCAGGGGGTAATATCGCGCAGTGGCT

GTAGGGGAAAGTGGGGGAATGICGCGCAGGGGGTAITATCGCGCAGTGGCT
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.bed _uf.bed g 2.bed fm_1.bed 0 O bcIn.fa _aln.fa_cl.fa_gs.fa ce.f: After TEtrimmer 2745 b P

size: 2745bp; fragments: 24; full length: 11 (>=2470.5bp)
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asta.b.bed ufbed g 2.bed fm Lbed 0 0 bolnfa alnfa clfa gs.f After TEtrimmer Extended plot Blue lines are boundaries

size: 3045bp; fragments: 24; full length: 10 (>=2740.5bp)
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10

divergence to consensus (%)

TE: 11 family 767 Before TEtrimmer 2539 bp

size: 2539bp; fragments: 55; full length: 0 (>=2285.1bp)
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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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