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1 MSA length = 312
------------------------------ ATTATGAAATGACGTTAGCAGGTTT----------CCTGCTAACGTCATTTCATTATATAACATAAGGACGCAAATCTACCCAT- TAATATAT -
------------------------------ ATAATGAAATGACGTTAGCAGGTTT----------CCTGCTAACGTCATTTCJTTATATAACATAAGGACGCA- - - CJJACCACATIATAATATAT

TAATBAATTG- - - - - .ET'ﬁTIATITrTlEAlTGAAATGACGTTAGCAGGTTT ---------- CCTGCTAACGTCATTTCATTATATAAIATAAGGACICAAATCTACCACIT ---------
----------- AGT G TRATRTRATABTATGAAATGARGTTAGCAGGTTT- - - - ------CCTGCTAACGTCATTTCATTATATAACATAAGGACGCAAATCTCCACAT - - TAATATAT
------- AATTA-=-=-emememamaeeooo - - TAAGAAATGACGGTAGCAGGTTT=-=-=-----CCTGCTACCGTCATTTCATTATATAACATAAGGACGCAAATCTACCACATHEA- - ------
AACTATGGTAGATTTGGTCCTTATIIT TATATAATGAAATGACGTTAGCAGGT TT--------- - CCTGCTAACGTCATTTCABTA- - - - - - ATABGGAGGABATCTACC- - - -BATAATAGGC

TATTAGGTTTCC
ATTAG.TCTC
TATTAGGTTTTT
TATTAAATGTTC

T.TIAACTTTT

CTTTGAATGTCT

> > > > > > > > >

TAATE- - - - - TGGCAGATTTGEGTCCTTATETTATATAATGAAATGACGTTAGCAGGTTT - - - === -~ - CCTGCTAACITCATTTCATFAEIAIAT A cGGlA TCI --------- TIATI———— CATIGAICCTTC
TAAT-AATTATGGTAGATTTGBGTCCTTAT TTATATAATGAAATGA.TTAGCAGGTTT ---------- CCTGCTAACGTCATTTCATIATAN- - - - - - - - o oo TTAGATTTTC
TAATI ----- TGGTAGATTTGEGTCCTTAT TTATATAAIGAAATGACGTTAGCAGGTTT ---------- CCTGCTAACGTCATTTCITTATATAACATAAGGACGCAAATCTACCACATIATA.ATATITATTAAACCCIC
TAATRAATTATGGTAGATTTGGTCCTTATETTATATAATGAAATGACGGTAGCAGGT T T-mnmmm = - - - CCTGCTACCGTCATTTC BT TA- - - - s - e e e e e e e e e e e e e e e e A-vmmmmm - TTITGAATTTTC -----
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b.bed uf.bed g 2.bed fm 1.bed O O bcin.fa_aln.fa_cl.fa_gs.fa ce.

divergence to consensus (%)
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size: 312bp; fragments: 779; full length: 43 (>=280.8bp)
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tastab.bed ufbed g 2.bed fm Lbed 0 0 _belnfa ainfa clfa gs After TEtrimmer Extended plot Blue lines are boundaries

size: 612bp; fragments: 714; full length: 0 (>=550.8bp)
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TE: md_4 family 3287 Before TEtrimmer 565 bp
size: 565bp; fragments: 1267; full length: 1 (>=508.5bp)
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[E consensus before TEtrimmer (bp)

Dotplot

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