SLdlt LIvpy Ul v Livpy rultic

1 MSA length = 2627 1

GTTACGGGTTCATTTTCACATTAGATTA-TTTTCTTCATTTTGACAATA - = = = = = = = m m m e o e e e e o e o e @ e @ e @ e @ e @ e @ e @ e e e e e @ e m e m e e e e e e e m e e e e e e e e e e e e e e e e e e e e e e e e o e -
TTGTTACGGGTTCATTTTCACATTAGATTATTTTTCTTCATTTTCACAATA - - - = = = = - - - TTTTTTTTTTCTCTTTCAAAAATAACGCCACACCTTT - - mmmmmmm e m = -
TTGTTACGGGTTCATTTTCACATTAGATTATTTTTCTTCATTTTCACAATA - - - - - = - - - - TTTTTTTTTTCTCTTTCAAAAATAACGCCACATTTTTAATGTATATTGAG
TTGTTACGGGTTCATTTTCACATTAGATTA-TTTTCTTCACTTTCACAATA - - - - - = - - - - TATTTTTTTTCTCTTTCAAAAATAACGCCACATTTTTAATGTATATTGAG
TTGTTACGGGTTCATTTTCACATTAGATTA-TTTTCTTCACTTTCACAATA - - - - - = - - - - TTTTTTTTTTCTCTTTCAAAAATAACGCCACATTTTTAATGATATTAG
TTGTTACJGGTTCATTTTCACATTAGATTATTTTTCTTCATTTTCACAATA- - - - - - - - - - TTTTTTTTTTC--TTTCAAAAATAACGCCACA - - - - - AATATATT - - -
TTGTTACGGGTTCATTTTCACATTAGATTA—TTTTCTTCACTTTGACAITA ---------- TAITTTTTTTCTITTT.AAAITIA -------------------------
TA----CA TGTTACGGGTTCATTTTCACATTAGATTATTTTTCTTCATTTTCACAATA - - = - - - = - - - TTTTTTTTTTCTCTTTCAAAAATAACGCCACA - - - - - AATGTETABTGCA
TG C TTGTTACGGGTTCATTTTCACATTAGATTATTTTTCTTCATTTTCACAATA - - - - = = - - - - BrrTTTTTTTCTCTTTCAAAAATAACGCCACATTTTTAATGTATATTGAG
TA.CA TTGTTACGGGTTCATTTTCACATTAGATTATTTTTCTTCATTTTCACAATA - - - = = = = - - - TTTTTTTTTTCTCTTTCAAAAATAACGCCACA - = = = = = == mm e e e e m e -

> > 0O O > > > O > 0
> 4 0O 0O > > > - > >
O O 4 40 0 0 0O -
> > > > > > > > >
> > 4 > 4 > > >






.bed fm_1.bed 0 0 n.bed g 1l.bed fm 2.bed O O bcin.fa_aln.fa

divergence to consensus (%)

20

15

10

5

size: 2627bp; fragments: 225; full length: 8 (>=2364.3bp)
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size: 2930bp; fragments: 225; full length: 0 (>=2637bp)
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TE: Itr_1 family 354
size: 584bp; fragments: 169; full length: 83 (>=525.6bp)
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After TEtrimmer ORF and PFAM domain plot
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onsensus before TEtrimmer (bp)
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