Start crop Point End crop Point

1 MSA length = 1714 1

GTATIICGGTGGCAACATGTTCTGGTTCAAGCAAATAAAGGCTCTAATGACGGACAGAG - = = = = = = = = = = % o & m e m e o m m e o f e m ot e m e f o f o e e mm e e e ommeaoamameeo
TTARM - - - - - - - - - m o oo e e e e e e e e e e e ea e AGTCAAGAGGGCACTACCAGTACCAATGCCCGAAGAGAGAGTGGTGTGCACTAA

ATGITCCTTTAA
AC——TICTTTAA

CT--A CITCIA TTA ] AGTCAAGAGGGCACTACCAGTACCAATGCCCGAAGAGAGAGTGGTGT——ACCAI
AGTCAAGAGGGCACTACCAGTACCAATGCCCGAAGAGAGAGTGGTGT - - ACCA
ccGlTccccBlT AGTCAAGAGGGCACTGCCAGTACCAATGCCCGAAGAGAGAGTGGTGTGCACTAA
CCG TCCGCIT AGTCAAGAGGGCACTGCCAGTACCAAIGCCCGAAGAGAGAGTGGTGTGCACTAA
TCCTTTAANGEMGTATECGGTGGCAACATGTTCTGGTTCAAGCAAATAAAGGCTCTAATGACGGACAGAG - - = = = = = = = = = = m m m e e e o e e e e 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 s ICIA
ACCITCAA AGTCAAGAGGGCACTACCAGTACCAATGCCCGAAGAGAGAGTGGTGTGCACTAA
TCTGTTATIGGE T CATIHCHIN- - - - - - - - - - - - - - - o e o o e e e o e e i e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e
TCCTTTAARGEMG TATHCGGTGGCAACATGTTCTGGTTCAAGCAAATAAAGGCTCTAATGACGGACAGAG - - = = = = = = = = = = = = o o o @ o o o f oo e o o d o e e o e e e e e e e e e e e e e o THA
TCCTTTAARGEMG TATHCGGTGGCAACATGTTCTGGTTCAAGCAAATAAAGGCTCTAATGACGGACAGAG - - = = = = = = = = = = = = oo o o o o e o o e o o d o o e o e e e e e e e e e e e e oo ITL

AGTCAAGAGGGCACTACCAGTACCAATGCCCGAAGAGAGAGTGGTGTGCACTAA
AGTCAAGAGGGCACTACCAGTACCAATGCCCGAAGAGAGAGIGGTGTGCACTAA
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bed uf.bed g 1l.bed fm_1.bed O O bcIn.fa_aln.fa_cl.fa_gs.fa_ce.fa After TEtrimmer 1714 b P

size: 1714bp; fragments: 19; full length: 0 (>=1542.6bp)
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TE consensus (bp) TE consensus genomic coverage plot (bp) TE consensus self dotplot (bp) TE consensus structure and protein hits (bp)



ssta.b.bed_uf.bed g 1bed fm Lbed 0 0 benfa alnfa clfa gs.f After TEtrimmer Extended plot Blue lines are boundaries

size: 1918bp; fragments: 19; full length: 0 (>=1726.2bp)
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size: 225bp; fragments: 16; full length: 15 (>=202.5bp)

TE: Itr_1 family 58
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After TEtrimmer ORF and PFAM domain plot
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sensus before TEtrimmer (bp)

Dotplot

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