Start crop Point End crop Point

MSA length = 164 1
- - -AGTATRTAGC TRATETTABE TG TGGTAATAT ARG ATATGCAEATE- ----------- CAGACCACTCACTAG GAGCATGITGAGCAICATGCTT ---------- TCCATT GCCAACATGTTGCCCAACATGITCCCTAGTGAGTGACC GCTTTA A —TTTACTGTA-TTITA TAARE TETAT - l
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AAGCAGACCACTIACTAGGGAGCATGTTGAGCAACATGCTT —————————— ICCATTCGCCAACATGTTGCCCAACATGCTCICTAGTGIGTGGCCTGCTTTA THARAGA - - - - - = - & o o o oo oo oo oo TAA
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----- A T T AGCAGGC ACTCACTAI!GAGCATGTTGAGCAACATGCTT— ---------TRCATTCGCCAACATGTTGCCCAACATCHTGBCTAGTGARTGE GCTTTARBEA -
GRlTTTT ABMATH- ------------ AIGCIACTCAITAGGAAGCATGTTGAG AACATGCTT---------- T!IATTIGCCAACATGTTGCCCAACATGCTCCCTAGTGAGTGG cTHcTTTAGREA - -TTTTCTATA
A A AGCAGGCTACTCACTAGGGEGCATGTTGACAACATGCTT - -« -« -« - - - TCCATTCGCCAAATTTGCCCAACATGCTCCCTAGTGAGGGICTGCTTTABIRA ATBTACTGTA
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b.bed uf.bed g 1.bed fm 1.bed O O bcin.fa aln.fa_cl.fa_gs.fa ce. After TEtrimmer 164 bp

size: 164bp; fragments: 180; full length: 22 (>=147.6bp)

Q o
S 3 -
— o | = \
SR = =
N’ N’
. 5
8 ~—~ "9- o
o | O O
c ~ ——
o o Q (]
O Q- o) )
o © 0
= o
+ Q © 7 -]
> > L \
(&) (@) [
c —— (&) %
& c 5 No TE domain detected
5 9 S ]
2 Lo - Lu
© =
o |
~
(=] T T T T T T (=] T T T T T T
0 50 100 150 50 100 150 0 50 100 150 0 50 100 150

TE consensus (bp) TE consensus genomic coverage plot (bp) TE consensus self dotplot (bp) TE consensus structure and protein hits (bp)



fasta.b.bed ufbed g 1.bed fm Lbed 0 0 belnfa ainfa clia gs After TEtrimmer Extended plot Blue lines are boundaries

size: 466bp; fragments: 177; full length: O (>=419.4bp)
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TE: rnd_4 family 4594
size: 160bp; fragments: 154; full length: 16 (>=144bp)
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