
Start crop Point End crop Point

MSA length = 1110
CAAAAA T A T A TGT T T T T T T CCA T T AA TGAAA T T - GT CGT TGAA T A T ACAAAA T ACCGGGTGT AACA - GA T CA TGGT ACGCC T CC TGT A T T T CCGT T AGT T - - - - - - - - - - T AAAA T AACGAGA T ACAGGGGGTGT ACCA T AA T CC TGT TGCACCCGT A T A T T A - - ACAGGCAC T A T T AGA T T T T ACGC T CA T AAAAC T AGG - - - - - - GAA
C T AAA - - - - - - - - - - - - - - - - - - - AACCGTGT C - - - - - - - - - - - - - - - - - - - T ACAGGGTGT AACAGGA T CA TGGT ACACCCCC TGT A T C T CCGT T AGT T - - - - - - - - - - T AAAA T AACGAGA T ACAGGGGGTGT ACCA TGA T CC TGT T ACACCCGT A T AA T A T T T AAACAAAAAACAAAC T CGA T C T AC T T AAACAAAAGT T C T ACCGT
ACAGA T - CCAGA T A T C T T T TGA TGAGTG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C T A T TGCAGGAA T AAC T TGGGCCCACA T TGCCAACAA T AGAC - - - ACCAA
AGAGT T T AAA TGT T T T T T T T T T C T T A T CC T T T C T AA T A T CACCCC T T T AA - - - - - - - - - - - CGA T ACGC T CA TGGT ACGCC - CC TGT A T C T CCGT T AGT T - - - - - - - - - - T AAAA T AACGAGA T CCAGGGAGTGT ACCA TGA T CC T A T T ACACCCGT A T A T T T T T AAA T TGA T TGGA T TGT CCAAAAC T AC T AGAGAAAC T CCGT T T T A T
AAAAA T - T TGCA T TGT T AGT A T T - AA T T A T AAC - AA T AA T A T A T AC - - - - - A T ACCGGGTGT AACA - GA T CA TGGT ACACCCCC TGT A T A T CCC T T AGT T - - - - - - - - - - T ACAA T AACGA T A T ACAGGGGGTGT ACCACGA T C T TGT T AAACCCGT A T AA - - - - - - - - - - A T AA T A T T A T T T T A T T T T T T T CCAAA T T A T T T T T A T AGT
A T A T A T - A T A T A T A T A T A T A T A T AAAC T AGAC T AGGT AGT C T ACCC T CA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T ACAA T A T T AGT A T AA T AAAAC T T AC T CAAAAA T AA T C T TGT CCGC
CACAA T - T TGTGT T T T TGTGGT T T AACAGTGT C TGA T A T TGTGTGT A T AAAA T ACCGGGTGT AACAGGA T CA TGGT ACACCCCC TGT A T A T CCGT T AGT T - - - - - - - - - - T AAAA T AACGAGA T ACAGGGGGT C T ACAA TGA T CC TGT T ACAGCCGT A - - - T A T T AGT AGT A T AAAA T AA T T T AACC T AAC T AAAAAC T AGC - - - GT CA T
T AAA T A - T T AAA T T T A T A T AAGT T CA T T C T CGT - GGT A T A T T A T C T A - - GAACACCGGGTGT AACAGGA T CA TGT A T CA T C T CC TGT A T C T CCGT T AGT T - - - - - - - - - - T AAAA T AACGAGA T AGAGGGGGTGT ACCA TGGT CC TGT T ACACCCGT A T A T - - - - - - - - - - - - - - - - - - - - - - - A T C T T T C T ACCAA T T T A T C T T ACCAA
A T A T A T - A T A T A T A T A T A T A T A T A T A T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAG
AGAAGGT A T A T T T T TGA T T TGA T T T A T A T T T T T T T T T A T CA T A T A T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGT T AGT T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T - - T TGT T T T AA T CAGA TGA T TGGA T A TGC T CAAC T AACA T T T T - - C T AA
AC T AA T T AGAGA T AC T T T T AAA T T AA T AG - - - - - GT TGT T T AGT ACAC - A T A T ACCGGGTGT AACAGGA T CA TGGT ACACCCCC TGT A T C T CCGT T AGT T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T T AA T T T CGA T A TGT T A T AACAA T AAC T A T A TG - GA TGAA T T ACA T A T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T A T AAAAA T AA T AA T A T AA T A T AA TGTGT CAAAAAAAA TGAGA T CA T AA
T A T AA T - A T T CA T CC TGT TGACGC T A TGGT A T A T AC T AGT AAA T A T AAA T AA T ACCCGGTGT AAAAGGA T CA TGGT ACACCCCC TGT A T C T CCGT T AGT T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GA T AAA TGAAC TGAA T ACAGC T AGCAA T AAAGT A T CAAAA
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TE: rnd_5_family_4319.fasta.b.bed_uf.bed_g_1.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_se.fa_cel.fa_cer.fa_gs.fa_bc.fa

 size: 1110bp; fragments: 1586; full length: 0 (>=999bp)

TE consensus (bp)

di
ve

rg
en

ce
 to

 c
on

se
ns

us
 (

%
)

200 400 600 800 1000

10
0

20
0

30
0

40
0

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

No TE domain detected

After TEtrimmer 1110 bp
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TE: rnd_5_family_4319.fasta.b.bed_uf.bed_g_1.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_se.fa

 size: 1427bp; fragments: 1280; full length: 0 (>=1284.3bp)
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TE consensus genomic coverage plot (bp)
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TE consensus self dotplot (bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_5_family_4319

 size: 836bp; fragments: 1067; full length: 11 (>=752.4bp)
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TE consensus self dotplot (bp)
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Before TEtrimmer 836 bp
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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