
Start crop Point End crop Point

MSA length = 1074
CACAAGGAAGT T T CAGAAAA T AC T AGACCAGT ACAA - CGAAAAAA T TGT T A T T T A T AC TGA TGT CCAAAACACAAAGTGTGGA TGCA T T A T T ACCAACGG - - - - - - - - - - GAGT TGT A T A TGGC T AA TGA T CC TGGTGA T CGA TGCC T A T T AGGAAAAAAAA - - T AGA TGA T A T T - - - - - - - - - - - - T A T TGT A T AAGGT T AC TG - - T TG
T CGACAGAGA T T T T TGAAAA T A T - - - - CCA T T T AAA T T AAA T AC T T TGAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAC T T - - - - - - - - - - AAGT TGT A T A TGGC T AA TGA T CC TGGTGA T CGA TGCA T AAGGAAAAAAAA T T AACA T AAAAAAC T A T T T T T A T T AGAAA T TGT A T AA T AGT T T T CAA T T T
GC T T TGAA T T T T T AAACGAA T AACGT AACAGTGAAA - TGAGAAA T T T A T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAGT TGT A T A TGGC T AA TGA T CC TGGTGA T CGA TGCC T AGGAAAAAAAAAGAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
CCAACGAAAGT T C T AGAAAA T AC T AGACCAGT AAAA - CGAAAAAA T TGT T A T T T A T AC TGA TGT CCAAAACACAAAGTGTGGA TGCA T T A T T ACCAACGG - - - - - - - - - - GAGT TGT A T A TGGC T AA TGA T CC TGGTGA T CGA TGC T T AGAAAAAAAA - - - - - - T AGA T AAAA T TGAGC T AA T AGAAGA T T T AA T AAC T T T AA T AAA T T T
CCAACGAAAGT T CCAGAAAA T AC T AGAC T AGT ACAA - CGAAAAAA T TGT T A T T T A T AC TGA TGT CCAAAACACAAA - - - TGGA TGCA T T A T T ACCAACGG - - - - - - - - - - GAGT TGT A T A TGGC T AA TGA T CC TGGTGA T CGT TGCC T AGGAAAAAAA - A T AAAAAAAAAAAA T CAAA T AGA T C T A T T A T TGT A T AC T CA T - T TGAA T T C
CCA T CAAGAA T TGGAGA T CA T A T T - - - T CAA T ACGAA TGAGGGAAC TGT T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAGT TGT A T A TGGC T AA TGA T CC TGGTGA T CGA TGCC T ACAAAAAAAG - - - - - - T ACAGGAAGT T T C T T AAAGT AAGT AA T AAA T AGT T A T T T T T AA T T T
T T T ACAAAAA TGT T AAAA TGTGC T T T ACCA T TGCC T A TGAAAGAAAAGT C - - - - - T AC T AACGT C - - - AACA T AAGA TGGGGA TGCA TGGC T A TGAA TGA - - - - - - - - - - GAGT TGT A T A TGGC T AA TGA T CC TGGT AA T CGA TGCC T AGGGAAAAAAAA T AAAAAACGGAGGT CGT A TGTGACGGGT T T TGAGCAA T C T AAA T A TGT T C
ACAACAAC T AA T A T AAAAAGT A T C T AC T T AC T A T AAAC T AGGAAA T A T T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAGT TGT A T A TGGC T AA TGA T CC TGGT T A T CGA TGCC T AGGGGAAAAAAACGA - T TGT CAAGAGT ACC T AAAACCCA T A T T C T A T AACGAC T A TGA - - - -
CCAACAAAAGT T T CAGAAAA T AC TGGACCAGT ACAA - CAAAAAAA T TGT T A T T T A T AC TGA TGT CCAAAACACAAAGTGTGGA TGCA T T A T T ACCAACGG - - - - - - - - - - GAGT TGCA T A TGGC T AA TGA T CC TGGTGA T CGA TGCC T AAGGAAAA T AAAAAGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T C
- - GGCGAA TGGT A T AGAA T T TGT TGAAC TGT CAAA T A TGAAAGAGACGT A T T T T T AAA TGGT T T CAAGT AGGCAGAGT A T T AGT CAGGT A T A T CCA T CGT - - - - - - - - - - GAGT TGT A T A TGGC T AA TGGT CC TGGTGA T CGA TGCC T AAGGAAAAAAAAAAGT T A T ACAAAAGTGC T T TGT T T T AAAA T T T A TGAAGCCCAC TGT A T AA
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TE: rnd_4_family_3624.fasta.b.bed_uf.bed_g_5.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_ceg.fa_ce.fa_gs.fa_bc.fa

 size: 1074bp; fragments: 753; full length: 94 (>=966.6bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 1074 bp
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 size: 1428bp; fragments: 701; full length: 0 (>=1285.2bp)

TE consensus (bp)

di
ve

rg
en

ce
 to

 c
on

se
ns

us
 (

%
)

200 400 600 800 1000 1200 1400

0
50

10
0

15
0

20
0

25
0

30
0

35
0

TE consensus genomic coverage plot (bp)
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After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_4_family_3624

 size: 745bp; fragments: 659; full length: 147 (>=670.5bp)
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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