
Start crop Point End crop Point

MSA length = 352
T T T C T T - - - - - T T AAAACCC TGTGACAAGA T TGT T C T T ACC T AAA - - - - T CCAGGGGTGC T A T T C TGT ACAA T CAGCAA TGT AAGT AAGT T ACCGACAGC - - - - - - - - - - T AAC T T ACCGA T ACCGACGA T TGT CGA TGCCGT C T ACAGAA T AGCGCCCCGGA - - - T T T - - - - - - - - - - - - T T A T T T CGCAAGT T C - - - - - - - - - - - - - -
GT T A T T - - - - - - - - - - - - - A T AAGAG - CA TGT A T T CA T A TGCAA - - - - - ACCAGGGGCGCAA T T C TGT ACAA T CGT CAGT A T CGGT AAGT T ACCGACAGC - - - - - - - - - - T AAC T T ACCGA T ACCGACGA T - - - - - - - - - - - AGT ACAGAA T AGCGCCCCGGT CCG - - - - - - - T T A T CA - - - - A T T C - - - - - GGT T CCAA TGGT TGC T T T
GT AGT A T AC T T T A TGT CCC T T AAGAGT CGAACACAC TGACGCGAC - CCGGCCAGGGGCGC T A T T C TGT ACAA T CGT CGGT A T CGGT AAGT T ACCGACAGC - - - - - - - - - - T AAC T T ACCGA T ACCGACGA T TGT CGA TGCCGTGT ACAGAA T AGCGCCCCAGGCCGT T TGCCGT T AGT A - - - - - - - - - AC T AAGA T A T T A T T A T T T T CCG
GT C T TG - - - - - T AAAAACC T CGGGACAAGA T TGT T C T T AC T T AAAACA T T CCAGGGGCGC T A T T C TGT ACAA T CGT CGGT A T CGGT AAGT T ACCGACAGC - - - - - - - - - - T AAC T T ACCGA T ACCGACGA T TGT CGA TGCCGTGT ACAGAA T AGCGCCCCAGGGGC T T T - - - - - - - - - - - - GT A T T T CGGT AAGT T CCGACAGC T A T CGG
A T CAGA - A T T - AAGT AGACGT AGAG - - - A TGCAA T C T AACA T AA TGT A T CCC TGGGGCGC T A T T C TGT ACAA T CGT CGGT A T C T A T AAGT T ACCGACAGC - - - - - - - - - - T AAC T T AC TGA T ACCGACGA T - - - - - - - GCCGTGT ACAGAA T AGCGCCCC TGGCGT - - - GCAG - - - - - - A TGT ACC T - GCAAAGT AGTGA T A T ACA T A T A
- - - - - - - - - - - GCA TGGA T AGAGGGT AAGAGAGT C T TGGT T T AAC - CGCCCCAGGGGCGC T A T T C TGT ACAA T CGT CGGT A T - - GAAAGT T ACCGACAGC - - - - - - - - - - T AAC T T ACCGGT ACCGACGA T TGT CGA TGCCGTGT ACAGAA T AGGGCCCCAGACCA - - - - - - - - - - - - - - - - - - - - - - GGGGAGT C - - - - - - - - - - - - - -
- - - - - - - - - - - GGTGT T T T T T AAAA T ACAACAGT T T T AGT T T T ACACCCACCAGGGGCGC T A T T C TGT ACAA T CGT CGGT A T CGGT AAGT T ACCGACAGC - - - - - - - - - - T AAC T T ACCGA T ACCGACGA T - - - - - - - - - - - TGT A T AGAA T AGCGCCCCAGGT T CGT T - - - - - - - - - - - - - - - - - - - AGAACGT T CCAACGAGT A TGAC
- - - - - - - - T T T AC TGT AACC TGCGA T T T T AA T A T T T AAA T A T - - - - T A T ACCAGGGGCGC T A T T C TGT ACAA T CGT CGGT A T CGGT AAGT T ACCGACAGC - - - - - - - - - - T AAC T T ACCGA T ACCGACGA T - - - - - - - - - - - TGT ACAGAA T AGCGCCCCAGGT A T - C T - - - - - - - - - - A T A T AAC T CAAAAAGT T - - - - - - - - - - - - - -
GT AAAA T T T T AGC TGT AA T T T AAAA T AAAAA T AA T T T TGTGGAAA - TGT AGC TGGGGCGC T A T T T TGT ACAA T CGT CGGT A T T AGT AAGT T ACCGACAGC - - - - - - - - - - T AAC T T AC TGA T ACCGACGA T TGT CGA TGCCGTGT ACAGAA T AGCGC T CC - - - - - - - T T - - - - - - - - - - - - - - - - - - - GAAAACGT T C T A T CC T T T T T T A
C T AA TGGACC T TGAAAAAA T TGAGA T - T T AAAAA T ACGA T A TGGGACCGACCAGGGGCGC T A T T C TGT ACAA T CGT CGGT A T CGGT AAGT T ACCGACAGC - - - - - - - - - - CAAC T T ACCGA T ACCGACGA T TGT CGA TGC TGTGT ACAGAA T AGCGCCCCAGGGGC T T T - - - - - - - - - - - - GT A T T T CGGT AAGT T ACGACAGC T C T CGA
A TGA T - - - - - - - - - - - - - - - T AAAAC - T AAA T A T T C T TGTGT AA - - CC T T CCAGGGGCGC T A T T C T A T ACAA T CGT CGGT A T CGGT AAGT T ACCGACAGC - - - - - - - - - - T AAC T T ACCGA T ACCGA TGA T TGT CGA TGCCGTGT ACAGAA T AGCGCCCCA T T T AG - - - - - - - T TGT T AA TGCA T T T CCCAAAGT T T C T A T T A T T T TGT T
- - - - - - - - - - - ACCAGGCCACAAAAG - GAGCAGA T C TGAGCCGGG - GACACCAGGGGCGC T A T T C TGT ACAA T CGT CGGT A T CGGT AAGT T ACCGACAAC - - - - - - - - - - T AAC T T ACCGA T ACCGACGA T TGT CGA TGCCGTGT ACAGAA T AGCGCCCCAGGCC T - T T - - - - - - - - - - - - - - - - - - - ACAAAGT CAGGCC TGA T T T TGG
A T T A TGT A T T - AGAGAACC T T T CAA - - - ACACAC T T T T A T T T T AG - GACACCAGGGGC T C T A T T C TGT ACAA T TGT CGGT A T CGGT AAGT T ACCGACAGC - - - - - - - - - - T AAC T T ACCGA T ACCGACGA T TGT CGA TGCCGTGT A T AGAA T AGCGCCCCAGGCCG - - - CCAGT T A T T AGTGT A T T T - AC T AAGT TGCAGT CAA T A T CA T
T T T CAA T A T T TGT TGAAACA T CAAAC - AGAAC T A T CAAA TGT T CAAAA TGCCAGGGGCGC T A T T C TGT ACAA T CGT CGGT A T CGGT AAGT T ACCGACAGC - - - - - - - - - - T AAC T T ACCGA T ACCGACGA T TGT CGA TGCCGTGT ACAGAA T AACGCCCCAGGT CC - - - GCAG - - - - - - - - - - - - - - - ACAA TGACAAGA T AGA T ACA T T
GT CA T T T A T T - GT TGCAAC T TGGAAC - TGCGT AC TGCGAA T T AA - - T ACGCC TGGGGCGC T A T T C TGT ACAA T CGT CGGT A T CGGT AAGT T ACCGACAGC - - - - - - - - - - T AAC T T ACCGA T ACCGACGA T TGT CGA TGCCGTGT ACAGAA T AGCGCCCC TGGC TG - - - GCAAC T A T T AA TGT T T T T - AC T AAGT T T CAAC TGT T A T C T A
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TE: rnd_1_family_709.fasta.b.bed_uf.bed_g_2.bed_fm_1.bed_0_0_n.bed_g_1.bed_fm_2.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_ce.fa_gs.fa_bc.fa
 size: 352bp; fragments: 1685; full length: 632 (>=316.8bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 352 bp
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TE: rnd_1_family_709.fasta.b.bed_uf.bed_g_2.bed_fm_1.bed_0_0_n.bed_g_1.bed_fm_2.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa
 size: 652bp; fragments: 1659; full length: 0 (>=586.8bp)
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TE consensus genomic coverage plot (bp)
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TE consensus self dotplot (bp)

T
E

 c
on

se
ns

us
 s

el
f d

ot
pl

ot
 (

bp
)

0 100 200 300 400 500 600

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_1_family_709

 size: 342bp; fragments: 1694; full length: 771 (>=307.8bp)
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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

Before TEtrimmer 342 bp



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

TE consensus after TEtrimmer (bp)

T
E

 c
on

se
ns

us
 b

ef
or

e 
T

E
tr

im
m

er
 (

bp
)

0 50 100 150 200 250 300 350
0

50

100

150

200

250

300


