
Start crop Point End crop Point

MSA length = 708
AC T AAAA T AAAA T A - C T T TGT T T - - T C T A T T T CACG - - - - T AA T T T T T A T - - - - - - - - T A T A T CAGGCGT C T AAA TGCAAAACCCGACAAGT CCA T TGAA - - - - - - - - - - AA TGTGTGAC T TGT CGGGT T T TGCA T T AAGAGGCC TGA T A TGA T T AAAGT AGT TGT T T AAAAAGTGACACGA T AACGT AAAAAA T T AA T AACGT AGTGCA
GTGGAAACAAAGT T - - - - - - - - - - A T T TGC T CCA TGAAAA T AA T T T T AAGT T T T T AAACAAACCAGGCGT C T AAA TGCAAAACCCCACAAGT CCA T TGAA - - - - - - - - - - AA TGTGTGAC T TGT CGGGT T T TGCA T T T AGACGCC TGAAACA - - - - - A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
GT T AGGAACACA T A - - - T T A T T T - - C T AGT T T T ACA - - GAAAGT T T C TGT - T T T - - - - T AAA T CAGGCGT C T AAA TGCAAAACCCGACAAGT CCA T TGAA - - - - - - - - - - AA TGTGTGAC T TGT CGAGT T T TGCA T T T AGAGGCC T T AAA T AA T T AAA T T - - T T A T T T AAAAGAAAA T T T AAAAA - - - - AAAGACCAGT T T A T A TGT T T T
A T T AA TGGGCCC T T - C T T CA T AC - AC T AA T ACCAAA - AAA TGAC T AAAAC - - - - T AAGCA T A T CAGGCGT C T AAA TGCAAAACCCGACAAGT C T A T TGAA - - - - - - - - - - AA TGTGTGA T T TGT CGGGT T T TGCA T T T AGACGCC TGA T A TG - - - - - A T - - - T T A T T T AAAAAAAAA T A T AC T AA - - T C T AAA T A T AC T T AA T AAGT AAA
A T T T AGA TGGCAAAAC T A T A T AAAA T C T A T C T AA T A - AA TGT AA T ACAA T T T T T - - - - T A T A T CAGGCGT C T AAA TGCAAAACCCGACAGGT CCA T TGAA - - - - - - - - - - AA TGTGTGAC T TGT CGGGT T T TGCA T T T AGACGCC TGA T A T A - - - - - A T C - - - - - - - - - - - - AA T AACA T AAAGG - - - - - - - - - - - - - - - - - - - - - - - - -
T T TGGT ACGAGTGAAA TGT AC T TG - T CAGT C T CAAA TGGA TGAGT T T AAC T T T T - AAACAAC T CAGGCGT C T AAA TGCCAAAC T CGACGAGT CCA T TGAA - - - - - - - - - - AA TGTGTGAC T TGT CGGGT T T TGCA T T T AGACGCC T AAAA T AGT TGAA T T - - C T A - - - - - - - TGAGT AGCAACAAAA T A T ACGGCGAGT AAGT AGC T AGT
GCAAAGACAA T A TGAC T T TGT T T C T T T CA T T T T ACGTGA T TGGT T T T T C T T T T T T AAA T AAA T CAGGCGT C T AAA TGT AAAACCCGA T AAGT CCA T TGAA - - - - - - - - - - AA TGTGTGAC T TGT CGAGT T T TGCA T T T AGACGCC TGAAA T AA T T AAA T T AA T TGT T T AAAA T A T AACACAAAAGGGT CCAAAAC T AAC T A T AC T T T T T T
GT C T CAA TGA T T T T T - - - - - - - - - A T CAACAACGCA - T A T TGACC T AGA T - - - - - - - - - - - - - - - - - - - - - - TGA T A TGAAACC T - - - - - GT CCA T TGAA - - - - - - - - - - AA TGTGTGA T T TGT CGGA T T T TGCA T T T AGAGGCC TGA T A T A - - - - - - - - - - T T A T T CAAAAAAAGT AAGAACAACC T T CGGAAAGAAA T AA TGACAAA T
T A T AAAGT AA T CCGAGT T T A TGT A - T C T AC T A T AC T T AA T T AACGT AAAGT T T TGACA T A T A T CAGGCGT C T AAA TGCAAAACCA T ACAAGT CCA T TGAA - - - - - - - - - - AA TGTGTGAC T TGT CGTGT TGTGCA T T T AGACGT C TGA T A TG - - - - - - - - - - - - - - C T AAA - CA TGAAC T CAAAC T ACAAA T AAACAA T CAC T ACC TGA T
AGT ACAGT AA T TGT AC T T AAC T CA - T T T T T T C T A T T T TGT T AA T C T CAA T - TGA TG - A T A T A T CAGGCGT C T AAA TGCAAAAC T CGACAAGT CCA T TGAA - - - - - - - - - - AA TGTGTGAC T TGT CGGGT T T TGCA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAAAA T CAA TGCAAAC TGAAAA T AAA TGAA T A T AA T T T
AA T AAAA T AAC T TGT C T T T A T T T A - T AAACC T T A T T T AA T T AAGTGGGA T - - - - - - - ACA T A T T AGGCGT C T AAA TGCAAAACCCGCAAAGT CCA T TGAA - - - - - - - - - - AACGTGT CAC T TGT CGGGT T T TGCA T T T AGACGCC TGA T A T AA T T ACA T T - - - - - - GT AAAA T AAAAAAAAA T AAGT C T T ACA T T T AA T T AA T A T C T T T T
GCGAAGA T AA T A T A - - - - - - - - - - - T T T AAGGT ACA - GAA T AA T - - - - - - - - - - - - - T CA T A T CAGGCGT C T AAA TGCAAAACCCGACAAGT CCA T TGAA - - - - - - - - - - AA TGTGTGAC T TGT CGGGT T T TGCA T T CAGACGCC TGA T A T - - - - - - - - - AGT T A T - - - - - - ACAGC TGT AGT AAAA TGAGT AAC T AAC T A TGAAAAA T A
GCGAAGA T AA T A T A - - - - - - - - - - - T T T AAGGT ACA - GAA T AA T - - - - - - - - - - - - - T CA T A T CAGGCGT C T AAA TGCAAAACCCGACAAGT CCA T TGAA - - - - - - - - - - AA TGTGTGAC T TGT CGGGT T T TGCA T T CAGACGCC TGA T A T - - - - - - - - - AGT T A T - - - - - - AGAGC TGT AGT AAAA TGAGT AAC T AAC T A TGAAAAA T A
A T T AAAA T AA TGCGAC T T AGC T T AA T T T A T T T AAA T T AAA T A T T T T T AA T - - - - - - - - - - - - - - - - A T TGTGT AA T T CAAAAAGCAA T AAGT CCA T TGAA - - - - - - - - - - AA TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AAAAACA T T T T A T AA T A T T AAA TGAAAC T AAAAGA T A T C T TGC
T T T AAAA TGT T C T T - - - - - - - - - - - T T T A T T AAGT T - - - - - - - - - - - - - - - - - - - - - - CA T A T CAGGCA T C T AAA TGCAAAACCCGACCAGT CCA T TGAA - - - - - - - - - - ACC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T A T T T A T CGC T AGCGAGAAAAAAGTGGT AAGCCAA TGAGGAAGT TGA
AGAAAAAAA T TGTG - - - - - - - - - - - A T T AC T C T T CA - AAACAGT T - - - - - - - - - - - - ACA T A T CAGGCGT C T AAA TGCAAAACCCGACAAGT C T A T TGAA - - - - - - - - - - AA TGTGTGAC - - - - - - - - A T T TGCA T T T AGA TGCC TGA T A TG - - - - - - - - AGCCA - - - - - - - GGAGCCACAC TGACA T CCAAA T CGAA T T T T T CA T A T T A
GT T T AAA T A T CA T T A - - - - - - - - - - T C T A T CA T AAA - - AA TGGT T A T AC T C T T T - - - - T A T A T T AGGCGT C T AAA TGCAAAACCCGACAAGT C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGT AAC TGAA T AA - - - - CAAAAA T AA T CAA T C T T T T T C
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TE: rnd_4_family_1534.fasta.b.bed_uf.bed_g_1.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_ce.fa_gs.fa_bc.fa

 size: 708bp; fragments: 384; full length: 48 (>=637.2bp)
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TE consensus genomic coverage plot (bp)

co
ve

ra
ge

 (
bp

)

0 100 200 300 400 500 600 700

0
10

0
20

0
30

0
40

0
50

0
60

0
70

0

TE consensus self dotplot (bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 708 bp
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TE: rnd_4_family_1534.fasta.b.bed_uf.bed_g_1.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa

 size: 1018bp; fragments: 376; full length: 0 (>=916.2bp)

TE consensus (bp)
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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
)

0 200 400 600 800

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_4_family_1534
 size: 680bp; fragments: 389; full length: 54 (>=612bp)
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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 680 bp



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

TE consensus after TEtrimmer (bp)
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