
Start crop Point End crop Point

MSA length = 223
- - - GAAAAG - T T ACACC TGAAACCAAA - - - ACC T AA TGAAGC T A TGT T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T - - - - - - - - - - T A TGGGGC T T T C T A T C TGCC T AAAAGT A T T A T TGT CCGGAA T T T T T TGT CGAAGAGTGT A T - - - - - - - - - - A T T T T AA T AAC TGAA T T AA T A T AAA - - - -
T AAGGAAAGA T AACA T T TGAAA T AACG - - - ACC T AA T T AAGC T ACA T T T T AGCA T T T T T T CCACAGC T T AAGT T T T T AACGCA T AAAAA T AACA T T T T A T - - - - - - - - - - T TGGTGGC TGT CA T T CCAAC T AAAA T T A T C T T TGT CCAGAA T T T A T TGT CGTGGAGTGAA TGTGA T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T A
- - AGAA T TGT T TGC T T T T TGTGCAAGAACAACCAAGAGAAGT C - - - - - T C - - - - - - - - - - - - - - - - - - - - AA T T T T T AAGGCG - AAAAGT AACC T T T AA T - - - - - - - - - - T A T T TGGC TGGCAA T C TGAC T AAAA T T A T C T T TGCC TGGAA T T T A T TGT CGGGAAGTGT A T T T ACCAA T A TGC T C T AAGCAGAGCGT AGGCAA - - - - - - -
- - - GAAAAGA T T ACAC T TGAAACCAAA - - - ACC T AA TGAACC T A T A T T T T AGCAA T T T A T CCACAGC T T AAGT T T T T AAGGT AAAAAAGT AAC T T T AGT T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GGAGGGT C TGCCAA - - - - - ACGT T CAAAA - - - - - - - - - - - - - - - - - - - - -
- - AGC T AA T ACCA TGT T CCA T A T TGCAAAAA T C T ACAACA TGTGT A - - - - - - - - - - - - - - - - - - - - - - - AAGT T T T TGAGGT - - A T AAA T AAC T T T TGT T - - - - - - - - - - T A TGGGA T - - - CAA T C TGAC T A T AA T T T T C T T TGT C TGT AAA T T A T TGT CGAGGAGTGT A T T T TG - - - - A T A T T CAAAACACCAAAGTGA T T T - - - - - - A
- - - AAAAAC T T AAC T CC T TGTGGAAAAAAAA TGT AGT AGAGCGA TGTGT C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GCA T T AC T TGAACA T T CA T T - - - - - - - - - - TGT AAGAC T T T CAA T C TGA T T AAAAA T A T C T T TGT CCGGAAA T T A T AGT CGGGGAGT A T A T ACCA T - - - ACCA T CAAGAAAAAACGGCGT CAG - - - - - T A
- - - - GAAAAAA TGCGC T TGAAAC T CAA - - - ACC T AA TGAAGC T A T A T T T T AGCAA T T T T T CCACAGC T T AAGT T T T T AAGGT A - AAA TGAAA T T T A T A T T - - - - - - - - - - - - - - - - - - - - - T AACC T AAC T A T AA T T A T A T T T A T A T CGAA T T T A T TGT CGGGGAGTGT AC - - - - - - - - T AGGT T AAAAAA T AAC - - - - - - - - - - - - - - C
T AAGCAAAGA T T ACCC T TGAAACCAAA - - - CCC T AA T AAACC T ACA T T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGT AAA T T T TGT A - - - - - - - - - - T A T A - - - - - - - - - - - C TGACGAAAA T T A T C T T TGACCA T A T T T T A T TGT CGGGGAGTGT A T T T AA T AA T - - - - - CA T AAAAC TGAGT - - - - - - - - - - - - -
- - - GAAAAGA T T AAA T T TGAAACCAAA - - - AAC T AA T AAAGT C - - - - - T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C T AAAGT AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AACGT A T CA T CCA - - A T ACC TGAAAAGAAAAAAACAAA T - - - - - - A
- - - GAAAAAA T AACAC T TGAA T T CGAA - - - AAC T AA T AAAGC T T AA T A T T - - - - - - - - - - - - - - - - - - CAAGT T T A T AAGACA - AAA TGT AAC T T T TGC T - - - - - - - - - - T A T AGGAA TGT T AA T T T CAC T AAAA T T A T C T T T T CCCAGAA T T T A T - - - - - - - - - - - - - - - - - - - - - - - T T T AC T ACAAAAAAA T A TGCC T A T AAAA T T -
- - - GAAAAGA T T ACAC T TGAAACCAAC - - - ACA T AA T AAAGC T ACA T T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGT ACAGC TGT T AA T C T CAC T AAAA T T A T - - - - - - - - - - - - - - - - - - - - - TGGGAGTGT AA T AAA T A - - AAA T T AAAAAAAAA T AAAAGT CAGACCA TGA
- - - GAAAAGGT T ACAC T TGAAACCAAA - - - ACC T AA T AAAGC T ACA T T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A - - - - - - - - - - T T T AGGGC T A T CAA T C T T AC T CA TGT T A T C T T TGT T CAGAA T T T A T TGT - GGA T AA TGT A T A T T A T T A TGTGT T CGA T AAA T AA T T TGAA T A T TGAACGA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGA T T T T AAGGT T - AAAAA T AAA T T T TGT T - - - - - - - - - - T A T AGGGC TGT CAACCCGAC T AAA T T ACC T T T T T T T TGGAA T T T A T TGT CAA TGAGTGT AGT T AGT AA T ACGTGTGAAAAA T ACACGT ACA T AAAA T T TG
T A TGA TGAGGT CA T ACA TGAAACCAAA - - - ACC T AA T A T AGC T ACA T T T T - - - - - - - - - - - - - - - - - - - - - - T T T T AAGGA T AAAAA T T T AAC T T T TGTG - - - - - - - - - - T C T AGGGT TGT ACA T C TGACCAAAA T T A T T T T T A T CCGGAA T T T A T TGCGGGGAAGT AAGT T CAAAAA T AA T TGTGT AAAA T TGTGCCAA - - - - - - - - - -
T AAAA T AGT T T A T CA T C T AACCGTGT AGAAAACGAAACACA T T - - - - - T T - - - - - - - - - - - - - - - - - - - - - - - - - - T AA - - - - - AAAAGT AA T T T T TGT T - - - - - - - - - - - - - - - - GC TGT CAAGGTGAC T AAAA T T AAC T T TGT C TGAAC T T T AC TGT CGAGGAGAGCA T A T T A T - - - AAAAA T AGAAAA T AGT T TGAC T AC - - AC T T A
GT AAAAAAG - - - - - - - - - GAAA T CAAA - - - C T C T AAA T CAGC T CA T T T T AAGCAA T T T T T CCACAGC T T AGGT T T T T AAGGT A - AAAAGT AA T T T T TGC T - - - - - - - - - - T A T AGGAC TGT AAA T C TGA T T AAGA T T AAC T T T A T CCGGAA T T T A T TGT C T AGGAGTGT A T T A T T T T - - A T A T T T T A T AAA T AC T AC T CAAAA - - - - - - A
- - - AAAAGG - T CACACA TGAAACAAAA - - - ACA T AA T AAA T C T ACAA T T T - - - - - - - - - - - - - - - - - - - - - - T T T T T AAGGT AAAA - - - - AAC T T T C T T T - - - - - - - - - - T A T AGGGC TGTGAACC TGCACAAAA T T A T C T T TGT CCGAAA T T T AC T A T TGGGGAGT T T A T T T T - - - - - AA T T T T AGGAAA T T AAA T T A T T T T AAAA - - A
- - - - AGAGA T T ACCA TGTGT A T T CAAA - - - A T C T AA T A T C T T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AA T T AAGGT AAAAACGT AAC T T T T A T T - - - - - - - - - - T A T AGGCC TGT CAA T C TGAC T AAAA T T A T T T T TGT CCGGAA T A T A T TGT TGGCGAGT A T A T C T CA T - - - GT T T T T AA T A T A - - - - - - - - - - - - - - - - T T A
- - - - - - - - - - - AC T C T C TGT CC T CAAAA - - ACC T AA T AAGGT - - - - - - ACAGCAA T T T T T CCACAGT T T AAGT T T T T AAGGCAAAAAAA T AACC T T T A T T - - - - - - - - - - T A T A - - GC TGT CA T C T AGAC T AAAA T T A T T T T T ACC T AGAA T T T A T TGT CACGAAGTGT A TGA T T T A - - C T AGAGAGAGAAAAA T A TGA T AA T AAAA T T A
- - - GAAGCGGT CACAC T TGAAACCAA T - - - A T C T AC T AAAGC T ACA T T T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AA TGGGAC T T T CA T T T TGGC T CAAA T T A T C T T TGT CCAGAA T T T A T T C T CAGGGAGTGCA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AA - - - - -
- AAACAGAAC T AC T T T T TGAC T C T T AAAAAAGCAGGAAA TGT - - - - - - AG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGA T ACAAC T T T TGT T - - - - - - - - - - T ACAGGGC TGT CAGT C TGAC T AAAA T TGT C T T T T T T TGGAAA T T AC TGT CAGGAAGTGT A T - - - - - - - - T T A T A T AAAA T AAAA - - - - - - - - - - AAA T T A
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TE: rnd_5_family_3498.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: 223bp; fragments: 28; full length: 6 (>=200.7bp)
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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 223 bp
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TE: rnd_5_family_3498.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: 531bp; fragments: 12; full length: 0 (>=477.9bp)
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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_3498
 size: 608bp; fragments: 37; full length: 1 (>=547.2bp)

TE consensus (bp)

di
ve

rg
en

ce
 to

 c
on

se
ns

us
 (

%
)

100 200 300 400 500 600

5
10

15
20

25

TE consensus genomic coverage plot (bp)

co
ve

ra
ge

 (
bp

)

0 100 200 300 400 500 600

0
10

0
20

0
30

0
40

0
50

0
60

0

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

Before TEtrimmer 608 bp
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(windowsize = 25, threshold = 50.00  10/10/25)
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