
Start crop Point End crop Point

MSA length = 7596
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACGT AAAA T T T T - T T AACA TGTGT T A T ACAAC T A T T C T CCA T TGAA T C T A T A T T AAAAAGAC T T T AA T T C - - - - - - - - - - T AA T AAA T AAGT T T T T - T AAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CA TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
A T TGCAAAAGTGT AAA T CC T AC TGA T T AAAAAA T TGAAGT - - - T ACGGGTGTGT T A T ACAAC T A T T C T CCA T TGAA T C T A T A T T AAAAAGAC T T T AA T T C - - - - - - - - - - T AA T AAA T AAGT T T T T - AAAAACAGT T TGT T CAA T T A T T AAAAGAAGAGTGGTG - - - - - - - A - - - - - AAAC T A TGGT T AAAC - - - - T T T A T TGAA T T ACA
AA T AC T AGGAAA T CGAAGCAGT T T AC - - - - GT AA T TGAA T - - - T T A T CA TGTGT T A T ACAAC T A T T C T CCA T TGAA T C T A T A T T AAAAAGAC T T T AA T T C - - - - - - - - - - T AA T AAA T AAGT T T T T - AAAAACAGT T TGT T CAA T T A T T AAAAGC TGAGT CA TG - - - - - - - - - - - - - - - - - - ACAAA T AAAA - - - - A T T C TGT CA T T A T A
GC T T T CGT C T T AAC TGT C T T ACCGT T A - - - GAA TGAAAA T T T T T T T ACC TGTGT T A T ACAAC T A T T C T CCA T TGAA T C T A T A T T AAAAAGAC T T T AA T T C - - - - - - - - - - T AA T AAA T AAGT T T T T - AAAAACAGT T TGT T CAA T T A T T AAAAGAAGAGT CC TGT AAGAAAAA T TGCAA T T T ACAGA T AAAA - - - - T T TGT T T T CC T T TG
T T T T T TGC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A TGTGT T A T ACAAC T A T T C T CCA T TGAA T C T A T A T T AAAGAGAC T T T AA T CC - - - - - - - - - - T AA T AAA T AAGT T T T T - AAAAACAGT T TGT T CAA T T A T T AAAAGC TGAGT T A TG - - - - - - - - - - - - - - - - - - GAAAA - - - - - - - - - - - T T T TGT A T T T C T
GT T T T T CC T C T AA T T T T A T T CCCAGACA T CGGC TGGAAAA T T T T TGC T A TGTGT T A T ACAAC T A T T C T CCA T TGAA T C T A T A T T AAAAAGAC T T T AA T T C - - - - - - - - - - T AA T AAA T AAGT T T T T - AAAAACAGT T TGT T CAA T T A T T AAAAGAAGAGT T A TG - - - - - - - - - - - ACGCAACGT AAACAAAA - - - - TGT AAC T AAA T T T T
T CAA T TGT AA T ACA T AA T A T T T T TGT AAAGACGT ACAAGC - - - T ACC TGCGTGT T A T ACAAC T A T T C T CCA T TGAA T C T A T A T T AAAAAGAC T T T AA T T C - - - - - - - - - - T AA T AAA T AAGT T T T T - AAAAACAGT T TGT T CAA T T A T T AAAAGAAGAGT TGCG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T ACA TGTGT T A T ACAAC T A T T C T CCA T TGAA T C T A T A T T AAAAAGAC T T T AA T T C - - - - - - - - - - T AA T AAA T AAGT T T T T - AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CA TG - - - - - - - - - - - A T T T T T T A T AAA T T T A T - - CCAC TGC T TGACGT T T
T AA T CCACC T T A TGGA T - - - - - - - - - - - - - A T A T AAACAA - - T T A TGCACGTGT T A T ACAAC T A T T C T CCA T TGAA T C T A T A T T AAAAAGAC T T T AA T T C - - - - - - - - - - T AA T AAA T AAGT T T T T - AAAAACAGT T TGT T CAA T T A T T AAAAGC TGAGT CACG - - - - - - - - GT A TGT C T CAGAGAAC T A T T - - - GGTGGC TGT A T T TGA
AGT AGTGT A T C T T TGAC - - - - - - - - - - - - - - - - - - - - - - - - - T T T T ACA T A TGT T A T ACAAC T A T T C T CCA T TGAA T C T A T A T T AAAAAGAC T T T AA T T C - - - - - - - - - - T AA T AAA T AAGT T T T T - AAAAACAGT T TGT T CAA T T A T T AAAAGAAGAGT CA T A T AG - - - - - - - - - - T C T C TGTGT AC T CAA - - - - AC T A T T T T AA T T AG
CA T AGAA TGT AAAAAACACCA T T C T T C - - - - CAC T A T AA T - - - A T C T CA TGTGT T A T ACAAC T A T T C T CCA T TGAA T C T A T A T T AAAAAGAC T T T AA T T C - - - - - - - - - - T AA T AAA T AAGT T T T T - AAAAACAGT T TGT T CAA T T A T T AAAAGAAGAGT CA TG - - - - - - - - - - - - - - - - - - - - AAAACCAA - - - - T TGGT T T C T T T T T A
AA T T T T A TGT AA T A T A T AA T A T A T A T T AA T A T A T T AAAA T - - T T T AGT A TGTGT T A T ACAACCA T T C T CCA T TGAA T C T A T A T T AAAAAGAC T T T AA T T C - - - - - - - - - - T AA T AAA T AAGT T T T T - AAAAACAGT T TGT T CAA T T A T T AAAAC T TGAGT T A TG - - - - - - - - - - - - - - - - - - ACAAACACGA - - - - T T AC T T T CA T T T C T
T T T T T TGCA T T T T T AAAAA T T T TGAACAA - - T A TGAAAA T T T AC T T CCA TGTGT T A T ACAAC T A T T C T CAA T TGAA T C T A T A T T AAAAAGAC T T T AA T T C - - - - - - - - - - T AA T AAA T AAGT T T T T - AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CA TGT AA - - - - T ACCGAGC T TGGAAGACCAGT - - - T A T T T T T T T AA T T T T
T T T T A T A T A T CAAA T ACAAAACGGACAAA - A T T T T AAAGT - - - T T C T AGTGTGT T A T ACAAC T A T T C T CCA T TGAA T C T A T A T T AAAAAGAC T T T AA T T C - - - - - - - - - - T AA T AAA T AAGT T T T T - AAAAACAGT T TGT T CAA T T A T T AAAAGAAGAGT AGTGTGA - - - - - - - - GA T T T T T T AAGT C TGT A - - - - AGT A T C T C T T T C T A
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GCGT AAAAA T - - - T T T ACGTGTGT T A T ACAAC T A T T C T CCA T TGAA T C T A T A T T AAAAAGAC T T T AA T T C - - - - - - - - - - T AA T AAA T AAGT T T T T - AAAAACAGT T TGT T CAA T T A T T AAAAGC TGAGT CGTG - - - - - - - - A T AGT T T T T T ACACA T AAAA - - - - - - - - - - - - - - - - - -
A T CC T AA T T T A T A T CA T ACCAAA T C T C - - - AAA T AAAAA T A T T A T CGCA TGTGT T A T ACAAC T A T T C T CCA T TGAA T C T A T A T T AAAAAGAC T T T AA T T C - - - - - - - - - - T AA T AAA T AAGT T T T T - AAAAACAGT T TGT T CAA T T A T T AAAAC T T CAGT CA TGT AA - - - - - ACCA T A T T CGAAAA TGT CAA - - - - GT CA T T C T A T T CAG
AGA T C T AGGCGAAG - - - GGTGT T AGGC - - - - - - - - - - - - - - - CA T T A T AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AA T AAA T AA T T T T T T - AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CAC - - - - - - - - TGA T A T AACAC T T AAA T CAAC - - - - T CACGT T T T T TGCA
- - - - - - - - - - - - - - - - - AA TGC T CC T T - - - - - - - - - - - - - - - T TGT ACACGTGT T A T ACAACCC T T T T CCA T TGAGAACA T A T T AAAAAGAC T T T AA T T C - - - - - - - - - - T AA T AAA T AA T T T T T T - AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CAC - - - - - - - - TGA T A T AACAC T T AAA T CAAC - - - - T CACGT T T T T TGCA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T A T TGAAA T T T T CACCAA TGTGT T A T ACAAC T A T T C T CCA T TGAA T C T A T A T T AAAAAGAC T T T AA T T C - - - - - - - - - - T AA T AAA T AAGT T T T T - AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT AA TGT CA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
AC T T T T T T CGCAAAAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CCGTGTGT T A T ACAACCC T T T T CCA T TGAGAACA T A T T AAAAAGAC T T T AA T T C - - - - - - - - - - T AA T AAA T AA T T T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT TGT - GGAGAA T T A T TGT AA T AC TGCAAA T AGC - - - - C T CAA T CCC T C TGG
C T T T T TGGT T - - - - - - - AGT AA T TGT T T A T A T T T TGAAGC - - - T T CA T A TGTGT T A T ACAACCC T T T T CCA T TGAGAACA T A T T AAAAAGAC T T T AA T T C - - - - - - - - - - T AA T AAA T AAA T T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CA T - T AGA TGTGT CAACAA T AAAAA T T AAAAC T A T TGA T AA T T C T TGAGA
T T T T T CGT T T CAC T T A TGA T ACCAAA T AA - A T AGAGGAA T C T - - - - - - - - - TGT T A T ACAAC T A T T C T CCA T TGAA T C T A T A T T AAAAGGAC T T T AA T T C - - - - - - - - - - T AA T AAA T AAGT T T T T - AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT T A T A - AA - - - - - - - - - AAC T T AAAAAA - - - - - - - - - - - T AC TGCAGT T T T
TGT T T CACAACAGAAA T AA T A T T T AGT - - - - - - - - - - - - - - - - - - - - - ACGTGT T A T ACAACCC T T T T CCA T TGAGAACA T A T T AAAAAGAC T T T AA T T C - - - - - - - - - - T AA T AAA T AA T T T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT AAC - T AAACA T T CA T A TGT T C T AAAA T T CA T - - - - - T T CGAGTGT AA T T A
T A T T T T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A TGTGT T A T ACAACCC T T T T CCA T TGAGAACA T A T T AAAAAGAC T T T AA T T C - - - - - - - - - - T AA T AAA T AA T T T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT T A T - - - - AAA T A T TGT T A T CAAA T A TGT AAAA T A T T T AC T T T T T T T C T AA
GT T ACCCAC T CC T AAGT - - - - - - - - - - - - - - - - - - - - - - - - - C T T T T CC T A TGT T A T ACAACCC T T T T CCA T TGAGAACA T A T T AAAAAGAC T T T AA T T C - - - - - - - - - - T AA T AAA T AA T T T T T T - AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CGT - - AAAAGC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A TGTGT T A T ACAACCC T T T T CCA T TGAGAACA T A T T AAAAAGAC T T T AA T T C - - - - - - - - - - T AA T AAA T AA T T T T T T - AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT T AG - - - - A - - - - - C T T T T T CGT A T T AGT - - - - - - T T ACCGTGT T CA T T AA
T T T T T T A T CA T A T CGGT AGT AC TGGC T - - - AA TGT A T ACC - - - GT TGCA TGTGT T A T ACAACCC T T T T CCA T TGAGAACA T A T T AAAAAGAC T T T AA T T C - - - - - - - - - - T AA T AAA T AA T T T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CAC - AAAAAA T TGT TGAAC T A T AC T ACCAGT - T AC T - - - - - - - - - - - - - -
T AAAGTGA T AAAACGACGC T A T C T A T CAA T TGT T AGT AGT - - T T T CCAAGT TGT T A T ACAACCC T T T T CCA T TGAGAACA T A T T AAAAAGAC T T T AA T T C - - - - - - - - - - T AA T AAA T AA T T T T T T - AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CA T - - AAAAGA T T T T A T T C T T CA T TGT T - - - - - - - - T T T T AA T T TGC T AA
T AGA T CAGC TGA TGAA TGA T A T T T T ACCA T AAAC T AAAA - - - - AAGACAGGTGT T A T ACAACCC T T T T CCA T TGAGAACA T A T T AAAAAGAC T T T AA T T C - - - - - - - - - - T AA T AAA T A T T T T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CAGG - AAAAA T T A T TGAAA T AGAAA T A T CAA T T A T - - - - - - - - - - - - - - -
T T T ACCGGGTGA T ACA T - - - - - - - - - - - - - AGACAGAAA - - - - A T T T CA TGTGT T A T ACAACCC T T T T CCA T TGAGAACA T A T T AAAAAGAC T T T AA T T C - - - - - - - - - - T AA T AAA T A T T T T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CAGG - AAAAA T T A T TGAAA T AGAAA T A T CAA T T A T - - - - - - - - - - - - - - -
A T ACCCGT AAAAA TGACAGTGT T TGGT AA T AA T A T AAAGC T T T ACCACACGTGT T A T ACAACCC T T T T CCA T TGAGAA T A T A T T AAAAAGAC T T T AA T T C - - - - - - - - - - T AA T AAA T AA T T T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CAC - - - - - - - - A T T T T A T T T A T A T T AA T CA T T T A T - AA TGT A T T T T T ACA
GT T T T - - - - - - - - - - - - AA T A T C T AA T - - - - - - - - - - - - - - - - T ACCCA TGTGT T A T ACAACCC T T T T CCA T TGAGAACA T A T T AAAAAGAC T T T AA T T C - - - - - - - - - - T AA T AAAA T A T A T T T T T AAGGACAA T T TGGT CAGT T A T T T AAAGTGCCGT AC T - - - - - - - - T T T T T T CGCACGC T A T ACGCA - - - - T A T T CC T T T CCGCA
C T T T C T AAGTGACAA - - - - T AC - - - - - - - - GAA T CGA - - - - - - A TGACACC TGT T A T ACAACCC T T T T CCA T TGAGAACA T A T T AAAAAGAC T T T AA T T C - - - - - - - - - - T AA T AAA T AA T T T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CACACGAAAA - - - T T T T AC T AAAAA TGG - - - - CA T T T T T AGT T C T T C T AA
T T A T T T T T AAAA T AGGGA T T AC T TGA T - - - - - - - - - - - - - - - - AGCCCGTGTGT T A T ACAACCC T T T T CCA T TGAGAACA T A T T AAAAAGAC T T T AA T T C - - - - - - - - - - T AA T AAA T AA T T T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CA T - - AAAAAA T A T T T T A T T T T ACAGAAAAA - - - - - T TGAAAC T T T T T AA
A T A T T TGAGC T A T AGGAGGT A T T T A T C - - - AAGAAAAGA T - - - A TGACA TGTGT T A T ACAACCC T T T T CCA T TGAGAACA T A T T AAAAAGAC T T T AA T T C - - - - - - - - - - T AA T AAA T AA T T T T T - - AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CA TG - - - - - - - - T T T CC T T T AAA T A T T T - - - - - - T T TGA T AGT T T T CGAA
AAC T T T T T ACCGGT AGAAGT A T T T A T T - - - - - - - - - - - - - T T T T T TGCA TGTGT T A T ACAACCC T T T T CCA T TGAGAACA T A T T AAAAGGAC T T T AA T T C - - - - - - - - - - T AA T AAA T AA T T T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CA TG - - - - - - - - A T T T T T A T T AA T CA T T TGGA - - - - AGT CAA T T T TGAAG
T T T T C T CGAAAA T AAA - GACA T - - - - - - - - AA T T T AAAA T - - - ACAA T ACGTGT T A T ACAACCC T T T T CCAC TGAGAACA T A T T AAAAAGAC T T T AA T T C - - - - - - - - - - T AA T AAA T AA T T T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT T AC - - AAA TGT T ACAGTGA T A T A T AA T T T A T A - - T T - - - GAAGC T C TGCA
AAA T T T AAAAC T AAAGAAGT A TGT T A T A T T A TGGT AA T A T T - T T C T A T A TGTGT T A T ACAACCC T T T T CCA T TGAGAACA T A T T AAAAAGAC T T T AA T T C - - - - - - - - - - T AA T AAA T AA T T T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT T A T - - AAAAA T T A T T T TGA TGTGT AAA TGGT - - - - - T T T AAGT T T A T A TG
AAA T C T ACAGAAAAAA T AA T A T T A T AC - GTGGTGT A T AA T - - - T CC T CACGTGT T A T ACAACCC T T T T CCA T TGAAAACA T A T T AAAAAGAC T T T AA T T C - - - - - - - - - - T AA T AAA T AA T T T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CA T - T AAA T A T T A T T T T AA T T CAGGAGT - - - - T A T T T A T A T AACACCAGG
AAC T C T C - - - - - - - - - - - - T A T T T A T T - - - A T C T AGT AA T - - - A T T CA T TGTGT T A T ACAACCC T T T T CCA T TGAGAACA T A T T AAAAAGAC T T T AA T T C - - - - - - - - - - T AA T AAA T AA T T T T T T T AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT AGT - - GAGAA T T C T AGTGAC T CA T CAA T CGT A T A T T TGC TGGT T C T T T CG
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T A T AC T TGT T A T ACAACCC T T T T CCA T TGAGAACA T A T T AAAAAGAC T T T AA T T C - - - - - - - - - - T AA T AAA T AA T T T T T T - AAAAACAGT T TGT T CAA T T A T T AAAAGT TGAGT CAC - - GA - - - - - T A TGT A T T AGA T AA T T AA T A - - - C T T CGAC T T ACCGT A
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TE: rnd_5_family_2267.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: 7596bp; fragments: 741; full length: 77 (>=6836.4bp)

TE consensus (bp)

di
ve

rg
en

ce
 to

 c
on

se
ns

us
 (

%
)

1000 2000 3000 4000 5000 6000 7000

15
0

20
0

25
0

30
0

35
0

TE consensus genomic coverage plot (bp)

co
ve

ra
ge

 (
bp

)

0 1000 2000 3000 4000 5000 6000 7000

0
10

00
20

00
30

00
40

00
50

00
60

00
70

00

TE consensus self dotplot (bp)

T
E

 c
on

se
ns

us
 s

el
f d

ot
pl

ot
 (

bp
)

0 1000 2000 3000 4000 5000 6000 7000

TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 7596 bp
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TE: rnd_5_family_2267.fasta.b.bed_uf.bed_g_1.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_se.fa_rc.fa
 size: 7896bp; fragments: 625; full length: 73 (>=7106.4bp)
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TE: rnd_5_family_2267
 size: 5613bp; fragments: 466; full length: 56 (>=5051.7bp)
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