
Start crop Point End crop Point

MSA length = 4337
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACAGT T T AA TGGCG - - - - - - - - - - - - - - - - - - - - - - - - T AAACCA TGC - - - - -
GTGAA T C T TGCA T ACGT T T AAAA T - - - - - - - - - - - - - A T TGAGAAAAGGGTGT T AGAAAA T A T C - AAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAAC T T CCCGCGCAACAAAGGGT AC T T A - - - - - - - - - - - - - - - - - - - - - - - - T AA T A T C T CC - - - - -
GT AA - GCC T T T CAA - - - - - - - - - - - A T AA - - AAAAC T - - - - T CGA T ACAGTGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACA T ACAGCAGC TGA T ACAAAA T CAAAGCGGT CAAAA T AAAA - - - - - - - - - - -
GCAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAGAAC TGTGT A T TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACA TGT A T AA T T TG - - - - - - GAGT A T A T T T T T T A T A T T - - - - - - - - - - - - - - T
ACGG - A T T C T AAAAAAAA T T A - - - - - - - - - - - - - - - - - - - - AGT CA T AA T TGT T AGAAAA T A T C - AAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACAA T AA T AGCA TGA T A T T T - - - - - - - - AAA T T AAA T T T AAA - - - - - - - - - - -
A T T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C TGT T AGAAAA T A T C - AAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACA T AC T CCAC T AA - - A T AA - - - - - - - - - - - - - - - - - - T AA T AAGT C T AA - - T
A TGG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T ACCGT TGT AAGTGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACAA T AAGGACA TG - - - - A TGAGT CC T T AC T T T A TGA T CAGTGT - - - - - - - T T
ACAA - T C TGT AAGGT CGCAGTGA T - - - - - - - - - - - - - C T CC T AAACA T T C TGT T AGAAAA T A T C - AAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACACA T T C T ACA T T AAACA T ACCGCCACGGC T TGT AGC T AACACGACA - - T T T
ACAC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAAA T A T TGGT A T TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACAG - - - - - - - - - - - - - - - - - - GT A TGTGGT A TGT AACCAGGGT T T - - - - - C T
A TGAAC T T T AAAA T ACA T CAAAA T - C T AGAAA T AC T T T T A TGGT TGA T T T TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACAGA T T T T CGT CCA T A T A T A T T TGA TGC T T CC T C T TGTGGGA T A T T C - - C - -
A T AA - AA T T CAA T A T T A T TGA TGT - A T AA - CCAAA T T - - - - - GT A T A T T A TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACA T A T T A - - - - - - - - A TGT - - T TGCAGA TGT CA T A T ACAGAGTGT T CAA T T T
T AAA - GT T T T AAGAAAAC T TGT T CGC T AAAAAAA T - - CAACAC T T AAAAC TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACAAAAACA T T C T T A T T AA T AAC T ACGAA T T T CCGCGCCGGAA TGCGC - - - T T
A T AA - A T CC T C TGT T CAC T CA TGT - A T AA - AAAAA T T - CA T T A T AAC T AGTGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACAAC T AGT AC T C T - - - - - - AA T T AAAA T T T T T CAC T T T AAAC - - - - - AAAA T
GAGA - AA T T CAAA T AC TGT C T TGAAA T AAAAAA T A T T T ACAGTGAA T T T T TGT T AGAAAA T A T C - AAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACAA T T T T T AGA T A - - - - - - AA T T A T T AGT T T T AA T T C T AGAA T T T T AAA - - -
ACAAAC T A T T AAACGCGT T CGTGAA - - - - - - - - - - - - TGA TGCGT T AGGC TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACA T AGGCAGCCC T A T A T ACAA T AGC T A T T T T TGTGGT AAA T A T A T AG - - - - T
A T A T - - - - - - - - - - AGAC T A T T A T - - - - - - - - - - - - - AACACCCCGT A T A TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACAGT A T A T AGCA TGT T T A T A T C T ACACGT T T T AACGT TGACCCGC T - - - - - -
ACGAAA T C T CACAGT AA T T AAAA T - A T AGA - - - - - - - - - - - - - TGCA T AA TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACAC - - - - - - - - - - - - - - A - AAAAACAAGA T A T AA T A T T AAAC T T T CA - - - A T
GTGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T AAGA TGGAAC TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T ACGACA T T A - - - - -
GT AA - A T C T AAAACAGA T TGACGT AACGAGT AAAA T T T A T TGC T T T AA T C TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACA T AA T CG - - - - - - - A T A T - - - - - - - - GT T T CA T T T T CAAAC T AA T T AA T T T
GT A T - CC T T C TGCCAAC T T CACGC - - T AA - - - - - - - - GT AAGGT T AGT AA TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACAAGT A - - - - - - - - - - - - - AA T CGCGGT T T T T T T AACCAAAGAGT AG - - - - -
A T AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CA TGT C T ACGAAGTGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACACGAAGAAGCA T - - - - - - - - - - - - - - - - - - - - - - - - CGAAA T ACGAC - - - -
A TGC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AGCA TGT A T AA T TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACAA T AA T AAA T A T - - - - - - CAC T AAA TGT T T T AA TGT - - - - - - - - - - - - - - T
ACGT AA TGGAA T AGGGA T C T T CA T AC T TGA - - - - - - - GTGT CCCGC T AGGTGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACAC T AGG - - - - - - - T T TGCGAGAGCAAGGT T T A TGA T TGAAGT T C - - - - - - T
A T AG - T T T T T AAAAA TGT A T T AA T - A T AAG - - - - - - - TGC T AGT AC T T T T TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACAC T T T T AAAA TG - - - - - - - - - - - - - - - - - - - - - - - - T ACAA TGT TG - - - - -
ACGG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT AACC T A T A T T T TGT T AGAAAA T A T C - AAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACA T A T T T T T AA T AAAAAA T AAC T A T T T A T T T C T CA T CCACA T T A T T AG - - A T
A T AAAAA T T CAGGAAAA T T T A TGC - - - - - - - - AAA T T T T T AGC T AACAAC TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACAACAACAGT ACA - - - - - - - - - - - - - - - - - - - - - - - - T AAAAGT CCAA - - T T
GT AA - A T C T AAAACAGA T TGACGT AAC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACAACGT T - - - - - - - - GT A T - - - - - - - - - T T T CA T T T T - - - - - - - - - - - - - T T
ACAAAA T T TGAAAAACCC T AAAA T - A T T A - AAA T A T A T T T A TGA TGGGT A TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACAGGGT A T ACA T AACA T A TGT T TGAA T TGT T CACGA T T AGAAAA T T CAC - GT
AAAA - - T T T CAACACAAC T AA TGT - - - - - - - - - - - - - A T ACA T T T A T A T A TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACAA T A - - - - - - - - - - - - - - - - - T ACACGT T AAAGAAACAACGT A T T A - - - - -
ACAC - T T T T T CA T ACAAA TGAAA T AACGAGAAGC T A T CA T TGGAAGT AAA TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACAGT AAAAAGT AG - T A T A T AA T TGCA T A T T T T AGAA T T AAA T C T T T A - - - T T
A T AA - A T T T T T AGAACAGTG - - - - - - T AA - AAAAA T T - - - - - GT T T T T AGTGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACA T T T AGC T A T AG - - GAGCAA T TGCGT C TGT CA T - T T T AAA T CACAGT T T T T
ACAA - AACGAAAACAGCAAAA T A T A - CAAAAGA T A T - T ACC TGAGGT T CC TGT T AGAAAA T A T C - AAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACAGT T CC TGA TGA - - - - - - - - - - - - - - - - - - - - - - - - T A TGGTGT CC - - - - -
AAAAA TGT CAAAACAAAA T AA T AC - - - - - - - - - - - - - CAC T A T CGT A TGC TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACA T A TGCAAGGT C - - - - A T A T T T AGCCA T T T A T T ACGT AACACAC - - - - - T T
AAAGGAA T T AAAAA T T AC T C T TGT - - TGT A - - - - - - - AA T ACA TGT A T A T TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACA T A T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AAAAAAA TG - - - - -
A T AAAA T A T AAGCAAGC T CCAAC T TGCAAA - - - - - - - GAAACGT CAAAGA TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACAAAAGAAAACA - - - - - GT AAC TGA T TGC T T TGGT T T CAACA T T T T T - - T T T
GT AA - T A T T T CACC TGC T T TGTGT - A T T A - AAAAA T T - AAGT A T AC T CA T TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACAC T CA T - - - - - - - - A T A T - A T TGT A TGA T T CAAA T A - - - - - - - - - - - - - - -
A T A T - GC T T T T AGA - CAGTGACA - - - T AA - - - - - - - - - - - - - - - - - - - - T TGT T AGAAAA T A T C - AAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACA T AAA TGACACC - - A TGT - A T T AGTGAA T T C T T AAGT AAAGT AC T C - A T T T
GCAAA T T T T TGA T AA T A TGGA T T T - - - - - - - - - - - - - TGGT TGT TGGAA T TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACAGGAA T AGGC - - - - - - - - - T T TGCACA T - - - - - - - - - - - - - - - - - - - - - - -
ACAG - T TGT CCAAAACGA T T AA T T - - T AA - - - - - - T T - GGCAGA TGT T A T TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACAGT T A T CA T T CGA T A T - C - - - - - - - - GTGACGCA T T TGA - - - - - - - - - - - -
GAAAA T A T AGAAGGTGT T T AA T A - - - - - - - - - - - - - - - - - - - - - - - - - - - TGT T AGAAAA T A T C - AAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACA T - - - - - - - - - - - - - - A T AA T TGGAAA T T AA T T A T T T AA T ACA T A T - - - T T
AAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AGGT ACAACA T T TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACAACA T T T AA T CA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
A T AA - A T T C T AACG - - - - - - - - - - - - T AA - CCAAG - - - - - - TGT TGGT T C TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACAGGT T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T T C
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 size: 4337bp; fragments: 294; full length: 72 (>=3903.3bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 4337 bp
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 size: 4637bp; fragments: 294; full length: 70 (>=4173.3bp)

TE consensus (bp)

di
ve

rg
en

ce
 to

 c
on

se
ns

us
 (

%
)

1000 2000 3000 4000

0
50

10
0

15
0

TE consensus genomic coverage plot (bp)

co
ve

ra
ge

 (
bp

)

0 1000 2000 3000 4000

0
10

00
20

00
30

00
40

00

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: ltr_1_family_916

 size: 3925bp; fragments: 86; full length: 1 (>=3532.5bp)
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No TE domain detected

Before TEtrimmer 3925 bp
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