
Start crop Point End crop Point

MSA length = 2409
AA T CACA T C T T C TGCCC T C T ACCAGCCC T T AAAAAA TGAAAA - - - CA T T T T T T T T T T AAA T CGA T T TGGAA T ACC T ACCAAAAGT T ACC T T T AGT AA TGT - - - - - - - - - - C T AA T ACGAA T TGGCAAC T T T TGCGCAGT A TGCCA T AACGA T T T T CAAAAC T T CGA T T T T T TGA T C T ACCC T AA T A TGT A - - - - - - AC T AAC T A T AC T C T
AA T CACA T C T T T TGCCC T C T ACCAGCCC T T AAAAAA TGA T AA - - T T T T T T T T T TGAAAAA T CGA T T TGGAA T ACC T ACCAAA T A T T ACC T T T AGT AA TGT - - - - - - - - - - C T AA T ACCAA T TGGCAAC T T T TGCGCAGT A T T CCAAAAC T A T T T T AAAAA T T T TGA T T T T T CGA T CCACCC T ACCGAACAGACCC TGC T A T T T C T T A TGG
AA T CACA T C T T C TGCCC T C T ACCAGCCC T T AAAAAA TGAAAAAAAAA T A T T A T TGAAAAA T CGA T T TGGAA T A T C T ACCAAAAGT T ACC T T T AGT AA TGT - - - - - - - - - - C T A T AAGT T T C TGGCAAC T T T TGCGCAGT A T T CCAAAACGA T T T T CAAAAC T T CGA T T T T T CGA T CCACCC T AGTGT AGAA T CGT T A T AA T T T C TGAAGT
AA T CACA T C T T C TGCCC T C T ACCAGCCC T T AAAAAA T T A - - - - AA T T T T T T T T TGAAAAA T CGA T T TGGAA T ACC T ACCAA T AA T T ACGT T T AGT AA TGT - - - - - - - - - - C T AA T ACCAA T TGGCAAC T T T TGCGCAGT A T T CCAAACCGA T T T T CAAAAC T T CAAAA T T A T AA T CGACGA T AA T T T TGG - A T C T TGT CGT T T AC T AAAA
AA T CACA T C T T C TGCCC T C T ACCAGCCC T T AAAA T A TGAAAAAAA T T T T T T T TGAAAAAA T CGA T T TGT AA T ACA T ACCAAAAGT T ACC T T T AGT AA TGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CC T CAA T T CCCCGT ACA T CC T T AA T AC T T C - - CC T T A T AC T T CCCCGT T A
AA T CACA T C T T C TGCCCCC T ACCAGCCC T T AAAAAA TGAACA - AA T T T T T T T T TGAAAAA T CGA T T TGAAA T ACC T ACCAAGAGT T ACC T T T AGT AA TGT - - - - - - - - - - C T AA T ACCAA T TGGCAAC T T T TGCGCAGT A T T CCAAAACGA T T T T CAAAAC T T CGA T T T T T CGA T CCACCC T A T T AAACA - - - - - - T T T A T CGC T AGAAA
AA T CACA T C T T C TGCC T T C T ACCAGCCC T T AAAAAA TGAAAAAAAAAAA T T T T T CAAAGA T CGA T T TGGAA T A T C T AC - AAAAGT T ACC T T T AC T AA TGT - - - - - - - - - - C T AA T ACCAA T TGGCAAC T T T TGCGCAGT A T T CCAAAAC T A T T T T CAAAAC T T CG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AA TGT C T ACAAAAA
AA T CACA T C - - - TGCCC T C T ACCAGCCC T T AAAAAA TGAAAAAAAAAA T T T T T TGAAAGA T CGA T T T AGAA T A T C T ACCAAAAGT T ACC T T T AGT AA TGG - - - - - - - - - - C T AA T ACCAA T TGGCAAC T T T TGCGCAGT A T T CCAAAACGA T T T T CAAAAC T T CGA T T T T T CGA T CCACCC T AAAGT T TGGAAA T T A T T T T T T C T AAC T T
AA T CACA T C T T C TGCCC T C T ACCAGCCC T T AAAAAA TGA - - - - - T T T T T T T T T TGAAAAA T CGA T T TGGAA T ACC T ACCAAAAGT T ACC T T T AGT AA TGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T T AGA T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
AA T CACA T C T T C TGCCC T C T ACCAGCCC T T AAAAAA T T AAA T - - T T T T T T T T T TGAAAAA T CGA T TGGGAA T ACC T ACCAAAAGT T ACC T T T AGT AA TGT - - - - - - - - - - C T AA T ACCAA T TGGCAAC T T T TGCGCAGT A T T CCAAAAC T A T T T T CAAAA T T T CGA T T T T T CGA T CCACCC T AA T A TGCAG - - - - - T T AC T CGC TGACGA
AA T CACA T C T T C TGCCC T C T ACCAGCCA T T AAAAAA TGAAAA T T T T T T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C T AA T ACCAA T TGGCAAC T T T TGCGCAGT A T T CCAAAACGA T T T T CAAAAC T T CGA T T T T T CGA T CCACCC T AA TGTGCA - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - C T C T T T CAGA T T T T AAAAA - - - - - - - - - - - - T AC - - - - - - - - - - - - - - - - - - - - A T T T T T ACCAAAAGT T ACC T T T AGT AA TGT - - - - - - - - - - C T AA T ACCAA T TGGCAAC T T C TGCGCAGT A T T CCAAAACGA T T T T CAAAAC T T CGA T T T T T CGA T CCACCC T AA T AA T CA - - - - - - ACCA T T T CCAA T T A
AA T CACA T C T T C TGCCC T C T ACCAGCC T T T AAAAAA T AA T A T - - - T T T T T T T T AGAAAAA T CGA T T TGGAA T ACC T ACCAAAAGT T ACC T T T AGT AA TGT - - - - - - - - - - C T AA T ACCAA T TGGCAAC T T C TGCGCAGT A T T CCAAAACGA T T T T CAAAAC T T CGA T T T T T CGA T CCACCC T AA T AA T CA - - - - - - ACCA T T T CCAA T T A
AGT CACA T C T T C TGCCC T C T ACCAGCCC T T AAAAAA TGA - - - - - - - - - - T T T T T T T AAAA T CGA T T TGGAA T ACC T ACCAAAAGT T ACC T T T AGT AA TGT - - - - - - - - - - C T AA T ACCAA T TGGCAAC T T T TGCGCAGT A T T CCAAAACGA T T T T CAAAA T T T CGA T T T T T TGA T CCACCC T - - - - - - - - - - - - - - - - CC T C T ACACCC T
AA T CACA T C T T C TGCCC T C T ACCAGCCC T T AAAAAA TGA - - - - - - - - - - T T T T T T T AAAA T CAA T T TGGAA T ACC T ACCAAAAGT T ACC T T T AGT AA TGT - - - - - - - - - - C T AA T ACCAA T TGGCAAC T T T TGCGCAGT A T T CCAAAACGA T T T T CAAAA T T T CGA T T T T T TGA T CCACCC T - - - - - - - - - - - - - - - - CC T C T ACACCC T
AA TGACA T T T T C T AGT T T TGT T T AGT T T T CAAAAAA TG - - - - - T AA T T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GGT T TGA T AA T A T - - - - - - - - - - C T AA T AACAA T TGGCAAC T T T TGCGCAGT A T T CCAAAACGA T T T T CAAAAC T T CGA T T T T T CGA T CCACCC T A T TGT CCA - - CC T T ACCGT T T ACAAGA T
AA T CACA T C T T C TGCCC T C T ACCAGCCC T T AAAAAA T - - - - - - - - - A T T T T T T T T TGAAAAA T CGA TGGAA T ACC T ACCAAAAGT T ACC T T T AGT AA TGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
AA T CACA T C T T C T ACCC T C T ACCAGCC T T T AAAAAA TGAAAA - - A T T T T T T T T TGAAAGA T TGA T T TGGAA T A T C TGCCAAAAGT T ACC T T T AGT AA TGT - - - - - - - - - - C T AA T ACCAA T TGGCAAC T T T TGCGCAGT A T T CCAAAACGA T T T T CAAAAC T T CGA T T T T T CGA T CCACCC T AACGT AGAGACCC - - - - - - - - - - - - - - -
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 size: 2409bp; fragments: 225; full length: 0 (>=2168.1bp)
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 size: 2710bp; fragments: 251; full length: 0 (>=2439bp)

TE consensus (bp)

di
ve

rg
en

ce
 to

 c
on

se
ns

us
 (

%
)

500 1000 1500 2000 2500

0
10

20
30

40
50

60
70

TE consensus genomic coverage plot (bp)

co
ve

ra
ge

 (
bp

)

0 500 1000 1500 2000 2500

0
50

0
10

00
15

00
20

00
25

00

TE consensus self dotplot (bp)

T
E

 c
on

se
ns

us
 s

el
f d

ot
pl

ot
 (

bp
)

0 500 1000 1500 2000 2500

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_20147

 size: 2769bp; fragments: 244; full length: 0 (>=2492.1bp)
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)
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