
Start crop Point End crop Point

MSA length = 404
CAGCAA T AAAA T T T TGC - - - - - - T TGT TGGGAC TGT AA T A T AA - T A T A T A TGT CGGAGCA T T T A T AAA T T AGTGA T T AAA TGT T AGACGTGGCAACA T C T - - - - - - - - - - A T T AA T C T T AAA T ACCCGT T T T CCGACA T A T AC T T ACAAA T AAAA TGT T TGC T - T CAC T T T ACCCAC T TGAACAGT CGAA T C TGAAGT CCCAC T C T TGT C
CA T AAA T AA T AAGA T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAA T A TGT CGGAGCA T T T A T AA T T T AGTGA T T AAA TGT T AGACGTGGCAACA T C T - - - - - - - - - - A T T AA T C T T AAA - - CCCGT T C T CCGACAAA T A T A T A T AAA TGCAA - GT C TGC T T T T T T T T T ACGT T AA T A TGAGACGAAC T T A T T T T T T CAAA TGA T TGT
T AGCAA T AAAA T T T TGC - - - - - - T TGT TGGGAC TGT AGT A T A - - - A T A T A TGT CGGAGCA T T T A T AAA T T AGTGA T T AAA TGT T AGACGTGGCAACAAC T - - - - - - - - - - A T T AA T C T T AAGT ACCCGT T T T CCGACA T A T AC T T ACAAA T AAAA TGT T TGC T - T CAC T T T ACCCAC T TGAACAGT CGAA T CAGAAGT CCCAC T C T TGT C
T CAA TGCAGGA T T T T T T C T CAGAGGAAA TGGA T T T T AA T T TGA T T T T ACA TGTGGGAGCA T T T A T AA T T T AGTGA T T AAA TGT T AGACGTGGCAACA T C T - - - - - - - - - - A T T AA T C T T AAACACCCGT T T T CCGACA T A T A T T T C T AAGA T A T A TGT T TGT T T T C T CC T T A T T T AA TGGCA - - - - - - - A T T A T A T T T T TGT T T T C T T TG
CAGT AACAAAA TGGT A T T ACAGT - - - - - - A TGCCCA T A T AAGT - A T AA T A TGT CGGAGCA T T T A T AA T T T AC TGA T T AAA TGT T AAACGTGGCAACA T C T - - - - - - - - - - A T T AA T C T T AAAC T T CCGT T T T CCGACA T A T ACA T A T T A - - - - - - - - - - - GCC - CA T T TGT ACGC TGC T A - - - - - - - - - - C T A T C T T T T T AAC TGT T T TG
TGT TGT T A T C T C T T T A T CA T A T T C T A T CAA T A TGC T TGT T ACA - TGTGTGTGT CGGAGT A T T T A T AAA T T AGTGGT T AAA TGT T AGACGTGGCAACA T C T - - - - - - - - - - A T T AA T C T T AAACACCC T T T TGCCGACA TGTGCA T A T T T - - - - - - - - - - - GT T - - - - T T T TGC T C T CC TGT AAAA TGGAGT CAGCAGT T T AACACA T T T T
T AA T T T T T AAGA T T T C TGA T A T A - - - - - - A T AC T T TGGAA T T T T T A T A T A TGT CGGAGCA T T T A T AAA T T AGTGA T T AAA TGT T AGACA TGGCAACA T C T - - - - - - - - - - A T T AA T C T T AAACACCCGT T T T T CGAAA T A T A T T T A T A T T T T TGA T - - - - - - - TGT A T T T AGCACAGT AAC TGAAAGGT T T CAGGA T T CGAA T CGGT CAA
T AA T T T T T AAGA T T T C TGA T A T A - - - - - - A T AC T T TGGAA T T T T T A T A T A TGT CGGAGCA T T T A T AAA T T AGTGA T T AAA TGT T AGACGTGGCAACA T C T - - - - - - - - - - A T T AA T C T T AAACACCCGT T T T T CGAAA T A T A T T T A T A T T T T TGA T - - - - - - - TGT A T T T AGCACAGT AACCGAAAGGT T T CAGGA T T CGAA T CGGT CAA
C T CAAA T AAA T CC T T A T T A T T AAA T AAAAAAGT C T C T AA T AAA - T A T A T A T A T CGGAGCA T T T A T AAA T T AGTGA T T AAA TGT T AGACGTGGCAACA T C T - - - - - - - - - - A T T AA T C T T AAACACCCGT T T T CCGACA T A T ACA TGT AAC TGT CA - - - - - - - - - A T T T T C TGC T CAGCAAAAA T A T - - - T C T ACAAGT C T CGA T TGT T C T
TGGT C T TGCAGGT T T AACGT TGGTGGT C T T CGT C T TGGT C T TG - AAAAAA TGCAAGACCAAC T AA T AA T T AGTGA T T AAA TGT T TGACGTGGCAACA T C T - - - - - - - - - - A T T AA T C T T AAACACCCGT T T T CCGACA T AAA T A T A T AAGCCAAA - GT T T T C T TGT A T T T C T T T T AACAGCAAAGT - - - T T T A T T AAA T T A T A T CC T T A T
TGT T A T T T AAAA T CC T T T - - - - - T T AAACCGAC T T T T A T T CAG - AGT A T A TGT CGGAGCC T T T A T AAA T T AGTGA T T AAA TGT T AGACGTGGCAACA T C T - - - - - - - - - - A T T AA T C T T AAACACCCA T T C T CCGT T A T A T A T A T T T A TGT T AA - - - - - - - - - - AC T T T AAACA T T A T T AGGT AA T - - - T T T AAAAA TGT T T T T T T T T T C
GGT T AGT AAAA T A T T T T T T T A T AA T AAC T T CAC T T TGA TGAGA - T T T AGA - - - - - - - - - - - - - - - - A T T AGA TGA T T AGA TGT T AGACGTGGCAACA T C T - - - - - - - - - - A T T AA T C T T AAACACCCGT T T T T CGACA T A T A T T AAAAAC TGT T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T AGT AAA T T T A T AGT A T T T A
T T TGT T T TGT A T T T T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - TGT A T A TGT CGGAGCA T T T A T AA T T T AGTGA T T AAA TGT T AGACGTGGCAACA T C T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GA T T A T AACCCA T CAGAAAAAAGAA - - - - - - - - - - - - - - - - - - - - -
T C T A T T T AACGA T T T T T CA T AA T T T AAAGGCGCGT T T ACACGA T TGAA T T TGT CGGAGCA T T T A T AA T T T AGTGA T T AAA TGT T AGACA TGGCAACGT T T - - - - - - - - - - GACAGGCAAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T C T - - - - - - - - - - - - - - - - - - - - - - - - - - T CC T TGAA TGT T T T CGGT T T C
T TGCGT T T AAAGGT T CCGACGCGT CGA T T T T AC T A T T AGCGAA T AA T A T A TGT CGGAGT A T T T A T AA T T T AGTGA T T AAA TGT T AGACGTGGCAACA T C T - - - - - - - - - - A T T AA T C T T AAA TGCC TGT T T T CCGACA T A T A T T T AA T AGA TGT A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACAAGTGAGT T AA T AGCA T CA
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TE: ltr_1_family_42.fasta.b.bed_uf.bed_g_2.bed_fm_1.bed_0_0_n.bed_g_1.bed_fm_2.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_ce.fa_gs.fa_bc.fa

 size: 404bp; fragments: 359; full length: 111 (>=363.6bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 404 bp
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 size: 706bp; fragments: 356; full length: 0 (>=635.4bp)
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TE consensus self dotplot (bp)
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No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries
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TE: ltr_1_family_42

 size: 405bp; fragments: 276; full length: 52 (>=364.5bp)
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TE consensus genomic coverage plot (bp)
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TE consensus self dotplot (bp)
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No TE domain detected

Before TEtrimmer 405 bp
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)

T
E

 c
on

se
ns

us
 b

ef
or

e 
T

E
tr

im
m

er
 (

bp
)

0 50 100 150 200 250 300 350 400
0

50

100

150

200

250

300

350

400


