
Start crop Point End crop Point

MSA length = 1964
- - - - - - - - AACCGT T T CACGTGA T T T C T T CGAGCAAAA TGGCAAAGGTGG - - - - - - A - - - - - - - - ACGGTGT AACAGT CAAA T T T CC T CGCAACGACC T C - - - - - - - - - - T T AAGT AAAC T T TGTGT T T T A T TGAAC T T CGAA T AAGCAAGGGCGTGGCAAGT T T AAAAAC T T C T T AGT AGCACA T T T - T TGAAAA T AGTGT TGT AAACG
- - AGT CC T AGT AGC T T T AAGCGT AGT T T ACAGGA T AGAAAA T TGAGA T AG - - - - - - - - - - - - - - - AC T T TGT AACAGT CAAA T T T CC T CGCAACGACC T C - - - - - - - - - - T T AAGT AAAC T T TGTGT T T T A T TGAAC T T CGAA T AAGAAAGGGCGTGGCAA - - - - - - - - - - GC T AGAGT AAC T TG - - - - - - - - - - - CGA T AGTGGT T ACA
GC T ACAGCCGGCA T T T T A T CAGCCGAC T A T T T T T AA T AAAA T AAAAA T AGTGACAGC T T T AAA TGAC T T TGT AACAGT CAAA T T T CC T CGCAACGACC T C - - - - - - - - - - T T AAGT AAAC T T TGTGT T T T AA TGAAC T T CGAA T AAGAAAGGGCGTGGCAA - - - T AAA T AAGT TGAAGCGT AACA T T T T CCGAACA T ACAGCAGT CAACA
A T TGAAA TGACAAC T T CA T T TGACAGT T A T C T T ACC T TGAC TGGTGC T CA TGAAA T A T T T AAAAA - - - - TGT AACAGT CAAA T T T CC T CGCAACGACC T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T AGT - - - - - - - - - - - - - - - TGT T T - ACGTGA TGTGT AA TGTGT A T T
G - - AGC T CGAAAGT TGGA T TGACAA T T TGTGT T CAAAA TGAGCCA T A TGA TGT CA T T T T T T A T AAGAA T TGT AACAGT CAAA T T T CC T CGCAACGACC T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A - - - - - - - - - - - - - - - - - - - - - - T A T T T T T T AAAAA T CAAAAAGT T T A T A
- - - GAAA T AAAC T T T A T AA T AAACACCGAAAACCCAAA T AACGAAC T T C T - - A T A T A T TGAACAAA T T A TGT AACAGT CAAA T T T CC T CGCAACGACC T C - - - - - - - - - - T T AAGT AAAC T T TGTGT T T T A T TGAAC T T CGAA T T AGAAAGGGCGTGGCAAA - T T AGAAA - A T T T CAGAAGAAAA T T T - A TGAAAA T AAAAA TGACAGCA
- - - GCC T CAGT AGT T A T A T AAAACGC T T C T AACA T A T AGGA T T AGGT T AGTGA T A T A T T T T T T T CA T AC TGT AACAGT CAAA T T T CC T CGCAACGACC T A - - - - - - - - - - T T AAGT AAAC T T TGTGT T T T A T TGAAC T T CGAA T AAGAAAGGGCGTGGCAA - - - - - - - AACAA T CGAGT AGT A T A T T TGCCAGAA T CAAAAA T T T TGAAA
GAAGAAAAAAGAGC T T T AAGAAG - - - - - - - - - - - - ACA T A T T AAAGC TGGT - - T A T TGT T AGAAA T CGA TGT AACAGT CAAA T T T CC T CGCAACGACC T C - - - - - - - - - - T T AAGT AAAC TGTGTGT T T T AA TGAAC T T CAAA T T AGAAAGGGCGTGGCA T A T A TGAAGACAA T T CAAAA T AA T A T CC - T T AAAA T CAGAGA T A T AGAAG
T A T T CGC T T AAAA T T - - - - - AAC T A T T T AC - - - - - - - - - - - - - - - - - - - - - - - - A T T T T T TGGCAACAA TGT AACAGT T AAA T T T CA T CGC T ACGACC T C - - - - - - - - - - T T AAGT AAAC T - TGTGT T T T A T TGAAC T T CAAA T T AGAAAGGGCGTGGCAA - - - - - - - - - - - - - - - - - - - - - - CAAC T T AAAAA T A T T AAGA T ACGT CAA
- - - GT AA T AAGAA T T C T AA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A TGT T T AAC T AA T T A TGT AACAGT CAAA T T T CC T CGCAACGACC T C - - - - - - - - - - T T AAGT AAAC T T TGTGT T T T A T TGAAC T T CGAA T T AGAAAGGGCGTGGCAAA T T T AAAAACGT A T CAGGGGCGCA T A T - ACGGGAGGGGT AA TGGGGGT A
- AA T C T T T AAGGACA T TGT T ACCAAA T T A T A T T A T AAAAAGAAAAAA TGT T T - T A T A T T T AGCAA - TGC TGT AACAGT CAAA T T T CC T CGCAACGACC T C - - - - - - - - - - T T AAGT AAAC T T TGTGT T T T A T TGAAC T T CAAA T T AGAAAGGGCGTGGCAA - - - - - - - AACGGTGT AGCA TGACA T TGT T CAAGGAGCA TGC T AC T T A T A
GA T T T A T T T A T AGC T C T T TGAAC T T T T T T C T - - - - - - - - - - - - - - - - - - - - - - T A T AC T T CCGAAGAA T TGT AACAGT CAAA T T T CC T CGCAACGACC T C - - - - - - - - - - T T AAGT AAAC T - TGTGT T T T A T TGAAC T T CAAA T T AGAAAGGGCGTGGCA - - - - - - - - - - - - - - - - - - - - - - - - - - - T T A T AAA TGT TGAGA TGT A T TGA
GAAA T A TGAGT AGCGGT A T TGACGGT T T T T T - - - - T T A TGA TGAAAA TGT - - - - - - - - - - - - - - - - - TGTGT AACAGT CAAA T T T CC T CGCAACGACC T C - - - - - - - - - - T T AAA T AAAC T T TGTGT T T T AA TGAAC T T CGAA T AAGAAAGGGCGTGGCAA - - - TGAA - - - - - - - - - - - - - - - CAA T T - C T TGACGCCGCAACGTGGGT A
- ACGACACCGGTGT TGA T C T AGACACCGGCGT T CA T CGCGA T ACCAGTGT TGA T AAACACCGGTGT TGA TGT AACAGT CAAA T T T CC T CGCAACGACC T C - - - - - - - - - - CCGAC T AACACC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAGT T AACAACGTGT TGAGA T AACACCG - - - - - - - - - - - - - - - - - - - - - -
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TE: rnd_1_family_625.fasta.b.bed_uf.bed_g_2.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: 1964bp; fragments: 3039; full length: 19 (>=1767.6bp)
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TE: rnd_1_family_625.fasta.b.bed_uf.bed_g_2.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa
 size: 2264bp; fragments: 3083; full length: 0 (>=2037.6bp)
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TE consensus genomic coverage plot (bp)
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After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_1_family_625
 size: 1164bp; fragments: 1742; full length: 470 (>=1047.6bp)
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TE consensus self dotplot (bp)
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Before TEtrimmer 1164 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
)

0 500 1000 1500
0

200

400

600

800

1000


