
Start crop Point End crop Point

MSA length = 7253
T CC TGCGGCCAGAGAAA T AAAC T T T - - - - - - - AA T TGC T T CGT T T AA TGT TGT AA TGAAGT CCGT A T A T T T T T T T T A T T T AACC TGT T AAA TGC T AGGCG - - - - - - - - - - ACCGAC TGT T AGGCGT T AGT AA T AGC T C T C T AGAAAAAAAGAC TGT T ACAA T A T A T T T T A T T T T ACA T AAAAAC T T A T - - - T T AA TGT A T T T T T T T AAA T
A T CA T T T A TGT TGAA T T TGAC T T - - - - - - - - - - - - - - - - - - - - - - AAGAC TGT AA TGAAGT CCGT A T A T T T T T T T T A T T T AACC TGT T AAA TGC T AGGCG - - - - - - - - - - ACCGAC TGT T AGGCGT T AGT AA T AGC T C T C T AGAAAAAAAGAC TGT T ACAAGT T - - - T CA T T T TGA T T T T AGGGGT C T ACC T T AA T TGT TGCAGC T C TGA
- - - - - - - CCAAAAAAGA TGA T T T TG - - - - - - - - - - - - TGC T T T AA T T T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GCCGAC TGT T AGGCGT T AGT AA - AGC T T T T AGAAAAAAAAGAC TGT T ACA T A - - - - T T TGGA T A T C T ACGT AAGAGT T A T - T TGACCAGT ACA T A T T ACG
A TGTGT C - - - - - - - - - - - - - - - - - - - - - - - - - - GTGGT A TGGCACCCAGGTGT AA TGAAGT CCGT A T A T T T T T T T T A T T T AACC TGT T AAA TGC T AGGCG - - - - - - - - - - ACCGAC TGT T AGGCGT T AGT AA T AGC T C T C T AGAAAAAAAGAC TGT T ACACA - - - - T CCA T A T AACA TGGTGGGA - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - TGGAGAAAA T AC T A - - - - - - - - - - - - - - T T AAGGT TGCC T AC T A T AA TGAAGT CCGT A T A T T T T T T T T A T T T AACC TGT T AAA TGC T AGGCG - - - - - - - - - - ACCGAC TGT T AGGCGT T AGT AA T AGC T C T C T AGAAAAAAAGAC TGT T ACA - - - - - - - C T ACCCC T CAAACAAAGA T C T A - - - - - - T T CA T T T ACGTGA T T
- T TGTGT AC T AGGAAGT AAA T T T T C - - - - - - - - A T T T T T A T CGA T AGA T T TGT AA TGAAGT CCGT A T A T T T T T T T T A T T T AACC TGT T AAA TGC T AGGCG - - - - - - - - - - GCCGAC TGT T AGGCGT T AGT AA T AGC T C T C T AGAAAAAAAGAC TGT T ACAG - - - - - TGT AGC T T C TGAA T AACGGT A T A - - - - - - C T AGC T T A T T TGC T A
A T T T T T T T T TGAGAAAC T CC T CA TGAAAA T T T AA T T T AGT T A T T T CA T C T TGT AA TGAAGT CCGT A T A - T T T T T T T A T T T T ACCCGT T AAA TGC T AGGCG - - - - - - - - - - ACCGAC TGT T AGGCGT T AGT AA T AGC T C T C T AGGAAAAAAGAC TGT T ACAA T T T A T T T TGT T CAA T A T C TGA T AA T C T A T A - - - A T T T AGGGACA T T AA T
- - - - - A T AA T AAGGAGT T AAC T A T CAAAA TGC - A T TGT AGA T A T A T AGA T TGT AA TGAAGT CCGT A T A T T T T T T T T A T T T AACC TGT T AAA TGC T AGGCG - - - - - - - - - - GCCGAC TGT T AGGCGT T AGT AAAGC T T T T AGAAAAAAAAAGAC TGT T ACAAG - - - - - - - - - - - - A T A T AGAA TGGAA T A T A - - - C T TGAGT T A T AAC T CA
T C T C T AC T ACCAGAAA T T AACAGT A - - - - - - - - AAGT T AGCA T AGAGT AC TGT AA TGAAGT CCGT A T A T T T T T T T T A T T T T ACCCGT T AAA TGC T AGGCG - - - - - - - - - - ACCGAC TGT T AGGCGT T AGT AA T AGC T C T C T AGAAAAAAAGAC TGT T ACA - - - - - - - GT AC T T A TGGAAGAAAC T - - - - - - - - - - - - - - - - - - CAA T CA T
C T TGGT CC T T ACAAA T A T A T T T T T T T AAGT T T - T AC T AGAGGCAC T A T C T TGT AA TGAAGT CCGT A T A T T T T T T T T A T T T T ACCCGT T AAA TGC T AGGCG - - - - - - - - - - ACCGAC TGT T AGGCGT T AGT AA T AGC T C T C T AGAAAAAAAGAC TGT T ACAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T T C TGC T T T CCGGCAGGT A T T C T TG - - - - - - - - AC T CGCA T C T T CAAA T A TGT AA TGAAGT CCGT A T A T T T T T T T T A T T T T ACCCGT T AAA TGC T AGGCG - - - - - - - - - - GCCGAC TGGT AGGCGT T AGT AA - AGC T T T T AGAAAAAAAAGAC TGT T ACAAA - - - - T A T AGC T T A T A TGCAAAGT T AC T C - - - - - - - - - - - - AAGAA T AG
CCCCAGT TGCCGCAA T CGAC - - - - - - - - - - - - - A T T T T T C T T CAA T A T CA TGT AA TGAAGT CCGT A T A T T T T T T T T A T T T AACC TGT T AAA TGC T AGGCG - - - - - - - - - - ACCGAC TGT T AGGCGT T AGT AA T AGC T C T C T AGAAAAAAAGAC TGT T ACAA T - - A T CCACCA T CAC TGA TGAAGA T ACA - - - - - - GT A T CCAAC T T TGAA
T T T AA T T - - - - - - - ACC T AA T T T AAAAAAA T T - AAGTGAAA - - - - - - - - T TGT AA TGAAGT CCGT A T A T T T T T T T T A T T T T ACCCGT T AAA TGC T AGGCG - - - - - - - - - - ACCGAC TGT T AGGCGT T AGT AA T AGC T C T C T AGAAAAAAAGAC TGT T ACAAA - - A T T T T A T C T T A T T TGT AAA T A T A T AAA T T AAAAGACAAA T AGGA T A
CCA TGA T A T T AGGAAA T T AGCAG - - - - - - - - - - GGA T AAC T TGGGT CCGT TGT AA TGAAGT CCGT A T A T T T T T T T T A T T T AACC TGT T AAA TGC T AGGCG - - - - - - - - - - GCCGAC TGT T AGGCGT T AGT AA - AGC T T T T AGAAAAAAAAGAC TGT T ACA - - - - - - - CCGT A T AGCCAACAA T AG - - - - - - - - - - - - - - - - - ACAACAA T
- - - - - - - - - - - AGAGAGTGACAGTG - - - - - - - - - - - - - - - - - - AGAGAAC TGT AA TGAAGT CCGT A T A T T T T T T T T A T T T T ACCCGT T AAA TGC T AGGCG - - - - - - - - - - GCCGAC TGT T AGGCGT T AGT AA T AGC T C T C T AGAAAAAAAGAC TGT T ACA - - - - - - - GAAC T A T ACC T AA T AAAA - - - - - - - - - - - - - A T A T A T AAAA T A
T T T AGT T T C T A TGT AGT T A T CC T T CGACA T T AAAAGACGC T AA T AAAGGT TGT AA TGAAGT CCGT A T A T T T T T T T T A T T T AACC TGT T AAA TGC T AGGCG - - - - - - - - - - ACCGAC TGT T AGGCGT T AGT AA T AGC T C T C T AGAAAAAAAGAC TGT T ACAAGT T AA T T TGT C T T A T T AAAAACAAAA T A T A T T AGT TGC T CAACGTGAGA
T T T TGT T C T AAGCAAAA TGT CA - - - - - - - - - - - - - - - AAAGT TGA T A T A T TGT AA TGAAGT CCGT A T A - T T T T T T T A T T T T ACCCGT T AAA TGC T AGGCG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACA T C T AACACAGAGAAA - - - - - - - - - - T T AACA T CCGT T AA T
T T T AGT T T T CCAAAAGT TGA T T T AAAGAAGT T A T AAAGTGGGGC T T ACA T TGT AA TGAAGT CCGT A T A T T T T T T T T A T T T AACC TGT T AAA TGC T AGGCG - - - - - - - - - - ACCGAC TGT T AGGCGT T AGT AA T AGC T C T C T AGAAAAAAAGAC TGT T ACAAC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CGA T AGCCAACACC
A T T AACAACGAGAAAAC T T T CC TGGA - - - - - - - TGAAC TGGA TGGCA T A T TGT AA TGAAGT CCGT A T A T T T T T T T T A T T T AACC TGT T AAA TGC T AGGCG - - - - - - - - - - ACCGAC TGT T AGGCGT T AGT AA T AGC T C T C T AGAAAAAAAGAC TGT T ACAA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - T TGCCAAGA TGT A - - - - - - - - - - - - - - AA TGT T A T TGGGAGCAGTGT AA TGAAGT CCGT A T A T T T T T T T T A T T T T ACCCGT T AAA TGC T AGGCG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T CCAAGT ACCAACAGAA TGA T T T - - - - - - - - - A T T TGTGAGA T A TGA T T C TGT AA TGAAGT CCGT A T A T T T T T T T T A T T T AACC TGT T AAA TGC T AGGCG - - - - - - - - - - ACCGAC TGT T AGGCGT T AGT AA T AGC T C T C T AGAAAAAAAGAC T C T T ACAA T TG - - AGCGAA T AAGA T C T AGT AGT A T A T A - - - - - - - - - - - - - - - - - - -
- - - - - - - T CCCACCAAA T AACCAGT AA - - - - - - - - - - - - - - - - - - - - - AC TGT AA TGAAGT CCGT A T A T T T T T T T T A T T T AACC TGT T AAA TGC T AGGCG - - - - - - - - - - ACCGAC TGT T AGGCGT T AGT AA T AGC T C T C T AGGAAAAAAGAC TGT T ACACC - - AAGT TGCC T TGC TGGGGC T AG - - - - - - - - - A T TGGT T T A T CGA T A T
A T A T TGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAAGAGTGAAA T AA TGT AA TGAAGT CCGT A T A T T T T T T T T A T T T T ACCCGT T AAA TGC T AGGCG - - - - - - - - - - ACCGAC TG - T AGGCGT T AGT AA T AGC T C T C T AGAAAAAAAGAC TGT T ACAA T - - A T T T AA T T A T AAAAA T A TGT AGA T A TG - - - AGT AC T T T AC TGT AAA
- T T CCA T T ACAAAAA T ACAAC T T TGA - - - T T T - GACAC T C TGT AAAACAC TGT AA TGAAGT CCGT A T A T T T T T T T T A T T T T ACCCGT T AAA TGC T AGGCG - - - - - - - - - - ACCGAC TGT T AGGCGT TGGT AA T AGC T C T C T AGAAAAAAAGAC TGT T ACAA - - - - - T A TGT T T T T T AAAAAA TGC T A T A T A - - - - C T CACAAAA T T T CA T
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TE: ltr_1_family_903.fasta.b.bed_uf.bed_g_2.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: 7253bp; fragments: 3113; full length: 1 (>=6527.7bp)
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No TE domain detected

After TEtrimmer 7253 bp
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TE: ltr_1_family_903.fasta.b.bed_uf.bed_g_2.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_se.fa

 size: 7554bp; fragments: 3121; full length: 1 (>=6798.6bp)
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No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries
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TE: ltr_1_family_903
 size: 6956bp; fragments: 9712; full length: 0 (>=6260.4bp)
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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 1000 2000 3000 4000 5000 6000 7000
0

1000

2000

3000

4000

5000

6000


