
Start crop Point End crop Point

MSA length = 6689
GGAC TGT A T T AA T T A T T T T A T CAA T C T AAA T T AAGT A T T T T AA TGGT CGT TGT TGGGT T T T TGAAAGCCGT ACGACGCGCGACGT ACGA TGCGT ACAAGG - - - - - - - - - - GT AGC TGT A T A T AGAAAGT AAACA T CA T TGAAAAAACAGC T CCAGGA - CAGGC T A T C T TGA T C TG - - - - - C T AC T T T T CACACGT ACAC T A - - - - - - - - -
GGAC TGT A T T AA T T A T T T T A T CAA T C T AAA T T AAGT A T T T T AA TGGT CGT TGT TGGGT T T T TGAAAGCCGT ACGACGCGCGACGT ACGA TGCGT ACAAGG - - - - - - - - - - GT AGC TGT A T A T AGAAAGT AAACA T CA T TGAAAAAACAGC T CCAGGA - CAGGC T A T C T TGA T C TG - - - - - C T AC T T T T CACACGT ACAC T A - - - - - - - - -
- GGGGT AA T - - - - - - AC T T T T AAAA T - - - - - - - - - - - - - T C T A T AAC T AC TGT TGGGT T T T TGAAAGCCGT ACGACGCGCGACGT ACGA TGCGT ACAAGG - - - - - - - - - - GT AGCCGT A T A T AGAAAGT AAACA T CA T TGAAAAAGACGC T CCAAAAACACGT T AA T A T AGT T - - CAAC T T T C T A T T CAA TGTGT ACA T AA - - - - - - - - -
- GGGGT AA T - - - - - - AC T T T T AAAA T - - - - - - - - - - - - - T C T A T AAC T AC TGT TGGGT T T T TGAAAGCCGT ACGACGCGCGACGT ACGA TGCGT ACAAGG - - - - - - - - - - GT AGCCGT A T A T AGAAAGT AAACA T CA T TGAAAAAGACGC T CCAAAAACACGT T AA T A T AGT T - - CAAC T T T C T A T T CAA TGTGT ACA T AA - - - - - - - - -
- - - AC TGCAAAAA T ACC T CC TGACA T T AAA T AAC T AA T AAGAACAAGT AC TGT TGGGT T T T TGAAAGCCGT ACGACGCGCGACGTGCGA TGCGT ACAAGG - - - - - - - - - - GT AGCCGT A T AAAGAAAGT AAACA T CA T TGAAAAAGACGC T CCAA - - - - - - - - - - - - - - - - - - - - - - - - - A T T CC T T TGACACGT ACA T AGACAGC TGT C
AACAC TGCAAAAA T ACC T CC TGACA T T AAA T AAC T AA T AAGAACAAGT AC TGT TGGGT T T T TGAAAGCCGT ACGACGCGCGACGTGCGA TGCGT ACAAGG - - - - - - - - - - GT AGCCGT A T AAAGAAAGT AAACA T CA T TGAAAAAGACGC T CCAA - - - - - - - - - - - - - - - - - - - - - - - - - A T T CC T T TGACACGT ACA T AGACAGC TGT C
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A TGA T A T TGT TGGGT T T T TGAAAGCCGT ACGACGCGCGACGTGCGA TGCGT ACAAGG - - - - - - - - - - GT AGCCGT A T A T AGAAAGT AAACA T CA T TGAAAAAGACGC T CCAGAGA - - - - - - AAAAAAA T ACGT AA - - - - AAAA T T T A T AA T CA TGAAACAGGAAA TG
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A TGA T A T TGT TGGGT T T T TGAAAGCCGT ACGACGCGCGACGTGCGA TGCGT ACAAGG - - - - - - - - - - GT AGCCGT A T A T AGAAAGT AAACA T CA T TGAAAAAGACGC T CCAGAGA - - - - - - AAAAAAA T ACGT AA - - - - AAAA T T T A T AA T CA TGAAACAGGAAA TG
A TGA T T AC T CAGA T AA T T C T TGAA T TGGAAAAGAGA - - - CGT AC TGT A T C TGT TGGGT T T T TGAAAGCCGT ACGACGCGCGACGTGCGA TGCGT ACAAGG - - - - - - - - - - GT AGCCGT A T A T AGAAAGT AAACA T CA T TGAAAAAGACGC T CCGG - - - - - - - - - C TGACA T T T T - - - - - - C T T TGT T T AAGA T CA T T A T CA - - - - - - - - -
A TGA T T AC T CAGA T AA T T C T TGAA T TGGAAAAGAGA - - - CGT AC TGT A T C TGT TGGGT T T T TGAAAGCCGT ACGACGCGCGACGTGCGA TGCGT ACAAGG - - - - - - - - - - GT AGCCGT A T A T AGAAAGT AAACA T CA T TGAAAAAGACGC T CCGG - - - - - - - - - C TGACA T T T T - - - - - - C T T TGT T T AAGA T CA T T A T CA - - - - - - - - -
GCGAA T AGGAAGA - - AA TGT TGCAAACAC - CAAGCG - - - - - - A TGA T CA T TGT TGGGT T T T TGAAAGCCGT ACGACGCGCGACGTGCGA TGCGT ACAAGG - - - - - - - - - - GT AGCCGT A T A T AGAAAGT AAACA T CA T TGAAAAAGACGC T CCAAAAACACGT CACAGAAA T T CACAG - - ACCCA T A T AAAAAC T AC - - AAGA T AACCCA
GCGAA T AGGAAGA - - AA TGT TGCAAACAC - CAAGCG - - - - - - A TGA T CA T TGT TGGGT T T T TGAAAGCCGT ACGACGCGCGACGTGCGA TGCGT ACAAGG - - - - - - - - - - GT AGCCGT A T A T AGAAAGT AAACA T CA T TGAAAAAGACGC T CCAAAAACACGT CACAGAAA T T CACAG - - ACCCA T A T AAAAAC T AC - - AAGA T AACCCA
- - - - - - - - - - - - - - - - - - - - - - - - A T A TG - - - - - - - - - - T AGA T AA TGGT TGT TGGGT T T T TGAAAGCCGT ACGACGCGCGACGTGCGA TGCGT ACAAGG - - - - - - - - - - GT AGCCGT A T A T AGAAAGT AAACA T CA T TGAAAAAGACGC T CCAA - - - - - - - - - T T CACA T T T C - - - - - - AA T A T T T T T A T AGA T A T ACAGGT TGTGT CA
TGAGA T T T T CAC T AA T T T T ACAAAA T A TG - - - - - - - - - - T AGA T AA TGGT TGT TGGGT T T T TGAAAGCCGT ACGACGCGCGACGTGCGA TGCGT ACAAGG - - - - - - - - - - GT AGCCGT A T A T AGAAAGT AAACA T CA T TGAAAAAGACGC T CCAA - - - - - - - - - T T CACA T T T C - - - - - - AA T A T T T T T A T AGA T A T ACAGGT TGTGT CA
AAAGACAA TGGAACCGT T T C T AA T T A T A T A T T A T AA - - AA T AGTGT A T A T TGT TGGGT T T T TGAAAGCCGT ACGACGCGCGACGTGCGA TGCGT ACAAGG - - - - - - - - - - GT AGC TGT A T A T AGAAAGT AAACA T CA T TGAAAAAGACGC T CCA T - - - - - - - - - - - - - - - - - - - - - - - T T A T A T T CAGCAGAC T T AGACAGCAGA T AAAA
AAAGACAA TGGAACCGT T T C T AA T T A T A T A T T A T AA - - AA T AGTGT A T A T TGT TGGGT T T T TGAAAGCCGT ACGACGCGCGACGTGCGA TGCGT ACAAGG - - - - - - - - - - GT AGC TGT A T A T AGAAAGT AAACA T CA T TGAAAAAGACGC T CCA T - - - - - - - - - - - - - - - - - - - - - - - T T A T A T T CAGCAGAC T T AGACAGCAGA T AAAA
GAGAGT ACAAAAA T AAACC T TGC T TGCA TGTGGACAGT T T T CAACAACAGTGT TGGGT T T T TGAAAGCCGT ACGACGCGCGACGTGCGA TGCGT ACAAGG - - - - - - - - - - GT AGC TGT A T A T AGAAAGT AAACA T CA T TGAAAAAGACGC T CCAA - - - - - - - - - - - - - GAA T T TGCAG - - - - - - A T T T AGGAA T T A T - - AGCACCAAA - -
GAGAGT ACAAAAA T AAACC T TGC T TGCA TGTGGACAGT T T T CAACAACAGTGT TGGGT T T T TGAAAGCCGT ACGACGCGCGACGTGCGA TGCGT ACAAGG - - - - - - - - - - GT AGC TGT A T A T AGAAAGT AAACA T CA T TGAAAAAGACGC T CCAA - - - - - - - - - - - - - GAA T T TGCAG - - - - - - A T T T AGGAA T T A T - - AGCACCAAA - -
- - - - - - - - - - - - - - - - - - - - T T AGGT AC T A T T AA T - - - - C T AAGT A T ACC TGT TGGGT T T T TGAAAGCCGT A - - - - - - - CGACGT ACGA TGCGT ACAAGG - - - - - - - - - - GT AGC TGT A T A T AAAAGGT AAACA T CA T TGAAAAAGACGC T CCAA - - - - - - - - - T ACC T AA T AC - - - - T T C T A T T AAGGACGT T CAAACAAAA T AAACCG
- - - - - - - - - - - - - - - - - - - - T T AGGT AC T A T T AA T - - - - C T AAGT A T ACC TGT TGGGT T T T TGAAAGCCGT A - - - - - - - CGACGT ACGA TGCGT ACAAGG - - - - - - - - - - GT AGC TGT A T A T AAAAGGT AAACA T CA T TGAAAAAGACGC T CCAA - - - - - - - - - T ACC T AA T AC - - - - T T C T A T T AAGGACGT T CAAACAAAA T AAACCG
- - - - - - - - - - - - - - - - - - T T TGT AA T AA T T T CA - - - - - - T T T AA TGACA T TGT TGGGT T T T TGAAAGCCGT A - - - - - - - CGACGT ACGA TGCGT ACAAGG - - - - - - - - - - GT AGC TGT A T A T AAAAGGT AAACA T CA T TGAAAAAGACGC T CCAG - - - - - - - - - ACA T T CA T T - - - - - - - T A T CGAA T T T T AAC T ACAGAGCAGAC T CCC
- - - - - - - - - - - - - - - - - - T T TGT AA T AA T T T CA - - - - - - T T T AA TGACA T TGT TGGGT T T T TGAAAGCCGT A - - - - - - - CGACGT ACGA TGCGT ACAAGG - - - - - - - - - - GT AGC TGT A T A T AAAAGGT AAACA T CA T TGAAAAAGACGC T CCAG - - - - - - - - - ACA T T CA T T - - - - - - - T A T CGAA T T T T AAC T ACAGAGCAGAC T CCC
- - - - - - - - - - - - - - - A T T A T T AAC T T T TGGT T AAGAA T A T AAAA T A T T A T TGT TGGGT T T T TGAAAGCCGT A - - - - - - - CGACGT ACGA TGCGT ACAAGG - - - - - - - - - - GT AGC TGT A T A T AAAAGGT AAACA T CA T TGAAAAAGACGC T CCAA - - - - - - - - - - - - - - - - - - - - - - - - - C T T T T TGCAACAGA T A T A T AA T T CGACA T T
- - - - - - - - - - - - - - - A T T A T T AAC T T T TGGT T AAGAA T A T AAAA T A T T A T TGT TGGGT T T T TGAAAGCCGT A - - - - - - - CGACGT ACGA TGCGT ACAAGG - - - - - - - - - - GT AGC TGT A T A T AAAAGGT AAACA T CA T TGAAAAAGACGC T CCAA - - - - - - - - - - - - - - - - - - - - - - - - - C T T T T TGCAACAGA T A T A T AA T T CGACA T T
T AAGGCAACAAAA - - A T C T T T AAAC T C T AGCCAA T T - - - ACCA T A T TGT C TGT TGGGT T T T TGAAAGCCGT A - - - - - - - CGACGT ACGA TGCGT ACAAGG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT AGC TGT A T A T AAAAGGT AAACA T CA T TGAAAAAGACGC T CCAA - - - - - - GT T CA T A T AAGT CA - - - - - GACCA T A T TGGT C T CA T ACAA T ACGTGT T A
- - - - - - - - - - - - - - - GT T TGTGAACC TGAACCA T AA - - - T AGGT T A T T CC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
GCA TGAGA TGAAG - - A T T T T T A T AAC TGT C T CAGACA T ACCC T T T A T TGT TGT TGGGT T T T TGAAAGCCGT A - - - - - - - CGACGT ACGA TGCGT ACAAGG - - - - - - - - - - GT AGC TGT A T A T AAAAGGT AAACA T CA T TGAAAAAGACGC T CCAAG - - - - - - - T C T AA T AA T T - - - - - - - C T C T AA T T T AAGGT T T TGCAC - - - - - - - - -
GCA TGAGA TGAAG - - A T T T T T A T AAC TGT C T CAGACA T ACCC T T T A T TGT TGT TGGGT T T T TGAAAGCCGT A - - - - - - - CGACGT ACGA TGCGT ACAAGG - - - - - - - - - - GT AGC TGT A T A T AAAAGGT AAACA T CA T TGAAAAAGACGC T CCAAG - - - - - - - T C T AA T AA T T - - - - - - - C T C T AA T T T AAGGT T T TGCAC - - - - - - - - -
GGAAG - - - - - - - - - - T C T T CCGAAGT AAC - - - - - - - - - - GCCA T TGA TGGTGT TGGGT T T T TGAAAGCCGT A - - - - - - - CGACGT ACGT TGCGT ACAAGG - - - - - - - - - - GT AGC TGT A T A T AAAAGGT AAACA T CA T TGAAAAAGACGC T CCAG - - - - - - - - - A TGGT AA T T - - - - - - - C T AC T T T TGGT A T T T ACA T AG - AGA T T C TG
GGAAG - - - - - - - - - - T C T T CCGAAGT AAC - - - - - - - - - - GCCA T TGA TGGTGT TGGGT T T T TGAAAGCCGT A - - - - - - - CGACGT ACGT TGCGT ACAAGG - - - - - - - - - - GT AGC TGT A T A T AAAAGGT AAACA T CA T TGAAAAAGACGC T CCAG - - - - - - - - - A TGGT AA T T - - - - - - - C T AC T T T TGGT A T T T ACA T AG - AGA T T C TG
AAAGGT AA T T AAA - - T A T T T T CAA T T T AGT T AACAA - - - T A T AAGGT AGT TGT TGGGT T T T TGAAAGCCGT A - - - - - - - CGACGT ACGA TGCGT ACAAGG - - - - - - - - - - GT AGC TGT A T A T AAAAGGT AAACAACA T TGAAAAAGACGC T CCAGAAA - - - - - - AA TGT A T T T T - - - - - - A T A TGT T T TGT AA T AA T A T AC T T AAAAC T A
AAAGGT AA T T AAA - - T A T T T T CAA T T T AGT T AACAA - - - T A T AAGGT AGT TGT TGGGT T T T TGAAAGCCGT A - - - - - - - CGACGT ACGA TGCGT ACAAGG - - - - - - - - - - GT AGC TGT A T A T AAAAGGT AAACAACA T TGAAAAAGACGC T CCAGAAA - - - - - - AA TGT A T T T T - - - - - - A T A TGT T T TGT AA T AA T A T AC T T AAAAC T A
ACGAC TGC TGAAA TGTGC T C T AAAAGT AAA T AGA TG - - - - - - - - - - - GGT TGT TGGGT T T T TGAAAGCCGT A - - - - - - - CGACGT ACGA TGCGT ACAAGG - - - - - - - - - - GT AGC TGT A T A T AAAAGGT AAACA T CA T TGAAAAAGACGC T CCA T - - - - - - - - - T T T ACAA T T T - GAA T T T T T T T T C T T A TGT AAACA T AGTGT AAAAGA
ACGAC TGC TGAAA TGTGC T C T AAAAGT AAA T AGA TG - - - - - - - - - - - GGT TGT TGGGT T T T TGAAAGCCGT A - - - - - - - CGACGT ACGA TGCGT ACAAGG - - - - - - - - - - GT AGC TGT A T A T AAAAGGT AAACA T CA T TGAAAAAGACGC T CCA T - - - - - - - - - T T T ACAA T T T - GAA T T T T T T T T C T T A TGT AAACA T AGTGT AAAAGA
CAA T A TGAAGAAA - - GC T CA T AA T AGAAAA T CGA TG - - - AGCA T AGGGAGTGT TGGGT T T T TGAAAGCCGT A - - - - - - - CGACGT ACGA TGCGT ACAAGG - - - - - - - - - - GT AGC TGT A T A T AAAAGGT AAACA T CA T TGAAAAAGACGC T CCAG - - - - - - - - - AAAAGAAA T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
CAA T A TGAAGAAA - - GC T CA T AA T AGAAAA T CGA TG - - - AGCA T AGGGAGTGT TGGGT T T T TGAAAGCCGT A - - - - - - - CGACGT ACGA TGCGT ACAAGG - - - - - - - - - - GT AGC TGT A T A T AAAAGGT AAACA T CA T TGAAAAAGACGC T CCAG - - - - - - - - - AAAAGAAA T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
AAC TGT AA T AAA T T AA T C T C TGAAA T AGAA T T AC T T A T A T ACAAAA T AA T TGT TGGGT T T T TGAAAGCCGT A - - - - - - - CGACGT ACGA TGCGCACAAGG - - - - - - - - - - GT AGC TGT A T A T AAAAGGT AAACA T CA T TGAAAAAGACGC T CCAAAAAAAC - - - AAAAAAAC T TGCAA T T A T T TGGTGAACAGT T CCGCAA T T AC T AC TG
AAC TGT AA T AAA T T AA T C T C TGAAA T AGAA T T AC T T A T A T ACAAAA T AA T TGT TGGGT T T T TGAAAGCCGT A - - - - - - - CGACGT ACGA TGCGCACAAGG - - - - - - - - - - GT AGC TGT A T A T AAAAGGT AAACA T CA T TGAAAAAGACGC T CCAAAAAAAC - - - AAAAAAAC T TGCAA T T A T T TGGTGAACAGT T CCGCAA T T AC T AC TG
- - - - - - - - - - - - - - - - T T T CCAAGCCAAC T C TGACGA T AA T T A T T A T AAGTGT TGGGT T T T TGAAAGCCGT A - - - - - - - CGACGT ACGA TGCGT ACAAGG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT AGCCGT A T A T AAAAAGT AAACA T CA T TGAAAAAGA TGAA T AAA - - - - - - - - - AACGT AAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
GGAAGCAA T A - - - - - AC T T A T T AAA T T T TGT - - - - - - - - T T AA T AACGAC TGT TGGGT T T T TGAAAGCCGT A - - - - - - - CGACGT ACGA TGCGT ACAAGG - - - - - - - - - - GT AGC TGT A T A T AAAAGGT AAACAACA T TGAAAAAGACGC T CCAAA - - - - - - - - A T AA T AA T T TGCAA T T T T C T CA T CCAGAGC T ACAAAGGCAAC T T T T
GGAAGCAA T A - - - - - AC T T A T T AAA T T T TGT - - - - - - - - T T AA T AACGAC TGT TGGGT T T T TGAAAGCCGT A - - - - - - - CGACGT ACGA TGCGT ACAAGG - - - - - - - - - - GT AGC TGT A T A T AAAAGGT AAACAACA T TGAAAAAGACGC T CCAAA - - - - - - - - A T AA T AA T T TGCAA T T T T C T CA T CCAGAGC T ACAAAGGCAAC T T T T
TGAAC TGT T CAAA T - GC T CCCC T A T TGA T T T T ACAGACAGGT A TGT A TGGTGT TGGGT T T T TGAAAGCCGT A - - - - - - - CGACGT ACGA TGCGT ACAAGG - - - - - - - - - - GT AGC TGT A T A T AAAAGGT AAACA T CA T TGAAAAAGACGC T CCA T - - ACCCGT T TGAA T AA T T T - - - A T T A T C T A T T T T T AAA T T AAAAAA T T AAAACCG
TGAAC TGT T CAAA T - GC T CCCC T A T TGA T T T T ACAGACAGGT A TGT A TGGTGT TGGGT T T T TGAAAGCCGT A - - - - - - - CGACGT ACGA TGCGT ACAAGG - - - - - - - - - - GT AGC TGT A T A T AAAAGGT AAACA T CA T TGAAAAAGACGC T CCA T - - ACCCGT T TGAA T AA T T T - - - A T T A T C T A T T T T T AAA T T AAAAAA T T AAAACCG





0 1000 2000 3000 4000 5000 6000

0
5

10
15

20
TE: ltr_1_family_391.fasta.b.bed_uf.bed_g_1.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: 6689bp; fragments: 113; full length: 17 (>=6020.1bp)
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No TE domain detected

After TEtrimmer 6689 bp



0 1000 2000 3000 4000 5000 6000

0
5

10
15

20
TE: ltr_1_family_391.fasta.b.bed_uf.bed_g_1.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_se.fa

 size: 6989bp; fragments: 113; full length: 17 (>=6290.1bp)
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 size: 312bp; fragments: 62; full length: 46 (>=280.8bp)

TE consensus (bp)

di
ve

rg
en

ce
 to

 c
on

se
ns

us
 (

%
)

50 100 150 200 250 300

49
50

51
52

53
54

55
56

TE consensus genomic coverage plot (bp)

co
ve

ra
ge

 (
bp

)

0 50 100 150 200 250 300

0
50

10
0

15
0

20
0

25
0

30
0

TE consensus self dotplot (bp)

T
E

 c
on

se
ns

us
 s

el
f d

ot
pl

ot
 (

bp
)

0 50 100 150 200 250 300

TE consensus structure and protein hits (bp)

No TE domain detected

Before TEtrimmer 312 bp



0 1000 2000 3000 4000 5000 6000

ORF15

ORF14

ORF13

ORF3

ORF12

ORF11

ORF1

ORF10

ORF9

ORF8

ORF7

ORF2

ORF6

ORF5

ORF4

DUF1759 RVT_1

Peptidase_A17

Integrase_H2C2 DUF5641

After TEtrimmer ORF and PFAM domain plot
ORFs
PFAM domains



0 50 100 150 200 250 300

ORF1

Before TEtrimmer ORF and PFAM domain plot
ORFs
PFAM domains



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
0

312


