
Start crop Point End crop Point

MSA length = 6827
C T T C - - - - - - - - - - - - - - - - - - CAA T C T ACAA T C T ACAA T C T ACAGGG - - - - - - - - - - GT C T C T T AAGAGT CCA T T T CAC TGGT CCGAAAAAGT AGCAAA - - - - - - - - - - TGAGACCGACCCGAGCAGTGCAGCGT AAA TGGAC T C T T AAGAA TG - - - C TGGACAAA T TGC TGTGAAC T T A T AAAACACACAA T T AAAA TGC T TGCAC T T
T T - - - AA T CA T CGT A T T CCAGGA T A T CC TGGT T T T C T AA T T T A T CGT T AA TGA T TGT T T T T T C T T AAGAGT CCA T T T CAC TGGT CCGAAAAAGT AGCAAA - - - - - - - - - - TGAGACCGACCCGAGCAGTGCAGCGT AAA TGGAC T C T T AAG - - - - - - - - T T CAGAGGTGCA T CCAGAC T T T T TGGT T T A T CAA - - AA T ACA T T T TGA T T C
T T T CAAA T AAA TGA T CA T CAAAA TGCAC T TGGC TGC TGAC TGC TGACAA - - - - - - - - - ACCC T T T AAGAGT CCA T T T CAC TGGT CCGGAAAAGT AGCAAA - - - - - - - - - - TGAGACCGACCCGAGCAGTGCAGCC T AAA TGGAC T C T T AAG - - - - T AACCCGACAAGCGTGT T T TGA T TGA T T TGA T T T CAAC T T A T T T TGT T T T - - - - -
T T - - - - A T TGGCGAGCAGC T A - T T A T AAAA T C T T CCAAGA T T A TG - - - - - TGT T AAGTGT AC T T T AAGAGT CCA T T T CAC TGGT CCGAAAAAGT AGCAAA - - - - - - - - - - TGAGACCGACCCGAGCAGTGCAGCGT AAA TGGAC T C T T AAGGACA T AAC T T C TGGAGT A T A TGT AGGT T CGT T T AGT T AA T A T T T AACA T T A T T T AGAGT
A T AACAGTGGGCAAACAA TGCAAAA TGT A T AC T T CCAAGAAA T T AAGT - GTGT T T A T T ACAAC T T AAGAGT CCA T T T CAC TGGT CCGAAAAAGT AGCAAA - - - - - - - - - - TGAGACCGACCCGAGCAGTGCAGCGT AAA TGGAC T C T T AAGAA T A - - - - T T T T AAGTGGA T TGT AAGT T A T TGA TGT TGCGGA T T AGT AAA T T T T A T A T T
T TGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGAGACCGACCCGAGCAGTGCAGCGT AAA TGGAC T C T TGAC - - - - T AA - - - - - GAGGTGCA T ACAAA TGCGTGGT CAAACGCA - - AA T A T AC T TGAAA T C
T T ACAAA T AAGCGAA T A T C T AAGT ACGCAGAGT T CCAAGT AAA TGA T C - - TGT T T A TG - TGAC T T AAGAGT CCA T T T CAC TGGT CCGAAAAAGT AGCAAA - - - - - - - - - - TGAGACCGACCCGAGCAGTGCAGCGT AAA TGGAC T C T T A - - AA T A T AAC T AC TGAC T TGGAAA T CGAC T C T A T T CACGA - - - - - - GA T A T CA T T TGGCC T
T AAC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGAGACCGACCCGAGCAGTGCAGCGT AAA TGGAC T C T T AA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AA T C T T AA T T - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - A T ACA T T T T AC T TGA T T T A T T AAGAA - - - - - - - - TGT T A T T AAGAGT T CA T T T CAC TGGT CCGAAAAAGT AGCAAA - - - - - - - - - - TGAGACCGACCCGAGCAGTGCAGCGT AAA TGGAC T C T T AAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGT CCA T T T C - - - - -
T T CCAAGTGGTGGGAGAGCGAAACACCCGC TGT ACCCGACCCC TGAGAAA - - - - - - - - - AC T C T T AAGAGT CCA T T T CAC TGGT CCGAAAAAGT AGCAAA - - - - - - - - - - TGAGACCGACCCGAGCAGTGCAGCGT AAA TGGAC T C T T AA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGT CGT AC T T ACCA T
C T T AACGT AGGCGA T T T CC T T A T T A T T T C T AGT AGT AAAGT CC T AA T T AA TGT T T A T T T T AGA T T AAGAGT CCA T T T CAC TGGT CCGAAAAAGT AGCAAA - - - - - - - - - - TGAGACCGACCCGAGCAGTGCAGCGT AAA TGGAC T C T T AAGAA T A T AAA T AACAAAGT A T T TGT AAA T A T ACA TGT T ACAAAC T TGAGT T AA T T T AAGT A





0 1000 2000 3000 4000 5000 6000

0
5

10
15

20
25

TE: rnd_5_family_8965.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: 6827bp; fragments: 14231; full length: 5 (>=6144.3bp)
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TE: rnd_5_family_8965.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_se.fa
 size: 7128bp; fragments: 14178; full length: 3 (>=6415.2bp)
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TE: rnd_5_family_8965
 size: 4097bp; fragments: 21763; full length: 15 (>=3687.3bp)
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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