
Start crop Point End crop Point

MSA length = 1255
T A T AAAAA T AA T TGC T AA T CGCAACCAGT CGGA T TGAA T A T TGT T CC T TG - - - - - - - - TGT CAAAGA T T AAGAAA T T T AAACA T - - - - - - GCCGGCAAAA - - - - - - - - - - T AAAA T CGT T T C T T CGT CCC T C TGT CCGA T T T T A T T T T T T T T AA T C T T TGC T TGA T CAACCGAAAAAACGAGAAA T AA T C T AA T AGGA - - - - - - - AAAA T
T AAAAAAGAAAGT A T T AGT AACAAC T A T C T T AAGT AACAAC TGT T C T T AC T T T AGT AAAACCAAAGA T T AAAAAA T T T AAAGA T AAGACAGCCAGCAAAG - - - - - - - - - - T AAAA T CGT T T C T T CGT CCC T C TGT CC T A T C T T AAA T T T T C T AA T C T T TGGT - - - - - - - - - - AAAAAAC T A T A T T T AA T T AAA TGGAA T A T T T - - - - - AG
T A T AAA TGT AAAGGGTGGT CGCAAC T AA T C TG - T T AAA T T T T T T T T T T AC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C T A T A - - - - - - - - - - T AAAA T CGGT T C T T CGGCCC T A TGT CC T A T C T T AA T T T - - T T AA T C T T TGCG - - - - - - - - - - GAA - - - - - A T ACAGGA T C T T T TGAAA T A TGCAAAAAA T
AA T AA T AA T AGT AA T TGA TGAAAA T T T T T C TGT - - - - - - - - - - - - - - - - - - - - ACCAC T AGCAAAGA T T AAGAAA T T T AAAGA T AGGACAGCCGGCAAAA - - - - - - - - - - T AAAA T CGT T T C T T CGT CCC T C TGT CC T A T C T T AA T T T T T T T AA T T T T TGCCGGA T C - - - - AAAAAACGC - - - T CGAAC T CACA TGAGTGCGT AACAAAG
AAAAAGAAAAAAAAACAA T CA T AAA T T A T CGA T T T AAAAC T T T T T T T AA T T C T AC T AA T AGCAAAGA T T AA T AAA T T T AAAGA T AGGACAGCCGGT AAAA - - - - - - - - - - T AAAA T CA T T T T T T CGT CCGT C TGT CC T ACC T T CAAA T TGT T AA T C T T TGC T TGAA - - - - - - AAAAACACAGAAA T AA T CCAGTGGT TGT CAAAAAGCAA
GA T AAAGACAA T A T T CGG - - - - - - - - - - - - - - - - - - - - ACA T T T A T T T C T T T T A T T T C T AGCAAAGA T T AAGAAA T T T AAAGA T AGGACAGCCGGCAAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A TGA TGGACCAA TGGC T T C - - - - - - - - - - - - - - - - - - - - - - - - A TGA T T
T A TGGAAA T T AAAGA T T CCGT CGGCCACGT CGC - - - - - CGCC T C T C T TGC - - - - GT C T AGACAAAGA T T AAGAAA T T T AAAGA T AGGACAGCCGGCAAAA - - - - - - - - - - TGAAGT CGT T T C T T CGT T CC T C TGT T C T A T C T T AA T T T T T T T AA T C T T TGGT T AC T CAA T CAAAA TGAAAA T AAAAGA T CCAAAAAAA T T C T C T A T AGGG
CAAAAACAA T A TGT T CAG - - - - - - - - - - - - - - - - - - - - AC T C T AA T T T AC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CGT T T C T T CGT CCC T C TGT CC T T T C T T AA T T T T T T T AA T C T T TGT C TGA T CAACCAAAAGGC T T A T AACAAA T T CAAAAA T AAACA T AA T CAAA
T AAAAAAACAAGA T A T AAGGA T AA T A T A T A T A T T T A T AA T A T A T A T A T A T A T T AACAC T AGCAAAGAC T AAAAAA T T T AA TGA T AGGACAGCCAGCAAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AC - - - - - AGC T AA TGGA T AA T TGT ACAA TGCAGGAGAACA T T T AA T AAAA
AAAAAAAGAAAA - - - - - - CGAAAAC T CC T C T AA T T A - - - - - - - - T T T C T C T TG - C T AGAAGCAAAGA T T AA T AAA T T T AAAGGT AGAACAGC TGGGAAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T - - - - - - - - - - AGAAAAA T A TGCGAAA T T T AAC T AAA - - - - - - - - - - - -
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TE: rnd_5_family_5604.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: 1255bp; fragments: 713; full length: 14 (>=1129.5bp)
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TE consensus self dotplot (bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 1255 bp
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TE: rnd_5_family_5604.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: 1559bp; fragments: 687; full length: 0 (>=1403.1bp)

TE consensus (bp)
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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

After TEtrimmer Extended plot Blue lines are boundaries



0 200 400 600 800 1000 1200

0
5

10
15

20
TE: rnd_5_family_5604

 size: 1247bp; fragments: 726; full length: 15 (>=1122.3bp)
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TE consensus self dotplot (bp)
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Before TEtrimmer 1247 bp



Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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