
Start crop Point End crop Point

MSA length = 1399
- - - - - - - - - - - - - - - - - - - - - - - - - C T T T AC T C T ACGT AAA T AA T AGT AGCACAGC T T AC T CAA T AGACAGC T AGT CAAC T CACGACGA T T T ACA TGGAA - - - - - - - - - - A T T AGCGGAGT TGAC T AGC TGT C T A T T T AGT AAGC TGTGA T AGT AGTGGCGT T CGGC - - - - - - - - - ACGT CGAAGAGT T CGGAGT TGGAGAGAGA T T C TG
AAAAAAACGC T AGA T C T AGCGGGACGC T AAGTGCAACAGTGT AC T T A T AGCACAGC T T AC T CAACAGACAGC T AGT CAAC T CACGACGA T T T ACA TGGAA - - - - - - - - - - A T T AGCAGAGT TGAC T AGC TGT C T A T TGAGT AAGC TGTGC T T A T AGT AA T A T T ACACA T - AA T CA T - - A T CAAACGA T TGAGAGACAC TGAGAAGT T C - -
GGGGGAGTGGT ACA T CACCGAGGACACCCAG - - - - - - - - - - - - - - - - - ACCACAGC T T AC T CAA T AGACAGC T AGT CAAC T CACGACGA T T T ACA TGGAA - - - - - - - - - - A T T AGCAGAGC TGAC T AGC TGT C T A T TGAGT AAGT TGTGCCCAGAC - - - - - - - - - - - - - - - - - - - - A TGT AGACA T A T C TGAAAGAAC T T CGC TGCC T - -
AAGAAGGACGGA T AGCAGA TGT AC - - - - - - - - CACAAAACAGCA TGGT ACCACAGC T T AC T CAA T AGA T AGC T AGT CAAC T CACGACGA T T T ACA TGGAA - - - - - - - - - - A T T AGCAGAGT TGAC T AGC TGT C T A T TGAGT AAGC TGTGA TGGT ACCGA - A T T AAGA - - T AA T AA T ACA T AAGGAAA T T AGCAGGGA T AA T T TGGGCCCA
AA T AAA T T AGT AGT CCAGAAGTGT CC T C T AGT CAC TGT AAGTGGTGGT ACCACAGC T T AC T CAA T AGACAGC T AGT CAAC T CACGACGA T T T ACA TGGAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GC T - - - - - - - - - - - - - GCA T T AAAAGT T ACAAAA T T A T AGTG - - - - - - - -
AGT AG - - - - - - AAACCACGAAAAACC T C T T A T ACA T T TGCA T AGT AA T AGCACAGC T T AC T CAA T AGACAGC T AGT CAAC T CACGACGA T T T ACA TGGAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T - - - - - - - - - - - - - - - - - - - - - - - - T T TGCGA T T A TGGCG - - - - - - - -
GT AAA T T T TGGAG - - - - - - - - - - - - - - - - - - - - - - - - - - - AA TGT T C T A TGACAGC T T AC T CAA T AGACAGC T AGT CAAC T CACAACGA T T T ACA TGGAA - - - - - - - - - - A T T AGCAGAGT TGAC T AGC TGT C T A T TGAGT AAGC TGTGGT T C T A T TGA T T T T T TGCC T T AA T CA T - - - - - - - - - - - C T AGAGA T AAGT A TGT TGGT C T A
AAAGA T TGT AGACAA T AA T AGCAACCA T CAA T T T A T CAACA T AC T T AAA T CACAGC T T AC T CAA T AGACAGC T AGT CAAC T CACGACGA T T T ACGTGGAA - - - - - - - - - - A T T AC T AGAGT TGAC T AGC TGT C T A T TGAGT AAGC TGTGC T T AAA T TGA T A T T CAA T A T T AA T CA T ACA T CAA T AGA T T AACAGCAAA T ACC T AAA T C - A
AAGAAAGGGGGACACAA T AGA T C T - - - - - - - - - - - - - - - - GT AA T AA T AACACAGC T T AC T CAA T AGACAGC T AGT CAAC T CACGACGA T T T ACA TGGAA - - - - - - - - - - A T T AGCAGAGT TGAC T AGC TGT C T A T TGAGT AAGC TGTGGT A T TGT TGA TGT ACGGT A T T AA T CA T - - A T TGACAAAC TGGAAAGTGCCGTGCAGTGC T A
AAAAACA T CGT AAA T T AAA TGAGGA T A T T T A TGT A TGAGAAGAA TGT T AGCA T AGC T T AC T CAA T AGACAGC T AGT CAAC T CACGACGA T T T ACA TGGAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C T T T CAAAGT T AACGC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A
AAGA T A T T TGGAA T CGAAAAA T AA - - - - - - - - T CAA T ACCA T CGT A T T A T CACAGC T T AC T CAA T AGACAGC T AGT CAAC T CACGACGA T T T ACA TGGAA - - - - - - - - - - A T T AGCAGAGT TGAC T AGC TGT C T A - TGAGT AAGC TGTGGT A T T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -





0 200 400 600 800 1000 1200

0
5

10
15

20
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 size: 1399bp; fragments: 24227; full length: 74 (>=1259.1bp)
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After TEtrimmer 1399 bp
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TE: rnd_1_family_567.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: 1705bp; fragments: 24227; full length: 0 (>=1534.5bp)
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TE: rnd_1_family_567

 size: 230bp; fragments: 969; full length: 536 (>=207bp)
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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