Start crop Point End crop Point

1 MSA length = 4826 1

TCHCBAART A T ACCCTTGATTATGTATAAATAGATGTACAATGAGGGCTTAGTACAAGCCCGT ===~~~ - - - AGCATCGACTTATACAGGCACATTGACTAACTATTAATATATAAACAAGGHTIEACEEATATEA TS TEH THE T TE BT TG A M- --------
TCTGITAIAG'T“ ACCCTTGATTATGTATAAATAGATGTACAATGAGGGCTTAGTACAAGCCCGT - ==~~~ - - - AGCATCGACTTATACAGGCACATTGACTAACTATTAATATATAAACAAGGHET - -GAACA- -
------------------------------------ ACCCTTGATTATGTATAAATAGATGTACAATGAGGGCTTAGTACAAGCCCGT----------AGCATJGACTTATACAGGCACATTGACTAACTATTAATATATAAACAAGGHT - -TGATHTT
TcTANEAREG AC.TIGATIA.TAIAAATAGATGTACAATGAGGGCTTAGTACAAGCCCGT ---------- AGCATCGACTTATACAGGCACATTGACTAACTATTAA—ATAIAA.AA TTGAA- - - -
- -BARATEAA ACCCTTGATTATGTATAAATAGATGTACAATGAGGGCTTAGTACAAGCCCGT - ==~~~ - - - AGCATCGACTTATACAGGCACATTGACTAACTATTAATATATAAACAAGGHETEENACRTNANTG- - - - - TcGfjcaTc
CI!A AABAA CCTTGATTATGTATAAATAGATGTACAATGAGGGCTTAGTACAAGCCCGT -~ - -~~~ - AGCATCGACTTATACAGGCACATTGACTAACTATTAATATATAAACAAGGG T TEIIGIGE - - - - - ABBTGTABACEE- - - - - - - - -
TC e m e s e e e e e e e o ABCCTTGATTATGTATAAATAGATGTACAATGAGGGCTTAGTACAAGCCCGT == === - = - - - AGCATCGACTTATACAGGCACATTGACTAACTATTAATATATAAACAAGGGT

- - TAIAAIAA-A ACCCTTGATTATGTATAAATAGATGTACAATGAGGGCTTAGTACAAGCCCGT = = = = = = = = = = = = oo e o e o o e e e e o e oo e oo e e e e e e e e e e e e oo o -
-------------------- ACCCTTGATTATGTATAAATAGATGTACAATGAGGGCTTAGTACAAGCCCGT----------AfJCATCGACTTATACAGGCACATTGACTAACTATTAATATATAAACAAGGGT
- -BATAGTEC ACCCTTGATTATGTATAAATAGATGTACAATGAGGGCTTAGTACAAGCCCGT - ===~~~ - - AGCATCGACTTATACAGGCACATTGACTAACTATTAATATATAAACAAGGGT
CCTGIAA TA ABCCTTGATTATGTATAAATAGATGTACAATGAGGGCTTAGTACAAGCCCGT - - - - - - - - - - AGCATCGACTTATACAGGCACATTGACTAACTATTAATATATAAACAAGGGT
ACCCTTGATTATGTATAAATAGATGTACAATGAGGGCTTAGTACAAGCCCGT ===~~~ - - - AGCATCGACTTATACAGGCACATTGACTAACTATTAATATATAAACAAGGGT
ABICCTTGATTATGTATAAATAGATGTACAATGAGGGCTTAGTACAAGCCCGT - === -~ - - - AGCATCGACTTATACAGGCACATTGACTAACTABTAATATATAAACAAGGGT
AICCTTGATTATGTATAAATAGATGTACAATGAGGGCTTAGTACAAGCCCGT ---------- AGCATCGACTTATACAGGCACATTGACTAACTATTAATATATAAACAAGGGT
ACCCTTGATTATGTATAAATAGATGTACAATGAGGGCTTAGTACAAGCCCGT ===~~~ - - - AGCATCGACTTATACAGGCACATTGACTAACTATTAATATATAAACAAGGGT
ACCCTTGATTATGTATAAATAGATGTACAATGAGGGCTTAGTACAAGCCCGT - ==~~~ - - - AGCATCGACTTATACAGGCACATTGACTAACTATTAATATATAAACAAGGGT
ACCCTTGATTATGTATAAATAGATGTACAATGAGGGCTTAGTACAAGCCCGT - ==~~~ - - - AGCATCGACTTATACAGGCACATTGACTAACTATTAATATATAAACAAGGT
ACCCTTGATTATGTATAAATAGATGTACAATGAGGGCTTAGTACAAGCCCGT - ==~~~ - - - AGCATCGACTTATACAGGCACATTGACTAACTATTAATATATAAACAAGGGT
ACCCTTGATTATGTATAAATAGATGTACAATGAGGGCTTAGTACAAGCCCGT - ==~~~ - - - AGCATCGACTTATACAGGCACATTGACTAACTATTAATATATAAACAAGGT
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).bed _uf.bed g 2.bed fm_1.bed 0 O bcIn.fa_aln.fa cl.fa_gs.fa ce.i After TEtrimmer 4826 bp

size: 4826bp; fragments: 58388; full length: 44 (>=4343.4bp)
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fasta.b.bed uf.bed g 2.bed fm_1.bed O O bcin.fa_aln.fa_cl.fa_gs.

divergence to consensus (%)

size: 5126bp; fragments: 58388; full length: 39 (>=4613.4bp)
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divergence to consensus (%)

TE: rnd_1 family 642

size: 1912bp; fragments: 677; full length: 132 (>=1720.8bp)
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After TEtrimmer ORF and PFAM domain plot
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Before TEtrimmer ORF and PFAM domain plot
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TE consensus before TEtrimmer (bp)

Dotplot

(windowsize = 25, threshold = 50.00 09/10/25)
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