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Start crop Point

1 MSA length = 858

GAATATTTCAITCATGTACAAAAAAT

GAATAJJTTCACTCATGTACAAAAAATCCCATATGAAGCGGGTAATTTTCG
---------- GAATATTTCACTCATGTACAAAAAATCCCATATGAAGCGGGTAATTTTCG
GAATATTTCACTCATGTACAAAAAATCCCATATGAAGGGGTAATTTTCG
GAATATTTCACTCATGTACAAAAAATCCCITAIGAAGCGGGTAATTTTCG
GAATATTTCACTCATGTACAAAAAITCCCATATGAAGI
GAATATTTCHCTCATGTACAAAAAATCCCATATGAAGCGGGTAATTTTCG
GAATATTTCACTCATGTAC-AAAAATCCCATTGAAACGGGTAATTTTCG
---------- GAATATTTCACTCATGTACAAAAAATCCCATATGAAACGGGTAATTTTCG
GAATATTTJACTCATGTACAAAAAATCCCATATGAAGGGGTAATTTTCG

GAATATTTCACTCATGTACAAAAAATCCCATATGAAGCGGGTAATTTTCG
GAATATTTCACTCATGTACAAAAAATCCCATATGAAGCGGGTAATTTTCG
GAATATTTIACTIATGTACAAAAAATICCATAIGAAGCGGGTAATTTTCG

CCATATGAAACGGGIAATTTTCG
GAATATTTCACTIATGTACAAAAAATCCCATATGAAGCGGGTAATTTTCG

AAAATTATCGGTAATTTTGATGIAC.iIGTAATTACTTCCGAAAATTTCA
TTRG

AAAATTATCGGTAATTTTGATGCAC
AAAATTATCGGTAATTTTGATGCACTTGGGTAATTACTTCCGAAAATGGCA

------------------------------------------------------------------------ AGTT
AAAATTATClGTAATTTTGATGCACTTGGGTAATTACTTCCGAAAATTTC AATT
AAAATTATCGGTAATTTTGATGCATTGGGTAATTACTTCCAAATTTCARBAATT

------------------------------------------------------------ AGRBAGTT
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.bed_uf.bed g 2.bed fm_1.bed 0 O bcIn.fa_aln.fa_cl.fa_gs.fa ce.f: After TEtrimmer 858 bp

size: 858bp; fragments: 3504; full length: 7 (>=772.2bp)
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fasta.b.bed uf.bed g 2.bed fm 1.bed O O bcin.fa_aln.fa _cl.fa_gs.f
size: 1163bp; fragments: 3248; full length: 0 (>=1046.7bp)
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divergence to consensus (%)
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TE: rnd_4 family 48
size: 525bp; fragments: 2732; full length: 85 (>=472.5bp)
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After TEtrimmer ORF and PFAM domain plot
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Dotplot

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