Start crop Point End crop Point

1 MSA length = 23809 1

———————————————————————————————————————————————————————————— TGTCTCATCCTCATCCCAACTGTTGTCGGTTGGTGGCCACGACGTTGAAGTGGTGGCCACGATATCCCTCTTGTTATACTAACTATTTATTTTTAGAACA
CTTCTTTTGCCTGTTGTCGGTTGGGTGCCACGGTGTTGAAGT CTCTCGCC - = = = = = = = = & o o m o m e m o f ot f f ot f f ot m f ot m f ot m f ot m f o f m f ot m f ot f f ot m f ot f f ot m f et m f it md i e e d e e e e i e e e e e o
———————————————————————————————————————————————————————————— TGTCTCATCCTCATCCCAACTGTTGTCGGTTGGTGGCCACGACGTTGAAGTGGTGGCCACGATATCCCTCTTGTTATATTTACCATTTATTTAAAGAGCT
———————————————————————————————————————————————————————————— TGTCTCATCCTCATCCCAACTGTTGTCGGTTGGTGGCCACGACGTTGAAGTGGTGGCCACGATATCCCTCTTGTTATACTAACTATTTATTTTTAGAACA
CTTCTTTTGCCTGTTGTCGGTTGGGTGCCACGGTGT TGAAGT CTCTCGCC - = = = = = = = = & o e o m e m o o o m f f ot f f ot f f ot mf ot m f ot m f o f m f o f mf bt f f e f ff ot f f ot m f et m f i f e f it e d i e e e e i e e e e e o
CTTCTTTTGCCTGTTGTCGGTTGGGTGCCACGGTGTTGAAGTCTITCGCC --------------------------------------------------------------------------------------------------------------
CTTCTTTTGCCTGTTGTCGGTTGGGTGCCACGGTGT TGAAGT CTCTCGCC - = = = = = = = = & o e o m e m o o o m f f ot f f ot f f ot mf ot m f ot m f o f m f o f mf bt f f e f ff ot f f ot m f et m f i f e f it e d i e e e e i e e e e e o
------------------------------------------------------------ TGTCTCATCCTCATCCCAACTGTTGTCGGTTGGTGGCCACGACGTTGAAGTGGTGGCCACGATATCCCTCTTGTCATTCTAATTATTAATTTTTAGAATA
------------------------------------------------------------ TGTCTCATCCTCATCCCAACTGTTGTCGGTTGGTGGCCACGACGTTGATATCGTGGCCACGATGT---------TATACTAACTATTTATTTTTAGAACA
CTTCTTTTGCCTGTTGTCGGTTGGGTGCCACGGTGT TGAAGT CTCTCGCC - = = = = = = = = & o e o m o m m m o m m f ot f f ot f f ot m f ot m f o f & d ot m f f ot f f bt m f o f ff ot ff ot m f et mf ot e d i m e d i e e e e i e e e e e o e
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2d_fm_1.bed 0 0 n.bed g 1.bed fm_2.bed 0 0 bcin.fa_aln.fa_cl.f After TEtrimmer 23809 bp

size: 23809bp; fragments: 5708; full length: 0 (>=21428.1bp)
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>d_uf.bed g 1.bed fm 1.bed O O n.bed g 1.bed fm 2.bed 0 O I

divergence to consensus (%)

After TEtrimmer Extended plot Blue lines are boundaries

size: 23872bp; fragments: 5618; full length: 0 (>=21484.8bp)
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TE: md_5. family 7373 Before TEtrimmer 1665 bp
size: 1665bp; fragments: 259; full length: 7 (>=1498.5bp)
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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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ansus before TEtrimmer (bp)

1665

Dotplot

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