Start crop Point End crop Point

1 MSA length = 8224 1

------------------------------------------------------------ B8 RATCACAAAAAAAAAATTATTAAATTTTTATAAAlTATGATTTTGAATATTTTACTTCA
TAAAATTTTTAAATTAACGT TTACGTAAGT TAAAT TTGCGCGAT T T TTCT T = - = = = o & & o o o m e e o e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e o
------------------------------------------------------------ ATTTTTTGTATCACAAAAAAAAATATTATTAAATTTTTATAAAATATGATTTTGAATATTTTACTTCA
------------------------------------------------------------ ATTTTTTGTATCACAAAAAAAAATATTATTAAATTTTTATAAAATATGATTTT——ATICATTACTTTA
------------------------------------------------------------ ATTTTTTGTATCACAAAAAAAAATATTATTAAAT TTTTATAAAATATGAT T T Temmc mmm e e e e o - -
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--------- TAAATTAACGTTTACGTAAGTTAAATTTGCGCGATTTTTC T - - = mcmccac c ATTT - cmmm e e —AAAIAAIATITIATTAAATIT.AIAAAAIAIGA-GAAIACTTIACTTCA
TAAAATTTTTAAATTAACGT TTACGTAAGT TAAAT TTGCGCGAT T T T TCT T = - = = = o & 5 o o o o e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e o -

TAAAATTTTTAAATTAACGTTTACGTAAGT TAAAT TTGCGCGAT T T T T T - = = - = = & = & & o & oo f o o o o o b ot b b b o o f o f o f o f e o i ol o oo
TAAAATTTTTAAATTAACGTTTACGTAAGTTAAATTTGCGCGATTTTTCT === ---=--- ATTTTTTGTATCACAAAAAAAAATATTATTAAATTTTTATAAAATATGATTTTGAATATTTTACTTCA
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b.bed uf.bed g 1.bed fm 1.bed O O bcin.fa aln.fa_cl.fa_gs.fa ce. After TEtrimmer 8224 bp

size: 8224bp; fragments: 11788; full length: 0 (>=7401.6bp)
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' fasta.b.bed uf.bed g 1.bed fm 1.bed O O bcin.fa_aln.fa cl.fa gs
size: 9026bp; fragments: 11367; full length: 0 (>=8123.4bp)

divergence to consensus (%)
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divergence to consensus (%)
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TE: rnd_4 family 2387
size: 1331bp; fragments: 1740; full length: 0 (>=1197.9bp)
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After TEtrimmer ORF and PFAM domain plot

Bl ORFs
B PFAM domains

ORF7 ORF5

— —
ORF8 ORF6 ORF1 ORF2 ORF ORF4
&8 & o ) 3} &t

0 1000 2000 3000 4000 5000 6000 7000 8000



Before TEtrimmer ORF and PFAM domain plot
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1sensus before TEtrimmer (bp)
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