Start crop Point End crop Point

1 MSA length = 10168 1
AAAAGGCAACTAAACAAAATATATTAT T TAAAAAT AAAATAATCCT T T T TG = = 5 5 s s s s s o o o oo o o o o o o o o ot o o o o ot o ot o o o ot o ot o o o ot o ot m ot oot oo o ot oot f oo oo mm o m o oo oo o oom oo
---------------------------------------------------------------- AAATATTATAACCATTTCATACGAGATTATTTTCTGTATTAATTTTTAGTATATCTCGCTGGAGTTCATAAAGCCGATGTCAAATTAATTAT
AAAAGGCAACTAAACAAAATATATTATTTAAAAATAAAAIAATCCTTTTTG ---------------------------------------------------------------------------------------------------------
AAAAGGCAACTAAACAAAATATATTAT T TAAAAATAAAATAATCCT T T T TGATC - = = = = = s s o s o s o o s o o o o o ot ot o o o ot ot o o o ot o ot o o o ot o ot o ot oot o ot o ot oo f oo oo m oo m o oo oomoom oo n o
- - - -GGCAACTAAACAAAATATATTATTTAAAAATAAAATAATCCTTTTTG-------=------ AAATAT.TAACCGTCCCCTATGCGATIAITTTITG.T ----------- AIATCTCACTGTTGCTCATATAGCCGACAACAAATTAAACAT
---------------------------------------------------------------- AAATATTATAACCATTTCATACGAGATTATTTTCTGTATTAATTTTTAGTATATCTCGCTGGAGTTCATAAAGCCGATGTCAAATTAATTAT
I O I I T I i
--------------------------------------------------- ATC----------AAATATTATAACCATTTCATACGAGATTATTTTCTGTATTAATTTTTAGTATATCTCGCTGGAGTTCATAAAGCCGATGTCAAATTAATTAT
--------------------------------------------------- ATC——————————————ATTATIACI———————ACTAGATTATTTTCTITATTAATTTTTGGTATATTTTGTTAGAGT———————————————————————————
AAAAGGCAACTAAACAAAATATATTAT T TAAAAATAAAATAATCCT T T T TGATC - = = = = = s s o s o oo o s m o o o ot ot o o ot o ot o o o ot o ot o o o o ot o o m ot oot f oo oot b oo f oo ot oo i o oo ooooom oo n o

---------- GGG~ CAAAATITIRT TATTBAAAAATAAAATARTIRGE T TTTGATT- - -« -« -TAGTRTTATAABCATTTTAT - -« - - - TTATTTTCRGTATTAATTTTTAATET - - - - -« -« - = - - - TTAAAAAATAG- - = === oo - - -



Start crop Point End crop Point
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).bed_uf.bed g 3.bed fm_1.bed 0 O bcIn.fa_aln.fa cl.fa_gs.fa ce.i After TEtrimmer 10168 bp

size: 10168bp; fragments: 58257; full length: 0 (>=9151.2bp)
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fasta.b.bed uf.bed g 3.bed fm_1.bed O O bcin.fa_aln.fa_cl.fa_gs.

divergence to consensus (%)

size: 10356bp; fragments: 57795; full length: 0 (>=9320.4bp)
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TE: rnd_5 family 929
size: 1065bp; fragments: 596; full length: 6 (>=958.5bp)
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After TEtrimmer ORF and PFAM domain plot
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Before TEtrimmer ORF and PFAM domain plot

Bl ORFs
B PFAM domains

ORF1

0 200 400 600 800 1000



ensus before TEtrimmer (bp)

1000

800|

600

400 ..’
200

Dotplot

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

1500

3000 4500 6000 7500 9000

TE consensus after TEtrimmer (bp)




