Start crop Point End crop Point

1 MSA length = 18868 1
-------------------------------------------------------------------------------------------------------------- AAAATCATCCGAAAACAAGGGTTCGAAAAAACAAGTTTTGTACAAAAACA
ATTTTCAGTCCGATTTAAAATTATAGAAGGTAAAAACGAATACTTTTCTAGAATTCAGTAGAGTTAGTAAATTTTAGCTAAAAAAATATCAAAACAAGGG - = = = = = = = = = = @ & m e m ot m e f o m f e o f ot e m oo e oo oo memmomameaoomoo
ATTTTCAGTCCGATTTAAAATTATAGAAGGTAAAAACGAATACTTTTCTAGAATTCAGTAGBGTTAGTAAATTTTAGCTAAAAAAATATCAAAACAAGGG - « = - = - =« @« o x s s s m s m oot
ATTTTCAGTCCGATTTAAAATTATAGAAGGTAAAAACGAATACTTTTCTAGAATTCAGTAGAGTTAGTAAATTTTAGCTAAAAAAATATCAAAACAAGGG - = = = = = = = = = = @ & @ e @ ot m e o m f e e o f e m o i e oo oo memmomameaoomoo
-------------------------------------------------------------------------------------------------------------- AAAATCATCCCAAATCAAGGGTTCGAAAAAACAGGTTTTGTACAAAAACA
-------------------------------------------------------------------------------------------------------------- AAAATCATCCGAAAACAAGGGTTCGAAAAAACAAGTTTTGTACAAAAACA
ATTTTCAGTCCGATTTAAAATTATATTTAGTAGAATCAAACACTTTTCTA-AGTTCT - - -GAGATTGAGAAATATAGCAAAAAAAAT TTAAAGACAAGGG - = = = = = = = = = = & & @ e @ f e o e e e f et o f e m i f e oo oo memmooaoeaoomoo
---------------------------- GjAAAAAGAATAC 8 I O
G TTTCAGTCCGATTTAAAATTATAGAAGGTAAAAACGAATACHET TTCTAGAATTCAGTAGAGTTAGTAAATTTTAGCTAAAAAAATATCAAAACAAGGG - = - = - = - = s s st ettt ot ot oo i
-------------------------------------------------------------------------------------------------------------- AAAATTATCCGAAAACAAGGGTTCGAAAAATCAAGTTTTGTACAAAAACA
ATTTTCAGTCCGATTTAAAATTATATTTAGTAGAATCAAACACTTTTCTA-AGTTCT - - -GAGATTGAGAAATATAGCAAAAAAAAT TTAAAGACAAGGG - = = = = = = = = = = & & m e @ f e m e e e f e oot e m o i e oo oo memmemameaoomoo
---------------------------- GGTAAAAACGAATACTTTTCTAGAATTCAGTARAGTTAGTAAATTTTAGCTAAAAAAATATCAAAACAARIGG - - - - - - - o c e e e o
------------------------- GAAGGTAAAAAGAATACTTTTCTAGAATTCAGTAGAGTTAGTAAATTTTAGCTAAAAAAATAT CAAATCAAGGG - - = - = - = - x-o ettt e oo
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d uf.bed g 1.bed fm_1.bed 0 O bcIn.fa_aln.fa cl.fa_gs.fa ce.fa s After TEtrimmer 183868 bp

size: 18868bp; fragments: 73176; full length: 0 (>=16981.2bp)
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y 876.fasta.b.bed uf.bed g 1.bed fm_1.bed O O bcIn.fa_aln.fa_cl.
size: 18995bp; fragments: 72977; full length: 0 (>=17095.5bp)
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divergence to consensus (%)

TE: nd_1_family 876 Before TEtrimmer 679 bp

size: 679bp; fragments: 5587; full length: 1018 (>=611.1bp)

o S |
S - 3
(9p]
o)
2 | 2 31
2 IS
o
7~ L
o O o
O o T O -
< o | — ¥
o 3
© v o
o TR
5 §- :
-~ 0 No TE domain detected
S o
O Q7
o N
o | L
S |—
o
o —
—
o
O —
Lo
o T T T T T T T T T T T T o T T T T T T T T T T T T
0 100 200 300 400 500 600 100 200 300 400 500 600 0 100 200 300 400 500 600 0 100 200 300 400 500 600

TE consensus (bp) TE consensus genomic coverage plot (bp) TE consensus self dotplot (bp) TE consensus structure and protein hits (bp)



After TEtrimmer ORF and PFAM domain plot
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nsus before TEtrimmer (bp)

Dotplot

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