Start crop Point End crop Point

1 MSA length = 1815

GG ATTTT C TIBIAIT A TAGATAGT AT A - - - - - - s s o ettt oo AJAAAGTTTGCGGGGGGGCCCCGCJAGAATTTGCCACGCTACTG T
------------- ATAGAT = - - - e m e m e e ACAAAGTTTRCBBGGGGGCCCCGCGAGAATTTGCRACHCTACTG C
------------- CAGGCGCGTGGCAACGCCCCGCGGACCGCGGGCGGGGGGGCCCCGGTAA- - - - - - - - - -ACAAAGTTTGCGGGGGGGCCCCACGAGAATTTGCCACGCTACTG C
CATAAAT = = = & & s s m e m e o e et e e e e e e e e e e e e e e eeeeaiaoo ACAAAGTTTGCGGGGGGGGGGCGCGAGAATTTGCCACGCTACTG T
--------------- TAAAT - = - s o m s s ool ACAAAGTTTGCGGGGGGGCRCCGCGAGAARTTCCACGCTACTG C
CAIAGATAGTATACAGGCGCGTGGCAACGCCCCGCGGACCCGCGGGCGGGGGGGCCICGGTAI ---------- ABBAAGTTTGCGGGGGGGGCCCGCGAGAATTTGCCACGCTACTGECTA-TTATA T
------------------------------------------------ GGGGGCCCCGGTAA-=---------ACAAAGTTTGCGGGGGGGCCCCACGAGAATTTGCCACGCTACTG-=-==-=---- Cee - T
------ TAGACACAGGCGCGTGGCACGCCCCGCGGACCGCGGGC-GGGGAGCCCCTGTAA- - - - - - - - - -ACAAAGTTTGCGGGGGGGGGGCGCGAGAATTTGCCACGCTACTGR T
------------------------------------------------ GGGGGCCCCGGTAA-=---------ACAAAGTTTGCGGGGGGGCCCCACGAGAATTTGCCACGCTACTG T
-------------------------------------------------------------------------------------------------------------- ACAAAGTTTGCAGGGGGGCCCCGCGAGAATTTGCCACGCTACTG T

CATBG- -AGTTTACAGGCGCGTRGCAACGCCCBGRGGACCCGCGGGCCECMMAGCCCCGGTAA - - -« - - - - - ACAlJAGT TTGCAGGGGGGCCCCJCGAGAATTTGCCACGCTACTGH- - - ATAG

------------- CAGGCGCGTGGCAACGCCCCGCGGARCCGCIGGCGGGGGGCCCCTGTAA - - - - - - - - —AIAAAGIETGC -GGGGGGCCCCGCGAGAATTTGCCACGCTACTGECTAGTTAT

---------------------------------------------------------------------------------------------------------- ACAAAGTEITGCGGGGGGGGGGCGCGAGAATTTGCCACGCTACTG
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ACAAAGTTTGCAGGGGGGCCCCGCMAGAATTTGCCACGCTACTG
ACAAAGTTTGCAGGGIGGCCCCG GAGAATTTICCACGCTACTG
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2.bed_fm_1.bed 0 0 n.bed g_1.bed fm 2.bed 0 0 bcln.fa_aln.fz After TEtrimmer 1815 bp
size: 1815bp; fragments: 281; full length: 1 (>=1633.5bp)
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bed g 2.bed fm 1.bed 0 0 n.bed g 1l.bed fm 2.bed 0 O bclin.fa
size: 2142bp; fragments: 216; full length: 0 (>=1927.8bp)
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divergence to consensus (%)
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TE: rnd_5 family 13129
size: 1925bp; fragments: 301; full length: 3 (>=1732.5bp)

I

I I I
0 500 1000 1500
TE consensus (bp)

coverage (bp)

100 120

80

60

Before TEtrimmer 1925 bp

1500

TE consensus self dotplot (bp)
500 1000

I
500

I
1000

I
1500 0

TE consensus genomic coverage plot (bp)

500 1000 1500
TE consensus self dotplot (bp)

No TE domain detected

500 1000 1500
TE consensus structure and protein hits (bp)




After TEtrimmer ORF and PFAM domain plot
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Before TEtrimmer ORF and PFAM domain plot
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(windowsize = 25, threshold = 50.00 10/10/25)
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