Start crop Point End crop Point

1 MSA length = 7064
-------------------------------------------------------------------------------------------------------------- TAGACGTCTCAAGGTCAGCCACTTAAAACHECACCHTTACCA
TCGGACACATTGAAGATGTGACGAGGGTGACGAGACGAGCTCTGGGATCGGAAGTACTGGCGAGGCTTAATCGTCGGGCAAGGGTAAATCGATGAAGGGA - = - = - = - = - - TAGACGTCTCAAGGTCAGCCACT TBAAACECACCITTACC -« - - o wommm o e oo oo
-------------------------------------------------------------------------------------------------------------- TAGACATClcAAGGTREccACTTAAAACHCARICETTACCHAATTAARTTTEMTTT
CAACACACCCTAAAAATCTCACAATAACGAC - = - =-=-=-=-=-=-- 17 TAGACAT‘A.GGTECCACTTAlAAc cAMlCliTTACC AATT—AATTTIT——
-------------------------------------------------------------------------------------------------------------- TAGCGTCTCAAGGTCAGCCACTAAAACECACTMT TARICEATTA- - - - - - - -
-------------------------------------------------------------------------------------------------------------- TAGACATCTCAAGGTCAGCCACTTAAAACEBCACCETTACC----------T
-------------------------------------------------- GAAGTACTGGCGAGGCTTAATCGTCGGGCAAGGGTCAATTGATGAAGGGA - - - - - - - - - - TAGACGTCTCAAGGTCAGCCACTTAAAACHCACCITTACCAR- - - -ATTT
TCGGACACATTGAAGATGTGACGAGGGTGACGAGACGAGCTCTGGGATCGGAAGTACTGGCGAGGCTTAATCGTCGGGCAAGGGTCAAT TGATGAAGGGA - = = = = = = = = = = = & & & o o o ot o o o e e oo oo e o oo mo oo o omom oo s T
TCGGACACATTGAAGATGTGACGAGGGTGACGAGACGAGCTCTGGGATCGGAAGTACTGGCGAGGCTTAATCGTCGGGCAAGGGTCAATTGATGAAGGGA - = - = - = - = - - TAGACGTCTCAAGGTCAGCCACTTAAAATMCACCETTACCEBAAT- - - -7
TCGGACACATTGAAGATGTGACGAGGGTGACGAGACGAGCTCTGGGATCGGAAGTACTGGCGAGGTTTAATCGTCGGGCAAGGGTCAATTGATGAAGGGA - = - = - = - = - - TAGACGTCTCAAGGTCAGCCACTTAAAACHCACCHTTARCE- - ------- T
-------------------------------------------------------------------------------------------------------------- TAGACGTCTCABGGTCAGCCARTTAAAAMMCACCETTACCIAATTAAATTT
-------------------------------------------------------------------------------------------------------------- TAGACGTCTCAAGGTCAGCCACTTAAAABBCACCRTTACCIAfTAAATTC
-------------------------------------------------------------------------------------------------------------- TAGACGTCTCAAGGTCAGCCACTTAAAACEBCACCHTTACC- - - TTTAATHT
-------------------------------------------------------------------------------------------------------------- TAGACGTCTCAAGGTCAGCCACTTAAAACECACCHTTACCRBAATT--ATTC
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size: 7064bp; fragments: 5058; full length: 0 (>=6357.6bp)
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fasta.b.bed uf.bed g 3.bed fm_1.bed O O bcin.fa_aln.fa_cl.fa_gs.

size: 7659bp; fragments: 4735; full length: 0 (>=6893.1bp)
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divergence to consensus (%)
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size: 552bp; fragments: 2173; full length: 408 (>=496.8bp)

TE: rnd_1 family 879

I
0 100

200 300
TE consensus (bp)

T
400

I
500

coverage (bp)

800

1200 1400

1000

600

400

Before TEtrimmer 552 bp

I I I I
100 200 300 400
TE consensus genomic coverage plot (bp)

I
500

TE consensus self dotplot (bp)

100

500

400

300

200

0

T
100

200 300 400
TE consensus self dotplot (bp)

I
500

No TE domain detected

100 200 300 400
TE consensus structure and protein hits (bp)

I
500




After TEtrimmer ORF and PFAM domain plot
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2nsus before TEtrimmer (bp)

Dotplot

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