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A--TAGTTATTTCAATTTTACGAACAACTTGAAAAACATAAAGAABATATTGTCAAGACTAAAATAGATGTCAACTTGGGTTTATATCAAATTGGGAAAA - - - - = = - - - - TCCTGGTCTAAGCGATCCTAGCAAGCAA - CCCCCAAGCTAGITCGCGACAATAT “TAAATTTT---TCRTTTTTTTTTT AGHA
-------------- ATTTTAT------ceceeceace-u------BATATTGTCAAGACTAAAATAGATGTCAACTTGGGTTTATATCAAATTGGGAAAA----------TCCTGGTCTAAGCGATCCTAGCAAGCAA - ccCCCAAGCTAGITCGCGACAATAT.-TAAA.TTTAAAA.!TTTTCTCTTTﬂA“
-------------- ATTTTAT------eeceeceeeo-o------BATATTGTCAAGACTAAAATAGATGTCAACTTGGGTTTATATCAAATTGGGAAAA

ACCTAGT TAT T - - mmmm e mm e e e e e e e e e e e e e - AAAGA -lIATATTGTCAAGACTAAAATAGATGTCAACTTGGGTTTATATCAAATTGGGAAAA

ACCTAGT TAT T - - mmmm e mm e e e e e e e e e e e e e - AAAGA—IATATTGTCAAGACTAAAATAGATGTCAACTTGGGTTTATATCAAATTGGGAAAA ---------- TCCTGGTCTAAGCGATCCTAGCAAACAACCCCCCAAGCTAGTCcGecGAacCAAAT TTAAATTTTGAATTTTTTTTCTTT - AflA
-------------------------------------------------------------------------------------------------------------- TCCTGGTCTAAGCGATCCTAGCAAACAACCCCCCAAGCTAG TCGCGACA“TTA— e e e e e - TTTTT------AMAT
-------------------------------------------- AIATAT————————————————————————————————————————————————————————————TCCTGGTCTAAGCGATCCTAGCAAACAACCCCCCAAGCTAG TCGCGACA————————TTAIATTAT—— TCITTTTTICTAT AT
SCTTAGTT---mmmmmmmm = - CATCAGCI ------------------------------------- GITGTCAACTTGGGTTTATATCAAATTGGGAAAA ---------- TCCTGGTCTAAGCGATCCTAGCAAACAACCCCCCAAGCTAG TCGCGACAATAT-TA -------- !ITTTITTTT— --TA
ACCTAGTTTTTACAATTTTACCAATAACTTGAAAAACAT - - - - - - TATTGTCAAGACTAAAATAGATGTCAACTTGGGTTTATATCAAATTGGGAAAA

ACCTAGTTTTTACAATTTTACCAATAACTTGAAAAACAT - - - - - - TATTGTCAAGACTAAAATAGATGTCAACTTGGGTTTATATCAAATTGGGAAAA

A——T——TTAITACIATATCACCATCAGITCGCAATCCATGTAAA— ATATTGTCAAGACTAAAATAGATGTCAACTTGGGTTTATATCAAATTGGGAAAA
TCCTGGTCTAAGCGATCCTAGCAAACAACCCCCCAAGCTAG
TCCTGGTCTAAGCGATCCTAGCAAACAACCCCCIIAAGCTAG
TCCTGGTCTAAGCGATCCTAGCAAACAACCCCCIAAGCTAG
TCCTGGTCTAAGCGATCCTAGCAAACAACCCCCCAAGCTAGHTCGCGACAATAT
TCCTGGTCTAAGCGATCCTAGCAAACAACCCCCCAAGCTAGHTCGCGACA
TCCTGGTCTAAGCGATCCTAGCAAACAACCCCCCAAGCTAGHTCGCGACA---=-=-~-~--
TCCTGGTCTAAGCGATCCTAGCAAGCAA-CCCCCAAGCTAGETCGCGACAATAT
TCCTGGTCTAAGCGATCCTAGCAAGCAA-CCCCCAAGCTAG TCGCGACAITAT
TCCTGGTCTAAGCGATCCTAGCAAGCAA-CCCCCAAGCTAGETCGCGACAATAT
TCCTGGTCTAAGCGATCCTAGCAAGCAA-CCCCCAAGCTAGHTCGCGACAATAT
TCCTGGTCTAAGCGATCCTAGCAAGCAA-CCCCCAAGCTAGETCGCGACAATAT
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_uf.bed g 1l.bed fm_1.bed 0O O bcin.fa aln.fa _cl.fa_gs.fa ce.fa_se

size: 5112bp; fragments: 2344; full length: 0 (>=4600.8bp)
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y 70.fasta.b.bed uf.bed g Lbed fm Lbed 0 0 belnfa alnfa clf After TEtrimmer Extended plot Blue lines are boundaries

size: 5567bp; fragments: 1926; full length: 0 (>=5010.3bp)
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divergence to consensus (%)
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TE: Itr_1 family 70
size: 644bp; fragments: 877; full length: 249 (>=579.6bp)
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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

100 200 300 400 500 600




sensus before TEtrimmer (bp)

600
500
400
300
200
100

Dotplot

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

1000 2000 3000 4000

TE consensus after TEtrimmer (bp)



