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TATATGTCGGAGCATTTATAA
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TITITGTCGGAGIATTTATAA
TATATGTCGGAGCATTTATAA
TATATGTCGGAGCATTTATAA
TATAT

TCGGAGCATTTATAA
AAIATG GAIC FT A.A
T

4 4 0 <4440 -4 <400

TATATGTCGGAGC TTATAA
TAIA ________________ A
TATATGTCGGAGCATTTATAA

I ITTAA AATITGTCGGAGCATTTATAA

TIGA TATATGTCGGAGIATTTATAA

End crop Point

MSA length = 404 1

TTAGTGATTAAATGTTAGACGTGGCAACATCT
TTAGTGATTAAATGTTAGACGTGGCAACATCT
TTAGTGATTAAATGTTAGACGTGGCAACAfcT
TTAGTGATTAAATGTTAGACGTGGCAACATCT
TTAITGATTAAATGTTAIACGTGGCAACATCT
TTAGTGETTAAATGTTAGACGTGGCAACATCT
TTAGTGATTAAATGTTAGAC||TGGCAACATCT
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TTAGTGATTAAATGTTAGACGTGGCAACATCT

ATTAATCTTAAATACCCGTTTTCCGACATATAC ATGTTTGCT -
ATTAATCTTAAA——CCCGTTITCCGACAIATAT A-GTCTGCTT
ATTAATCTTAABTACCCGTTTTCCGACATATAC ATGTTTGCT -
ATTAATCTTAAACACCCGTTTTCCGACATATAT ATGTTTGTTT
ATTAATCTTAAACHICCGTTTTCCGACATATAC
ATTAATCTTAAACACCCljTTTcccAcAT@TRC
ATTAATCTTAAACACCCGTTTTTCGAATATAT
ATTAATCTTAAACACCCGTTTTTCGAIATATAT
ATTAATCTTAAACACCCGTTTTCCGACATATAC
ATTAATCTTAAACACCCGTTTTCCGACATAJJAT
ATTAATCTTAAACACCCITTITCCG.ATATAT
ATTAATCTTAAACACCCGTTTTTCGACATATAT
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ATTAATCTTAAATIC CIGTTTTCCGACATATATITAITA-A
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End crnp Point

Start crop Point
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bed_fm_1.bed 0 0 n.bed g 1.bed fm_2.bed 0 0 bcin.fa_aln.fa c After TEtrimmer 404 bp
size: 404bp; fragments: 359; full length: 111 (>=363.6bp)
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d g 2.bed fm Lbed 0 0 n.bed g Lbed fm 2.bed 0 0 bcinfa a After TEtrimmer Extended plot Blue lines are boundaries
size: 706bp; fragments: 356; full length: 0 (>=635.4bp)
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TE consensus (bp) TE consensus genomic coverage plot (bp) TE consensus self dotplot (bp) TE consensus structure and protein hits (bp)



divergence to consensus (%)
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TE: Itr_1 family 42
size: 405bp; fragments: 276; full length: 52 (>=364.5bp)
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After TEtrimmer ORF and PFAM domain plot
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Before TEtrimmer ORF and PFAM domain plot
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[E consensus before TEtrimmer (bp)

Dotplot

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