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------ TGTAAACATCTTAAGTCAGCAGGCCTGCAAGTCGAGTCGCGA----------GATCCCGAGATCGATCTCACCGTGCGGGTAGTCGGTCTAGTAGTCGAGTATANG G TAGTHGTEABCcAGTTCHC
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------ TGTAAACATCTTAAGTCAGCAGGCCTGCAAGTCGAGTCGCGA----------GATCCCGAGATCGATCTCACCGTGCGGGTAGTCGGTCTAGTAGTCGAGTATANG G TAGTHGTEABCAGTTCHC
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------ TGTAAACATCTTAAGTCAGCAGGCCTGCAAGTCGAGTCGCGA----------GATCCCGAGATCGATCTCACCGTGCGGGTAGTCGGTCTAGTAGTCGAGTATANG G TAGTHGT- - -cAGTTCHC
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--------- TTAATTATTGTAAACATCTTAAGTCAGCAGGCCTGCAAGTCOAGTIIGCGA - = - - < - - s s s o et oo A A ARG Tl
TGTAAACATCTTAAGTCAGCAGGC TGCAAGTCGAGTCGCGA - - = - - - - - - - GATCTCGAGCTCGACCTCTCCGTGCGGGTAGTCGTTCTAGTAATCGTGTATAMG G ABCAGTTCHC
--------------------------------- CIGC-!ITG-G-GTCGCGA— - --------GATCCCGAGATCGATCTCACCGTGCGGGTAGTCGGTCTAGTAGTCGAGTA= -« =-=-=-=-=---------- - BARCGGTRTT
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bed_fm_1.bed 0 0_n.bed_g_1.bed fm 2.bed 0 0 bcln.fa_aln.fa_c After TEtrimmer 419 bp
size: 419bp; fragments: 20; full length: 4 (>=377.1bp)
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d g Lbed fm Lbed 0 0 n.bed g Lbed fm 2.bed 0 0 bcinfa a After TEtrimmer Extended plot Blue lines are boundaries

size: 721bp; fragments: 20; full length: 0 (>=648.9bp)
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divergence to consensus (%)
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size: 253bp; fragments: 19; full length: 13 (>=227.7bp)

TE: Itr_1 family 69
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Dotplot

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