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1 MSA length = 6458 1
------------------------------------------------------------------------------------------------------------------------------ GAAATTGGACGEGABATGGATAGATAACGCAGGAGATTAGCACAAAC
ACCTAA---------- TTAACAATACAATTTGATTTCAAAATGT TTTAATAACAATAACTAGAGAT = = = = = = = = & = & oo o m o o m o ot f o e o e o e o e o e ot ot m e m e ot f e o e m et e o e ottt ot ettt ot ot ot oo o e oo oo i oo oo eomo oo
---------------------------------------------------------------------------- AATAATTTATGTACTCTAAAAATTAGTTTGAGTCTTATTTTACTTATTT T - - -MATABATIRT T- - - e
---------------------------------------------------------------------------- AATAATATATTTTTTCTAGAAATCAGCCTGAGCTTTATATAATATATTTCGAAGTTATCTGATAGATATJGTATAAATTACTTTAGTGAATAGCTCTCTT
ATCGAATAAAAGAAGT TTAATTAAAAAATTTAAAT TCAAAATGT TATAAT TACAT TAAT TATAAGT - = = = = = = = = = = & & & o o ot o o o o o o b o b oo f e m o m o e o e o e o et ettt e o et e et o et e e e et e oo i e e e i e e e e
---------------------------------------------------------------------------- AATGGTTCATGTATTCTAAAAGTTATCTTGAGTCTCATTTTGTTTGTCTCAAAGTTGTACGTAG[TATTGTATAGATTGTTTTGTTGATCACTTCTCTC
ATTTAATAAAAAATATTAAATTAAAAATTTTAAATCCAAAATCT T TTAACTACAATAACTATAAAT - = « =« = & = & o & o f o o o ot ot o o o o o bt o o b o f e o f o et f o e o e o et et et e o e e e et e e o et f e e et e oo i e e e i o oo
ATCTAGTAAAAAATATTTAATTAAAAAATTTAAAT TCAAAATGT T TTAAT TACAATAACTATAAAT - = - = & = & = & o & o oo f o o o ot o o o o o o b b b o b o o et f o m o e o e o e o et et e o e o e o et e o et et et et e oo i e e ee oo oo
b AATAAAAAAT AT = - & & o o s m e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e bbb e e e e e e e e e e e e e e e e e e e e e e oo eioooooo-o-
---------------------------------------------------------------------------- AATAATTTATGTATTCTAAAAATTAGCTTGAGTCTTATTTTATTTATTTCGAAGTTGTACGATAGATATTGTATAGATTACTTTGGTGATTAGCTCTCTC
---------------------------------------------------------------------------- AATAATTTATGTATTCTAAAAATTAGCTTGAGTCTTATTTTATTTATTTCGAAGTTGTACGATAGATATTGTATAGATTACTTTGGTGATTAGCTCTCTC
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_bed_fm_1.bed 0 0 n.bed g 1.bed fm 2.bed 0 0 bclnfa alnfa_ After TEtrimmer 6458 bp

size: 6458bp; fragments: 86; full length: 0 (>=5812.2bp)
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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)



d g Lbed fm Lbed 0 0 nbed g Lbed fm 2.bed 0 0 belnfa : After TEtrimmer Extended plot Blue lines are boundaries

size: 8184bp; fragments: 86; full length: 0 (>=7365.6bp)
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divergence to consensus (%)
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TE: Itr_1 family 306

size: 216bp; fragments: 28; full length: 19 (>=194.4bp)
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Before TEtrimmer 216 bp
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After TEtrimmer ORF and PFAM domain plot
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nsus before TEtrimmer (bp)
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Dotplot

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