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1 MSA length = 1605 1
ATAIATTATAA TTTTTAATE------ - GTATATGGGTGATTCCGTTCTAACTGTGATTTTTAATGTCCIG —————————— GAAATTTTTAATCAAAAAAGTCACAGTTAGAACGGAATCACCCATAT-AACAAA

ATAACTGGGTGATTCCGTTCTAACTGTGATTTTTAATGTCCTG=-=-=-=-=-=----- GAAATTTTTAATCAAAAAAGTCACAGTTAGAACGGAATCACCCAACTAAICAIA
TTTTTGGAR- - --- - - ATATAIGGGTGATTCCGTTCTAACTGTGATTITTAATGTCCTG —————————— GAAATTTTTAATCAAAAAAGTCACAGTTAGAACGGAATCACCCATA--AATAAA
TTTTTAGT GTAAATGGGTGATTCCGTTCTAACTGTGATTTTTAATGTCCTG=-=-=-=-=-=----- GAAATTTTTAATCAAAAAAGTCACAGTTAGAACGGAATCACCCAAATIAACAAA
CIGCTAAT AIAITTGGGTGATTCCGTTCTAACTGTGATTTTTAATGTCCTG —————————— GAAATTTTTAATCAAAAAAGTCACAGTTAGAACGGAATCACCCA.TAAACIAA
TTTTTAAT GTATATGGGTGATTCCGTTCTAACTGTGATTTTTAATGTCCTG-=-=-=-=-=----- GAAATTTTTAATCAAAAAAGTCACAGTTAGAACGGAATCACCCATAT-AACAAA
CTGTCAAA ATATTTGGGTGATTCCGTTCTAACTGTGATTTTTAATGTCCTG-=-=-=-=-=----- GAAATTTTTAATCAAIAAAGTCACAGTTAGAACGGAATCACCCATATAAA.AA ———————————
CTTTCAWRT GTATCTGGGTGATTCCGTTCTAACTGTGATTTTTAATGTCCTG=-=-=-=-=-=----- GAAATTTTTAATCAAAAAAGTCACAGTTAGAACGGAATCACCCATCTAAATAAA
TTTCTHG ATIAATGGGTGATTCCGTTCTAACTGTGATTTTTAATGTCCTG —————————— GAAATTTTTAATCAAAAAAGTCACAGTTAGAACGGAATCACCCIAATA ——————————————

TTTTEGATGHE- - - - - ATATATGGGTGATTCCGTTCTAACTGTGATTTTTAATGTCCTG-=-=-=-=-=----- GAAATTTTTAATCAAAAAAGTCACAGT TAGAACGGAATCACCCATA - - - - == - s s s e e e e e e e e o e oo - -
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1.bed_fm_1.bed 0 0 n.bed g_1.bed fm 2.bed 0 0 bcln.fa_aln.fa_ After TEtrimmer 1605 bp
size: 1605bp; fragments: 15; full length: 9 (>=1444.5bp)
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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)



ed g 1bed fm Lbed 0 0 nbed g Lbed fm 2.bed 0 0 belnfa After TEtrimmer Extended plot Blue lines are boundaries
size: 1905bp; fragments: 15; full length: 0 (>=1714.5bp)
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TE: md_ 4 family 184 Before TEtrimmer 526 bp

size: 526bp; fragments: 40; full length: 9 (>=473.4bp)
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After TEtrimmer ORF and PFAM domain plot
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Dotplot

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