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1 MSA length = 4756
TAGAJJATGTTABICATATGATAAAAATGACATCATGACAICAGGGTAGCCGAGCGAG- - - - - - - - - - TTATCTGGTTJATTGTTTTATTTAAGGGTTAAAATAATCAAAGTTATTAGARATA
TAGATATGTTABCATATGATAAAAATGACATCATGACACAGGGTGGCCGAGCGAG- -~ - - - - - - TTATCTGGTTGATTGTTTCATTTAAGGGTTAAAATAATCCAAGTTATTAGATATA -TAATTTA
ATATATGTTABICATATGATAAAAATGACATCATGACABCAGGGTGGCCGAGCGAG - - - -~ - - - - - TTATCTGGTTGATTGTTTCATTTAAGGGTTAAAATAATC AAAGTTATTATATATA.—TAATTTT
TATATATGTTABCATATGATAAAAATGACATCATGACABCAGGGTAGCCGAGCGAG - -~ - - - - - - TTATCTGGTTGATTGTTTTAT TRABHGG TEAABRT - - - - - - - - - - -
TATATITITTA CITATGAT—AAAATGACATCATIACA CIGGGTGGCCGAGCGIG ---------- TTATCTGGTTGATTGTTTCATTTAAGGGTTAAAATAATCICAAGTTATTATATATA-TTATTTTA
--------------------------- ATGTTABICATATGATAAAAATGACATCATGACABCAGGGTAGCCGAGCGAG

________________ AAAA
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AT
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TATATATGTTARCATATGATAAAAATGACATCATGACARCAGGGTGGCCGAGCGAG--=-=-=-=-=-=--- TTATCTGGTTGATTGTTTCATTTAAGGGTTAAAATAATCRAAAGTTATTATATATA
TATARATGTTARCATATGATAAAAATGACATCATGACABCAGGGTGGCCGAGCGAG-=-=-=-=-=-=-=--- TTATCTGGTTGATTGTTTCATTTAAGGGTTAAAATAATCRAAAGTTATTATARATA
TATATETGTTARMCATATGATAAAAATGACATCATGACARCAGGGTGGCCGAGCGAG-=-=-=-=-=-=-=-~-- TTATCTGGTTGATTGTTTCATTTAAGGGTTAAAATAATCIRAAAGTTATTATATETA
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TE: Itr 1 family 777 Before TEtrimmer 3642 bp
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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

ORF2 ORF5

ORF11 ORF6

ORF1 ORF4 ORF7

ORF12 ORF3 ORF10 ORF9 ORF8

500 1000 1500 2000 2500 3000 3500




[E consensus before TEtrimmer (bp)

Dotplot

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