Start crop Point End crop Point

1 MSA length = 2686 1
TCGGCACAGCTTATTE- - - - - - - TAGTCCAGGAAACTTATTTTTAATTATATGGTGCTCGTGGAACAAAATCC--=-------- TTAGCTTTAGGGGATTTTGTTCCACGAGGCACCTTAATTGCCCTGGAGTA----------

TCHGA -AGGIAAITT.TTTTIATTATATGGTGCTCGTGGAACAAAATCC ---------- TIAGCTTTAGGGGATTTTGTTCCACGAGGCACCTTAATTICCCTGGAGTATA
---------------------------------------------------------------------------------------- TTAGCTTTAJJGGGATTTTGTTCCACGAGGCACCTTAATTGCCCTGGAGTATAABECG
CCGAATRAATTEG THCGEA T8 cG:AGECAT TEGEACE, - - - - - TAGTCCAGGAAACTTATTTTTAATTATACGGTGCTCGTGGAACAAAATCC - - - - - - -~ - - TTAGCTTTAGGGGATTTTGTTCCACGAGGCACCTTAATTGCCCTGGAGTACATIMBCG
TCAAAABAAT TAGTCCAGGAAACTTETTTTTAATTAJJATG- - - CTCGTGGAACAAAATCC- - - - - - - - - - TTAGCTTTAGGGGATTTTGTTCCACGAGGCACTTAATTGCICTGGAGTACA - - - GG
TCAAATG-ATEGTTATAAAGCARE RCABACTCTTGTTTA- - - - - - TAGTCCAGGAAACTATTTTTAATTATACGGTGCTCGTGGAACAAAATC - - - - - - - - - TTAGCTTTAGGGGATTTTGTTCCACGAGGCACCTTAATTGCCCTGGAGTATATIY- -
TCAA- - - AAT TAGTCCAGGAAACTTATTTTTAATTATATGGTGCTCGTGGAACAAAATCC - - - == - = - - TTAGCTTTAGGGGATTTTGTTCCACGAGGCACCTTAATTGCCCTGGAG - = = = = = = = = = = mmmmm e e e e e e e e e m o o
TCAAATIR-GTETIEGACGTEGTE T CGACGTCG TBAATGTECACAGTT - - - - - = = = = = = = = m = o o e e o e o e e e o e o e o e o e e e e e TTAGCTTTAGGGGATTTTGTTCCACGAGGCACCTTAATTGCCCTGGAGTATAAIM- - - - - - - - - -

TCAAAARAAT TAGTCCAGGAAACTTATTTTTAATTATATGGTGCTCGTGGAACAAAARfcC- - -------- TTAGCTTTAGGGJATHTTGTTCCACGAGGCACCTTAATTGCCCTGGAGTATAT
CCGAAT TAGTCCAGGAAACTTATTTTTAATTATATGGTGlTCGTGGAACAAAATCC - - - - - - - - - - TTAGCTTTAGGGGATTTTGTTCCACGAGGCACCTTAATTGCCCTGGAGTATAT
TIAI— - AGTETET--------------CTCTCATCATALAAAAL -BA - - - - - - - - - o oo oo oo oo m oo o AIG-!TCGTGGAACAAAATCC ---------- TTAGCTTTAGGGGATTTTGTTCCACGAG-CITTAAIT.CCT.A-CIT
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).bed_uf.bed g 4.bed fm_1.bed 0 O bcIn.fa_aln.fa cl.fa_gs.fa ce.i After TEtrimmer 2686 bp

size: 2686bp; fragments: 1903; full length: 30 (>=2417.4bp)
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fasta.b.bed uf.bed g 4.bed fm_1.bed O O bcin.fa_aln.fa_cl.fa_gs. After TEtrimmer Extended plOt Blue lines are boundaries

size: 2986bp; fragments: 1824; full length: 2 (>=2687.4bp)
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divergence to consensus (%)

TE: rnd_1 family 844

size: 2177bp; fragments: 1255; full length: 34 (>=1959.3bp)
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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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