Start crop Point End crop Point

1 MSA length = 11095
TGTAACGTTTTTAGTTIGTTACATGTCTTT TTATGATATATGATGTCT === == ==~ -- GTTCGCAGTGGTAGTTGTTTTAAAAAACGCTACA
TGTAACGTTTTTAGTTCGTTACATGTITTT ATATAATATATGATGTCT == === ===~ - GTTCGCAGTGGTAGTTGTTTTAAAAAACGCTACA
TGTAACGTTTTTAGTTCGTTACATGTCTTTGMT TATGATATATGATGTCT - --------- GTTCGCAGTGGTAGTTGTTTTAAAAAACGCTACA
TGTAACGTTTTTAGTTCGTTACATGTCTTTGMT TATGATATATGATGTCT - --------- GTTCGCAGTGGTAGTTGTTTTAAAAAACGCTACA
TGTAACGTTTTTAGTTCGTTACATGTCTTT TTATGITATATGATGTCT ---------- GTTCGCAGTGGTAGTTGTTTTAAAAAACGCTACA
------------------------------------------------------------ GTTCGCAGTGGTAGTTGTTTTAAAAAACGCTACA

TGTAACGTTTTTAGTTCGTTACATGTCT T TIBIMT TATGATATATGATG T CT - = = = = = = 5 = o m m e f ot e f & e & f e f ot ot f ot ot f et ot f ot ot f et e e i e e i e e i e e e oo
TGTAACGTTTTTAGTTCGTTACATGTCTTTEMMATATAATATATGETGTCT---------- GTTlGCAGTGGTAGTTG- TTTAAAAAACGCTACA
TGTAACGTTTTTAGTTCGTTACATGTCTTTEMT TATGATATATGATGTCT === === - = - - GTTCGCAGTGGTAGTTGTTTJAAAAAACGCTACA
-------------------------------------------------------------------------------------------------------------- GTTCGCAGTGGTAGTTG-TTTAAAAAACGCTACA
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.bed fm_1.bed 0 0 n.bed g 1l.bed fm 2.bed O O bcin.fa_aln.fa

divergence to consensus (%)

size: 11095bp; fragments: 15508; full length: 0 (>=9985.5bp)
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2d g _l1l.bed fm _1.bed 0 O n.bed g 1.bed fm 2.bed 0 O bcIn.fa ¢
size: 11407bp; fragments: 16502; full length: 0 (>=10266.3bp)
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divergence to consensus (%)

TE: Itr 1 family 594 Before TEtrimmer 12236 bp

size: 12236bp; fragments: 14526; full length: 0 (>=11012.4bp)
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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)

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

Dotplot
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