Hu Liviy Ul

SLdlt LIVY Ul
1 MSA length = 8918 1

TTAACTTCAATAATAATTAAACTATACAAAATATAAATATTTTACTATCA

ATAAGAGGATTATTTACAAAAAATTTAAAT TAATACAGAATAT TAAT TTCGT T = = = = = = m m e m e et f e f e e f e f e ff e dm e e m e e m e m e mm e m e m e e e o
--------------------------------------------------------------- TTAATTATAATAAAAATTAAACTATATAAAACAGAGACTTTTTGATATTA
ATTAGAAGTTTATTGACAAAAAATTTTAATCAATGCGGCATAGTAAGT CT TT T m m m = = = % m m e e e e e m e f e f e d e f ot e dm e e m e e m e m e mm e m e m e me o
ATTAGGGGATTATTTACAAAAAATTCTAATTATTACAGAATAT TAATATTGC T = = = = = = = =« = m e m e m ot m e & e f f e f f e f o e fm e mm e mm e m e m e m e m e e e o
--------------------------------------------------------------- TTAATTTTAATTAAAATTGAACTATATAAAATATAAATTTTTCACTATTA
ATTAAAGGAACATTTACAAAAAATTTTAGT TAACATAGAACAT TGT TT T TG T T - = = = = = = m m o m mm e m ot f e d e f e f e f f e fm e dm e dm e m e m e m e m e e e o

TTTTTTTTAATAAAAGTTAAACTATATAAAATATAAATTGTTTACTATTA
TTAATTTTAACAAAAAATAAATTGTCTAAAGTATAAATTTTCTACTATTA
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_bed_fm_1.bed 0 0 n.bed g 1.bed fm 2.bed 0 0 bclnfa alnfa_ After TEtrimmer 8918 bp

size: 8918bp; fragments: 32; full length: 0 (>=8026.2bp)
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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: 9426bp; fragments: 32; full length: 0 (>=8483.4bp)
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divergence to consensus (%)

TE: Itr_1 family 294

size: 268bp; fragments: 16; full length: 11 (>=241.2bp)
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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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nsus before TEtrimmer (bp)

Dotplot

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