Start crop Point End crop Point

1 MSA length = 1992 1

CGCACAGTAGGCGAAGGCGGATGATACGGCAAGACAAAACCTCCTATTTTTT ---------- TCTTGATCGC - - == -=--==-=-- ACCACGCA
CGCACAGTAGGCGJAGGCGGATGATACGGCGAGACAAAACCTTCTATTTTTT - -« -« - -« - TCTTACTAGCGCCGTCTCCCGCCCACTGTGCG
CGCACAGTAGGCGAAGGCGGATGATACGGCAAGACAAAACCTCCTATTTTT T -------=--- TCTTGATCGC - - == -=--==-=-- ACCACGCA
CGCACAGTAGGCGAAGGCGGATGATACGGCAAGACAAAACCTCCTATTTTTT ----n---=--- TCTTGATCGC - - == -=--==-=-- ACCACGCA
CGCACAGTAGGCGAAGGCGGATGATACGGCGAGACAAAACCTCCTATTTTTT -------=--- TCTTACTAGCGCCGTCTCCCGCCCACTGTGCG
CGCACAGTAGGCGAAGGCGGATGATACGGCGAGACAAAACCTCCTATTTTTT ----n---=--- TCTTACTAGCGCCGTCTCCCGCCCACTGTGCG
CJJCACAGTAGGCGAAGGCGGATGATACGGCGAGACAAAACCTCCTATTITTT---------- TCTTACTAGCGCCGTCTCCBGCCCACTGTGCG
CACAGTAGGCGAAGICGGATGAIAIiGCGAGACAAAACCTCCTATTTTTT ---------- TCTTACTAGCGCCGTCTCCIGCCCICTGTGCG
CACACAGTAGGCGAAGGCGGATGATACIGCGAGACAAAACT COTAT T T T T T - -« o x e - s sttt f oo
CGCACAGTAGGCGAAGGCGGATGATACGGCGAGACAAAACCTTCTATTTTT T -------=--- TCTTACTAGCGCCGTCTCCCGCCCACTGTGCGHMG GETT--------
CGCACAGTAGGCGAAGGCGGATGATACGGCGAGABAAAACCTTCTATTTTTT - - -- - - -- TCTTACTAGCGCCGTCTCCCGCCCACTGTGIGIG --------------
CGCACAGTAGGCGAAGGC- - - -GATACGGCGAGACAAAACCT CCTAT T TTT T - = = = = = = = m mmm m o m e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e o
CGCACAGTIGGCGAAGGC————GATACGGCGAGACAIAACCTCCTATTTTTT ------------------------------------------------------------
CllCACAGTAGGCGAAGGCGGATGATACGGCGAGACAAAACCTCCTATTTTT

TGAACAAAAA
TTAAIAAGAA
TGAACAAAAA
TGAACAAAAA

> > > > > > > > > > > > >



End crop Point

Start crop Point
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.bed uf.bed g 1.bed fm 1.bed 0 O bcIn.fa _aln.fa_cl.fa_gs.fa ce.f:

divergence to consensus (%)
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size: 1992bp; fragments: 90; full length: 0 (>=1792.8bp)
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asta.b.bed ufbed g Lbed fm Lbed 0 0 bolnfa alnfa clfa gs.f After TEtrimmer Extended plot Blue lines are boundaries
size: 2304bp; fragments: 33; full length: 0 (>=2073.6bp)
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divergence to consensus (%)

TE: Itr_1 family 932
size: 2880bp; fragments: 63; full length: 0 (>=2592bp)
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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)
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(windowsize = 25, threshold = 50.00 09/10/25)
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