Start crop Point End crop Point

1 MSA length = 388
CTGGAGIGCTITTCTGTACACGGCATCGACAITCGTCGGTATCGGTAAGTTA ---------- TAACTTAICGATACCGACGATTGTCGATGCCITGTACAGAATAGCGCCCCTGGGTCIT CAGT THC T AA
CCTGGAGCGCTATTCTGTACACGGCATCGACAATCTIGGTATCGGTAAGTTA- - - - - - - - - - TAACTTACCATACCGACGATTGTCJATGCCGTGTACAGAATAGCGCCCCT-GGTCTTIMMCRTGGT TIAC A GA
CAG.GCGCTATTCTGTAIACGGCATCGACAATCGTCGITATCGGTAAGTTA ---------- TAACTTAICGATACCGACGATTGTCGATGCCGTITACAGAATAGCGCCCCAGAATCTT CGAT THRC T G
CTGGAGCGCTATTITITACACGGCATCGACAATCG.GGTATCGITAAGTTA ---------- TAACTTACCGATACCGACGATTGTCGATGCCGTGTACAGAATAGCG- --------------------------- G ARARAAETE- - - - -
CCAGGAGCGCTATTCTGTACACGGIATCIACAATCGTCGGTGTCGGTAAGTIA ---------- TAACTTACCGATACIGACGAITGTCGATGCCGTGTACAGAATAGCGCCCCAGGGTITT.CITGA-TICIT-T A A
CCAGGAGCGCTATTCTGTACACGGCATCGACAATCGTCGGTATCGGTAAGTTA- -~ -~ --- - - TAACTTACCGATACCGACGATTGTCGATGCIGTGTACAGAATAGCGCCCCT = - = xm s m e e e e e e e - A A
CCAIGAGCGCTATTCTGTACACGGCATCJACAATCGTCGGTGTCGGTAAGTTA- - - - - - - - - - TAACTTACCGATACCGACGATTGTCGAT|JccGlfeTacAaGAATAGCGCCCCA-GGTCTTIRTITGAT A A
CTGGAGCGCTATTCTGTACACGGCATCGACAATCGTCGGTATCGGTAAGTTA- - - -~ - - - - TAACTTACCGATACCGACGAIGTCGATGCIGTGTAJAGAATAGCGCCCCT-GGTC- I ICGG. H . G
CCTGGAGCGCTATTCTGTACACGGCATC.CAATC.CIGTATCGITAAGTTA ---------- IAACTTACCGATACCGACGATTGTCGATGCCGTITACAGAAIAGCGCCCCTGGGTI --------------------------------
CCTGGAGCGCTATTTGTABACHGCATCGACAATCGTCGGTATCGGTAAGTTI---------- TAACTTACCGATACCGACGATTGTCGATGCCGTGTACAGAATAGCGCCCCT-GAT -~ - - - - TAAT T A TIRT A AGHIG
CCTGGAGCGCTATTCTGTACACGGCATCGACAATCGTCGG- - TCGGTAAGTTA- - -~~~ - - - TAACTTACCGATACCGAIGAITGTCGATGCCGTGTACAIAATAGCGCCCCITAGTCT-C TGAT T T TICAA AARRA
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divergence to consensus (%)
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size: 388bp; fragments: 1991; full length: 27 (>=349.2bp)
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fasta.b.bed uf.bed g 4.bed fm_1.bed O O bcin.fa_aln.fa_cl.fa_gs.
size: 688bp; fragments: 1980; full length: 0 (>=619.2bp)

divergence to consensus (%)
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After TEtrimmer Extended plot Blue lines are boundaries
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TE: d 1 family 709 Before TEtrimmer 342 bp

size: 342bp; fragments: 1694; full length: 771 (>=307.8bp)
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After 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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