Start crop Point End crop Point

MSA length = 913 1
AATATCAATAIAITT-AAT-ATACGGAGCGATCCAAAATGATTAAATAGTTGGCTATTCCGATTTTGTTC ---------- CAGGTTTGCCAACTCTTTCAAICATTTTGGATIGCTCC ------------ A
AABA- - - e TACGGAGCGATCCAAAATGATIA - - TAGTTGGCTATTCCGATTTTGTTC- - - - - - - - - - CAGGTTTGCJAACTCTTTCAATCATTTTGGATCGCTCCGTATTTGCATAA
AATATTA - - - - - mm e mmm e mm e e oo - TACGGAGCGATCCAAAATGATTAAATAGTTGJCTATTCCGATTTTGTTC- - - - - - - - - - CAJJGTTTGCCAACTCTTTCAATCATTTTGGATCGCTCCGTATATTACATAA

CTTTCHlTTTATAA
TCTIT TTATAA
TCTTT ————TAA

--------------- AAT ATACGGAGCGAICCAAAATGATTAAEIAGTTGGCTATTCCGATTTTGTTC ----------CAGGTTTGCAACTCTTTCAATCABTTTGGATCGCTCCGTATATTACATAT
AlIATTACTA AA - TACGGAGCGATCCAAAATGATTAABTAGTTGGCTATTCCGATTTTGTTC-------- - - CAGGTTTGCCAACTCTTTCAATATTTTGGATCGCTCCOTAR- - - - -
AGTETTAATA AAT ATACGGAGCGATCCAAAATGATTAAATAGTTGGCJATTCCGATTTTGTTC- - - - - - - - - - CAGGTTTGCCAACTCTTJCAATCATTTTGGAJClCTCCGTATAT - - - - TATBATTTA
AGEATCAATA AAT ATACGGAGCGATCCAAAATIATTAAATAGTTGGCTATTCCGATTTTGTTC- -« - - - - - - - CAGGTTTGCCAACTCTTTCAATCATTTTGGATCGCTCCOTATAR- - -« o m e
----------------------- TACGGAGCGATCCAAAATGATJAAATAGTTGGCTATTCCGATTTTGTT----------CAGGTTTGCCAACTCTTTCAATJATTTTGGATCGCTIREAAT - - - - - - TAARMATTEA
AATATCAACG AAT'TACGIAGCGATICAAAATGATTAAATAGTTGGCTATTCCGATTTTGTTC ---------- CAGGTTTGCJAACTCTTTCAATCATTTTGGEJCGCTCCGTATA - TAAATAABMATTAARMTG TTTTTETTRATEA
AATATTT- - - AT ATACGGAGCGATCCAAAATIATTAAATAGTTGGCTATTCCGATTTTGTTCH - - - - - - - - - CAG|TTTGCCAAC-CTTTCAATCATTTTGGATCCTCCGAATATTACA- - ARATGTEIET A TTTCCRTTTAT
AATATTT - - -BABTERTRTAA - - - - - - TACGGAGCIATCCAAAATGATTAAAJJAGTTGGCTATTCCGATTTTGTTC - = - - - - - - - CAGGTTTGCCAACTCTTTCAATCATTTTGGATC!ITCCGTATAT ---------------------------------------------
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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: After TEtrimmer 913 b P

size: 913bp; fragments: 22153; full length: 2228 (>=821.7bp)
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fasta.b.bed uf.bed g 1.bed fm 1.bed O O bcin.fa_aln.fa _cl.fa_gs.f

divergence to consensus (%)

size: 1215bp; fragments: 22101; full length: 0 (>=1093.5bp)
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TE: mnd_2 family_ 49 Before TEtrimmer 875 bp

size: 875bp; fragments: 19570; full length: 4008 (>=787.5bp)
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[E consensus before TEtrimmer (bp)

Dotplot

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