Start crop Point End crop Point

1 MSA length = 940 1

TATACCGGGTGTTTCAAATTCGGCTCTCACCATTGGGATCTCGGAAACGG - - -~~~ -~ - - CAATGGTGAGAGCCGAATTTGAAACACCCGGTATAIM- - - - - - - ATATTAARAATHTGAAANA
TAACClGGTGTTTCAAATTCGGCTTCACCAITGGGATCTCGGAAACGG- - - - - - - - - - CAATGGTGAGAGCCGAATTTGAAACACCCGGTATAMTR- - --------- AGATRTAARET A
TATACCGGGTGTTJCAAATTCGGCTCTCACCATTGGGATCTCGGAAACGG - - - - - - = - - - CAATGGTGAGAGCCGAATTTGAAATACCCGGTATAGR - - - - - - -~ - - - ABBARTETClTET
TATACCGGGTGTTTCAAATTCGGCTCTCACCATTGGGATCTCGGAAACGG - - - - = = = = - - CAATGGTGAGAGCCGAATTTGAAACACCCGG - = = = = = = == = m = mmmm e e e e e o - T-ATATA
TATACCGGGTGTTTCAAATTCGGCTCTCACCATTGGGATCTCJlcAAABGG- - -------- CAATGGTGAGAGCCGAATTTGAAACACCCGGTATA T-ATATA
TATACCGGGTGTTTCAAATTCHGCHcBcaccaTTGGGARcTCGGAAACHG- - - - - - - - - - CAATGGTGAGAGCCGAATTTGAAACACCCGGTATA TGAAANG
TATACCGGGTGTTTCAAATTCGGCTCTCACCATTJGGATCTCGGAAACHG- - - - - - - - - - CAATGJJTGAGAGCCGAATTTGAAACACCCGGTATA T-GA
TATACCGGGTGTTTCAAATTCGGCTCTCACCATTGGGATCTCGGAAACGG - - -~~~ -~ - - CAATGGTGAGAGCCGAATTTGAARMACCCGGTATA
TATACCGGGTGTTTCAAATTCGGCTCTCACCAITGGGATCTIGGAAACGG ---------- CAATGGTGAGAGCCGAATTTGAAACACCCGGTATA
TATACCGGGTGTJTCAAATTCGGCTCTCACCATTGGGATCTCGGAAACGG- - - - - - - - - - CAATGGTGAGAGCCGAATTTGAAACACCCGGTATARBTIRTTTTT--- - - - ABNGATT - - - - - -
TATACCGGGTGTTTCAAATTCGGTCTCACCATTGGGATCTCGGAAACGG- - - - - - - - - - CAATGGTGAGAGCCGAATTTGAAACACCCGGTATAM- - ------------ABBMAACHT- - - - -
TATACCIGGTGTTTCAAATTCGGCTCTCACCATTGGGATCTCGGAAACGG- - - - - - - - - - CAATGGTGGAGCCGAATTTGAAACACCCGGTATA TTTTC----- - THEAACET -[AATA
TATACCGGGTGTTICAAATTCGGCTCTCACCATTIGGATCTCGGAAACGG ---------- CAAIGGTGAGIGCCGAATTTIAAACAC.GGTA TTTTTATATTAARMAATHET - AAATA
TATACHGHGGTTTCAAATTCGGCTCJCACCATTGGGATCTCGGAAACGG - - - - - - - - - - CAATGGTGAGAGCCGAATTTGAAACACCCGGTATA TTeoeemmmm - ABBMGACET - - - - - - - s m e e e e e e e
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size: 940bp; fragments: 7906; full length: 1044 (>=846bp)
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fastab.bed ufbed g Lbed fm 1bed 0 0 belnfa ainfa clfa gs. After TEtrimmer Extended plot Blue lines are boundaries

size: 1242bp; fragments: 7895; full length: 0 (>=1117.8bp)
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divergence to consensus (%)

TE: rnd_1 family 126

size: 927bp; fragments: 8154, full length: 1056 (>=834.3bp)
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After TEtrimmer ORF and PFAM domain plot
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Dotplot

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