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1 MSA length = 4658
ATHA- - -TCGT ABGTGEAGCAGACGTTAABARBACTABTT TCCMBCCAATCAAACAACCGGAACAT - = - = = = = = - &= s - s sttt o f L f Lt ot L Lo
TA AIAG— - - -GETATGAAGAAGACAC TATTATA- - - - - - - - - - - - GCAGACGTTAATAAACTAGTGTTCCAGGCCAATCAAACAACCGGAACAT - - = = == = = = - AGTGTCTGCAATCTGATTGGCCTGGAACCTTAGTTTATTAACGGCTGCT—AC-AIA-TAIAC AA

AAARTAT - -AAA- - - - AGCAGACGTTAATAAACTAGTGTTCCAGGCCAATCAAACAACCGGAACAT - = -=-===-=-=-- AGTGTCTGCAATCTGATTGGCCTGGAACCTTAGTTTATTAACGGCTGCT

TATHEEEERA - - - - - - - - - - - - - - - - - - - oo m - - - - AGCAGACGTTAATAAACTAGTGTTCCAGGCCAATCAAACAACCGGAACAT - = =-=-===-=-=-- AGTGTCTGCAATCTGATTGGCCTGGAACCTTAGTTTATTAACGGCTGCT—IT
TAT A-TCGT AGCAGACGTTAATAAACTAGTGTTCCAGGCCAATCAAACAACCGGAACAT - = -=-==-=-=-=-- AGTGTCTGCAATCTGATTGGCCTGGAACCTTAGTTTATTAACGGCTGCT - - -
—————————————————————— AGCAGACGTTAATAAACTAGTGTTCCAGGCCAATCAAACAACCGGAACAT - -=-=-=------AGTGTCTGCAATCTGATTGGCCTGGAACCTTAGTTTATTAACGGCTGCTTA
————————— AGCAGACGTTAATAAACTAGTGTTCCAGGCCAATCAAACAACCGGAACAT - -=-=-=------AGTGTCTGCAATCTGATTGGCCTGGAACCTTAGTTTATTAACGGCTGCT-AC - - ===
————————— AGCAGACGTTAATAAACTAGTGTTCCAGGCCAATCAAACAACCGGAACAT - --=-=------AGTGTCTGCAATCTGATTGGCCTGGAACCTTAGTTTATTAACGGCTGCT --=-=-=-=-=-=-=-=-===-=-=----
TT AGCAGACGTTAATAAACTAGTGTTCCAGGCCAATCAAACAACCGGAACAT - = -=-==-=-=-=-- AGTGTCTGCAATCTGATTGGCCTGGAACCTTAGTTTATTAACGGCTGCT -AC
AGCAGACGTTAATAAACTAGTGTTCCAGGCCAATCAAACAACCGGAACAT - = =-=-==-=-=-=-- AGTGTCTGCAATCTGATTGGCCTGGAACCTTAGTTTATTAACGGCTGCTTA
AGCAGACGTTAATAAACTAGTGTTCCAGGCCAATCAAACAACCGGAACAT - = =-=-==-=-=-=-- AGTGTCTGCAATCTGATTGGCCTGGAACCTTAGTTTATTAACGGCTICTTAC
AGCAGACGTTAATAAACTAGTGTTCCAGGCCAATCAAACAACCGGAACAT - = =-=-==-=-=-=-- AGTGTCTGCAATCTGATTGGCCTGGAACCTTAGTTTATTAACGGCTGCT - - - -
AGCAGACGTTAATAAACTAGTGTTCCAGGCCAATCAAACAACCGGAACAT - = =-=-===-=-=-- AGTGTCTGCAATCTGATTGGCCTGGAACCTTAGTTTATTAACGGCTGCT -AT
———————————————— AGCAGACGTTAATAAACTAGEBGTTCCAGGCCAATCAAACAACCGGAACAT - =-=-=-=------AGTGTCTGCAATCTGATTGGCCTGGAACCTTAGTTTATTAACGGCTGCTT - -
AGCAGACGTTAATAAACTAGIGTTCCAGGCCAATCAAACAACCGGAACAT —————————— AGTGTCTGCAATCTGATTGGCCTGGAACCTTAGTTTATTAACGGCTGCTITC
GCAGACGTTAATAAACTAGTGTTCCAGGCCAATCAAACAACCGGAACAT - -=-=-=-=-=-~-~-- AGTGTCTGCAATCTGATTGGCCTGGAACCTTAGTTTATTAACGGCTGCTTTC
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size: 4658bp; fragments: 205; full length: 34 (>=4192.2bp)
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stab.bed uf.bed g 2.bed fm Lbed 0 0 belnfa alnfa clfa gs.fa After TEtrimmer Extended plot Blue lines are boundaries

size: 4958bp; fragments: 205; full length: 33 (>=4462.2bp)
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TE: rnd_5 family 13281
size: 2508bp; fragments: 228; full length: 9 (>=2257.2bp)
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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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[E consensus before TEtrimmer (bp)

Dotplot

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