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1 MSA length = 206
TGTTGCTGCATTAAATTTGTAAATCCGACAACGCTGCAATTAGCAGCTAG- - -~ -- -~ - - ACCGTCAAGGGTTAGCCGTTATTTATACAIMATAAABTTTHAGTCHICH- - - - - - cATABAGCcAGTARGAC
TGTTGCTGCATTAAATTTGTAAATCCGACAACGCTGCAATTAGCAGCTAG- - - -~ - -~ - - ACCGTCAAGGGTTAGCCGTTATTTATACAT AAGAAGAAAGAAGAT
TGTTGTTGCACTAAATTTGTAAATCCGACAACGITGCAATTAGCAGCTG- - -------- ACCGTCAAGGGTTAGCCAATATTTATACATEBAG-AAT - - - - == = = = = - - - CGTABMAAGAATAGAGTGGAT
TGTTGCTGCATTAAATTTGTAAATCCGACAACGCTGCAATTAGCAGCTAG- - - - - - -~ - - ACCGTCAAGGGTTAGCCGTTATTTATACAT
TGTTGCTGCATTAAATTTGTAAATCCGACAACGCTGCAATTAGCAGCTAG- - - -~ - -~ - - ACCGTCAAGGGTTAGCCGTTATTTATACAT AG—AATTTTGGTC!IATCACGGATA
TGTTGCTGCATTAAATTTGTAAATCCGACAACGCTGCAATTGGCAGCGAG - - - -~ - -~ - - ACCGTCAAGGGTTAGCCGATATTTATACATHAG-AATTTTGGTCCAATCACGGATA
TGTTGCTGCATTAAATTTGTAAATCCGACAACGCTGCAATTGGCAGCGAG - - - -~ - -~ - - ACCGTCAAGGGTTAGCCGATATTTATACAT TAATGTTGATTC-------- - -
TGTTGTTGCACTAAAITTGTAAATCCGACAACGCTGCAATTAGCAGCTAG ---------- ACCGTCAAGGGTTAGCCGATATTTATACAT AGAGAIGT-GCCACICAC.AIG

AG- - ABTTTGGTCCAATCACGGATA

GAAITAT

GAACCA-ETGTC
GEA

GIACTAT

CAAAMRAAGAAGAAAGAAGAT
CAAAMRAAGAAGAAAGAAGAT

CANABANCRATTAT AT
CGA GG AITG GT

AAGAAGAAAGAAGA

GAACCA -
AAACCIC

GBACTAT
AA CIT

TGTTGTTGCACTAAATTTGTAAATCCGACAACGCTGCAATTAGCHGCTAG- - - - ------ ACCTCAAGGGTTAGCCAATATTTATARAT
TR T T TGCACTAAATTTGTAAATCCGACAACGCTGCAATTAGCAGCTAG- - - - - - - - - - ACCGTCAAGGGTTAGCCAATATTTATACAT
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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:
size: 206bp; fragments: 11; full length: 6 (>=185.4bp)
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fasta.b.bed_uf.bed g 1l.bed fm _1.bed O O bcIn.fa_aln.fa cl.fa_gs.f
size: 507bp; fragments: 11; full length: 0 (>=456.3bp)
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TE: It 1 famiy 375 Before TEtrimmer 185 bp

size: 185bp; fragments: 11; full length: 10 (>=166.5bp)
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[E consensus before TEtrimmer (bp)
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