Start crop Point End crop Point

1 MSA length = 1467 1

TGTAGCGTTTTTTTAAAACATTATCACTGCGAACGGCAGCTTTTCGTTGG - -~~~ -~ - - AAAAAGACATGJAACGAAITAAAAACGTTACAAG
TGTAGCGTTTTMBTAAAACATTATCACTGCGAACGGCAGCETTTCGTTGG -« - - - - - - - AAAAAGACATGTAACGAACTAAAAACGTTACANT
TGTAGCGTTTTTTTAAAACATTATCACTGCGAACGGCAGCTTTTCGTTGG - -~ -- -~ - - AAAAAGACATGTAACGAACTAAAAACGTTACAMT
TGTAGCGTTTTTTTAAAACATTATCACTGCGAACGGCAGCTTTTCGTTGG - -~~~ -~ - - AAAAAGACATGTAACGAACTAAAAACGTTACART
---------- GTAGCGTTTTTTTAAAACATTATCACTGCGAACGGCAGCTTTTCGTTGG----------AAAAAGACATGTAACGAACTAAAAACGTTACAAT AAATTCTTT
TGTAGCGTTTTTTTAAAACATTATCACTGCGAACGGCAGCTTTTCGTTGG - -~~~ -~ - - AAAAAGACATGTAACGAACTAAAAACGTTACAA ATTTTCTTT
TGTAGCTTTTTTAAAACATTATCACTGCGAACGGCAGCTTTTCGTTGG- - - - - - - - - - AAAAAGACATGTAACGAACTAAAAACGTTACAAG
AAGG TGTAGCGTTTTTTTAAAACATTATCACTGCGAACGGCAGCTTTTCGTTGG - - - == - = - - AAAAAGACATGTAACGAACTAAAAACGTTACAAGHECABERABAATTC- - - - - - - - - o oo oo - -
A-GGARTGAAT TGAGGGG T TAAATAGGAGATCATTATE T T---------- GTAGCGTTTTTTTAAAACATTATCACTGCGAACGGCAGCTTTTCGTTGG--------- - AAAAAGACATGTAACGAACTAAAAACGTTACAAT
- - -GAGAAA - TEATCATG T TAAC TGGAGE: TCATEGET T TERRG T8 AR - - - - - - - - - o oo oo ITIGI ---------- AAAAAGACATGTAACGAACTAAAAACGTTACAIT TCTA- -GAA
AGTA TGIAGCGTTTTTTTAAAACATTATCACTGCGAACGGIAGCTTTTCGTTGG ---------- AAAAAGACATGTAACGAACTAAAAACGTTACAAT TTT--BAAAA
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.bed _uf.bed g 3.bed fm_1.bed 0 O bcIn.fa _aln.fa_cl.fa_gs.fa ce.f:

divergence to consensus (%)

size: 1467bp; fragments: 9679; full length: 45 (>=1320.3bp)
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fasta.b.bed_uf.bed g 3.bed fm_1.bed 0 O bcIn.fa_aln.fa cl.fa_gs.f
size: 1769bp; fragments: 9672; full length: 0 (>=1592.1bp)
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TE: It 1 famiy 257 Before TEtrimmer 663 bp

size: 663bp; fragments: 6624; full length: 3 (>=596.7bp)
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After TEtrimmer ORF and PFAM domain plot
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