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1 MSA length = 5930 1
TTTTTATTTGATGATAATTTGTTAACATTGTTTTTTTCTAGCGGTTTATCTTTTAAGT -----=---- - TTGAAAAAAAGGAGTGGGGGGATAAAGCGCGACCGATAAGGCCCTCTACT ATABEMAATATTTA T AT
-TTTTATTTGATGATAATTTGTTAACATTGTTTTTTTCTAGCGGTTTATCTTTTAAGT ---------- TTGAAAAAAAGGAGTGGGGGGATAAAGCGCGACCGATAAGGCCCTCTACTI ‘ IACA T
- - -TTATTTGATGATAATTTGTTAACATTGTTTTTTTCTAGCGGTTTATCTTTTAAGT ---------- TTGAAAAAAAGGAGTGGGGGGATAAAGCGCGACCGATAAGGCCCTCTACT----=--- - TAT-----
TTTTTATTTGATGATAATTTGTTAACATTGTTTTTTTCTAGCGGTTTATCTTTTAAGT -----=---- - TTGAAAAAAAGGAGTGGGGGGATAAAGCGCGACCGATAAGGCCCTCTACTIGTIT-T C
TTTTTATTTGATGATAATTTGTTAACATTGTTTTTTTCTAGCGGTTTATCTTTTAAGT - ----=---- - TTGAAAAAAAGGAGTGGGGGGATAAAGCGCGACCGATAAGGCCCTCTACT ---- - - - ATA T
TTTTTATTTGATGATAATTTGTTAACATTGTTTTTTTCTAGCGGTTTATCTTTTAAGT -----=---- - TTGAAAAAAAGGAGTGGGGGGATAAAGCGCGACCGATAAGGCCCTCTACTIATIA.ACA AATATTTA T
TTTTTATTTGATGATAATTTGTTAACATTGTTTTTTTCTAGCGGTTTATCTTTTAAGT ---------- TTGAAAAAAAGGAGTGGGGGGATIAA -------------------------------- TTIATT C
-------------------------------------------------------------------- TTGAAAAAAAGGAGTGGGGGGATAAAGCGCGACCGATAAGGCGACCGATA ATTATTTA- = - - - c s e e m e e e oo - - T
------------------------------------------------- CTTTTAAGT----------TTGAAAAAAAGGAGTGGGGGGATAAAGCGCGACCGATAAGGCGACCGATA R I IR T

----- AT T - m e m e Lol TTGAAAAAAAGGAGTGGGGGGARAARGCGCGACCGATAAGGCCRTCTACTE-
-------------------------------------------------------------------- TTGAAAAAAAGGAGTGGGGJATAAfjGCGCGACCGATAAfcCCCTCTACT
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divergence to consensus (%)
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size: 6088bp; fragments: 321; full length: 7 (>=5479.2bp)
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size: 291bp; fragments: 22; full length: 17 (>=261.9bp)
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After TEtrimmer ORF and PFAM domain plot
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