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ACGAATTAGAGTTCTTTAAGTACTAACGATCAAAAGTAATAG F K W b3 s G |
ACGARA ATAGTTCTTTAAGTACTAACAAT AARAG ATAG F K W s s G
ATGACTCA AG CTTThA TACTAACTATC AARAGCAATAG F K v s s G |
CTAATT A T TT A TACTAACAATC AAA A AG F K W b3 s G |
GAATCATAGT T AARATACTAACAACC AA AARTAG F K W s G
TTCAAG ATC AR s G |
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