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TGTHA A CTAAGGTAIATA AGGCTGIGAGCGTCGAGCGTCGIGTCGCGTTTGCGTCG ---------- CGCTTGACGCTCTCAGICIGTACGTACCTTTA.CTAIGTATTTAATTAA

TG A TTAAGTACATABGGCTGAGAGCGTCGAGCGTCGCGTCGCGTTTCGTCG- - - - - - - - - - CGCTCGACCTCTCAGCCTGTACGTACCT - mmmm e s o m o e e

TTTHT A A TTAAGGTACATABAGGCTGAGAGCGTCGAGMGTCGCGTCGCGTTTGCGTCG- ==~ -~ - - - - CGCTTGACGCTCTCAGCCTGTACGTACCTTTA T
TGTHA A A CTAAGGjacATA AGGCTGAGAGCGTCGAI!GTC ----------- GCGTCG-=------~--- CGCTCGACGCTCTCAGCCTGTAJGTACCTTTA T
TT G G TTAAGGTACATA AIGCTGAGAGIGT GAGCGTCGCGTC - === == mmmmmmmmmm e e e oo CGITCGACGCTCTIAGICTGTACGTACCTTTA T
.- -A A ARBARAABT - - ------ AGGCIGAGAGCGTC AGCITIGIGTCGCGTTTGCGTCG ---------- CGCTCIACGCTCTCAG—CTGTACGTACCTTTA T
— A GRITAAAARIT - - - - - o c o o o o e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e T
TTTRT G A T-AAGGTACATAAGGCTGAGAGCGTCGAGCGTCGCGTCGCGTTTGCGTCG = = = = = = = = = = m m o m e e e e e e e e e e e e e e e e e o e - CTAlICTACTTAATAAA T
TTTHT G A T-AAGGTACATABAGGCTGAGAGCGTCGAGCGTCGCGTCGCGTTTGCGTCG-----=- - - - CTCTCGACGCTTTCAGCCTGTACGTACCTTTAMMCTABCTACTTAATAAA T
TTTHT G A T-AAGGTACATABAGGCTGAGAGCGTCGAGCGTCGCGTCGCGTTTGCGTCG-----=- - - - CTCTCGACGCTTTCAGCCTGTACGTACCTTTAICTA CTACTTAATAAA T
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