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TGACCCCAACCCCAACACCCACCGGCACACAGACCCCAACCATGACACCCATCACCACCA
CCACCACGGTGACCCCAACCCCAACACCCACTGGCACACAGGCCCCAACCCCAACAGCCA
TCACCACCACCACTACGGTGACCCCAACCCCAACACCCACCGGCACACAGACCCCAACCA
CGACACCCATCACCACCACCACCACGGTGACCCCAACCCCAACACCCACCGGCACACAGA
GTACAACCCTGACACCCATCACCACCACCACCACGGTGACACCAACCCCAACACCCACCG
GCACACAGACCCCAACCCCGACACCCATCTCCACCACCACTACGGTGACCCCAACCCCAA
CACCCACCGGCACACAGACCCCARCCATGACACCCATCACCACCACCACCACGGTGACCC
CAACCCCAACACCCACCGGCACACAGACCCCAACAACGACACCCATCAGCACCACCACCA
CGGTGACCCCAACCCCAACACCCACCGGCACACAGACCCCAACATCGACACCCATCACCA
CCACCACTACGGTGACCCCAACCCCAACACCCACCGGCACACAGACCCCAACCACGACAC
CCATCACCACCACCACCACGGTGACCCCAACCCCAACACCCACTGGCACACAGGCCCCAA
CCCCAACAGCCATCACCACCACCAGTACGGTGACCCCAACCCCAACACCCACCGGCACAC
AGACCCCAACCACGACACCCATCACCACCACCACTACGGTGACACCAACCCCAACACCCA
CCGGCACACAGTCCCCAACCCCAACAGCCATCACCACCACCACTACGGTGACCCCAACCC
CAACACCCACCGGCACACAGACCCCA
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