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ATGGCGGAGGCTGCGGCTCCCGGAACAACAGCCACAACATCAGGAGCAGGAGCGGCAGCGGCGGCGGTGGCAGCGGCCTCCCTCACCTCTATCCCCACAGTCG
dagagatgtggecttgacaacAaTcA HENNENNNNENE ;A ccGRAccBcTeccaciccecTcccTeacircraTiicccacacree

CTGCCCCGTCCCCGGGGGCGGGAGGAGGGGGCGGCGG-—-CAGCGACGGCAGCGGCGGC - —-GGCTGGACGAAACAGGTCACCTGCAGATACTTTATGCATGG
crcecccceTcBeceececicecaceaceeeccBoacci@@caccBaficccaccBocBecBE88cccTcBACEArACAGETCACCTGCAGATATTTATHCETGG

GGTTTGTAAGGAAGGCGATAACTGTCGATACTCTCATGACCTCTCTGACAGTCCATACGGCGTAGTGTGCAAGTATTTTCAAAGAGGGTACTGTGTTTATGGA
GGTTTGTAAGGAAGGCGATAACTGTCIATACTCTCATGACCTCTCTGACAGTCCATACGGIGTAGTGTGCAAGTATTTTCAAAGAGGITACTGTGTTTATGGA

GACCGCTGCAGATACGAACACAGCAAGCCACTGAAACAGGAAGAAGTGACTGCTACTGATCTGAGTGCAAAACCATCCCTCGCTGCTTCCTCAAGTCTCTCTT
GACCGCTGCAGABACGAACACAGCAAGCCACTGAAACABGEAGAAGTGACTGCTACEGATCTGAGTGCAAAACCATCCCTCRCTGCTTCCTCAAGTCTCTCTT

CTGGTGTTGGATCACTTGCTGAAATGAATTCAGGCGAAGCTGAGTCACGAAACCCAAGCTTTCCAACTGTAGGAGCAGGTTCAGAGGACTGGGTGAATGCCAT
CTGGTGTTGGATCACTTGCTGAAATGAATTCAGGCGAAGCTGAGTCACGAAACCCAA.CTTTCCAACTGTAGGAGCAGGTTCAGAGGACTGGGTGAATGCCAT

TGAGTTTGTCCCTGGGCAGCCCTACTGTGGCCGTACTGCCCCTTCCTGCACTGAAGTACCCCCGCAGGGTTCAGTGACCAAGGAAGAGACAGAGAAGGAGCCA
TGAGTTTGTCCCTGGGCAICCCTACTGTGGCCITACTGCCCCTTCCTGCACTGAAGTACCCCIGCAGGGTTCAGTGACCAAGGAAGAGICAGAGAAGGAGCCA

ACTACGGTGGAGACAAAGAAGCAGCTTTGCCCCTATGCTGCAGTGGGAGAGTGTCGCTATGGGGAAAACTGTGTGTATCTCCACGGAGACTCGTGTGACATGT
ACTACGGTGGAGACAAAGAAGCAGCTTTGCCCCTATGCTGCAGTGGGAGAGTGTIGCTA.GGGGAAAACTGTGT.ATCTCCACGGAGACTCITGTGACATGT

GTGGCCTGCAGGTCCTACACCCAGTGGATGCTGCCCAGAGGTCACAGCACATAAAATCTTGCATTGAGGCCCATGAGAAGGACATGGAGCTCTCTTTTGCTGT
GTGGCCTGCAGGTCCTACACICAGTGGATGCTGCCCAGAGGTCACAGCACATAAAATCTTGCATTGAGGCCCATGAGAAGGACATGGAGCTCTCTTTTGITGT

TCAGCGCACGAAGGACATGGTGTGTGGGATCTGCATGGAGGTGGTCTATGAGAAAGCCAACCCCAGCGAGCGTCGCTTTGGGATCCTCTCCAACTGCAACCAC
TCAGCGCABBAAGGACATGGTGTGTGGGATCTGCATGGAGGTGGTCTATGAGAAAGCCAACCCCAGCHAGeGTCACcTTTGGGATCCTCTlicAACTGCAACCAC

ACCTACTGTCTCAAGTGTATTCGCAAGTGGAGAAGTGCTAAACAATTTGAGAGCAAGATCATACATAAAGTCCTGCCCCGAATGCCGGATCACATCTAACTTT
ACCTACTGTCTCAAGTGTATTHGCAAGTGGAGAAGTGCTAAACAATTTGAGAGCAAGATCATACATAAAGTCCTGCCCCRAATGicEcATCACATCTEACTTT

GTCATTCCAAGTGAGTACTGGGTGGAGGAGAAAGAAGAGAAGCAGAAACTCATTCAGAAATACAAGGAGGCCATGAGCAACAAGGCGTGCAGGTATTTTGATG
GTCATTCCAAGTHEAMBACTGGGTGGAGHAGAAAGAAGAGABGCAGAAACTCATTCAGAAATACAAGGANGCCATGAGCAACAAGGCGTGCAGGTATTTTGATG

AAGGACGTGGGAGCTGCCCATTTGGAGGGAACTGTTTTTACAAGCATGCGTACCCTGATGGCCGTAGAGAGGAGCCACAGAGACAGAAAGTGGGAACATCAAG
AAGHEACGTGGGAGCHGCCCATTTGGAGGGAACTGTTTTTACABGCABGCGTACCCTGATGGCCHETAGAGAGGAGCCACAGAGACAGAAAGTGGGAACATCAAG

CAGATACCGGGCCCAACGAAGGAGCCACTTCTGGGAGCTCATTGAGGAGAGAGAGAACAACCCCTTTGACAACGACGAAGAGGAGGTTGTCACCTTTGAGCTG
BacaTaccBceccccanlicAAGGAGCCACTTCTGGGAGCTCATTGAGGAGAGAGAGAACAACCHicTTTGACAAGABIcAAGAGGAGGEBTGTCACCTTTGAGCTG



Mkrni GGCGAGATGTTGCTTATGCTTTTGGCTGCAGGTGGGGACGACGAGCTGACAGACTCTGAGGACGAGTGGGACTTGT TTCACGATGAGCTGGAGGACTTTTATG
Mkrnl-pl GGCGAGATGTTGCTTATGCTTTTGGCTGCAGGTGGGGACHEMNAGCTGACAGACTCTGAGGACGAGTGGGACTTGTTTCACHATGAGCTGGAGGACTTTTATG

Mkrni ACTTGGATCTATAGCAGCGTTGCGTGGCGCGGGCACTGGTCTGCGGAGCCTCAGACAGTAGCTGTCCCCTGTGCTGTGTGGCAGTGCGTGTGGCTCTCCTAGG
Mkrni-p1 AcCTTGGETcTABAGCAGHGTTGCGTGGHGCGGGCACTGGECTGCHGAGCCTCAGACAGTAGCTGTCCCCTGTGCTGTGTGGCAGTGCGTGTGGCTCTCCTAGG

Mkrni CAGGCCTCTCAAACTCCAGGTGCTGTGATCACTTCCCAGGGCCTGTTCCTCTACCCTCACCT --CCCCCAAGAGTGTGTTTGTTTTCTCTGTTTCAAAAGTT
Mkrni-p1 BEEECCTCTCAAACTCCAGGTGCTGTGATCACTHECEBCcAGGGCCTGTTCCTCTACCCTCACCTMBCCCCACAAGAGTGTGTTGTTTTCTCTGTTTCAAAAGTT

Mkrnl ACAAAAATAAATCTTAAAAGTT
Mkrnl-pl ACAAAAATAAATCTTAAAAGTTAAAAAAAAAAAAAAAAGAGYtatggectty
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