Ace Human
Ace2'Human

Ace Human
Ace2 Human

Ace Human
Ace2'Human

Ace Human
Ace2'Human

Ace 'Human
Ace2'Human

Ace Human
Ace2'Human

Ace Human
Ace2'Human

Ace Human
Ace2'Human

Ace Human
Ace2'Human

Ace Human
Ace2'Human

Ace Human
Ace2'Human

Ace Human

Ace2 'Human

Ace Human
Ace2'Human

Ace Human
Ace2 'Human

Ace 'Human
Ace2 Human

Ace Human
Ace2'Human

Ace ' Human
Ace2'Human

Ace Human
Ace2'Human

Ace Human
Ace2'Human

Ace Human
Ace2'Human

Ace Human
Ace2 'Human

Ace Human
Ace2'Human

Ace Human
Ace2'Human

Ace Human
Ace2'Human

Ace Human
Ace2'Human

GGGGC GGGCCGCCGGGGGCCGGGGCTGCT GCCG GTTGCIEGCTGC GGCGTTGGACCCCGGGCTGCAGCCCGGCAACTTTTCTGCTGAC CCGG GCAGCTCTTCGCGCAGAGCTAC
TCAAGCTCGTECC. . ... .. ... . C CAGC TGCTGITAACTGETGETCAGTCCACCATT . . . . . ot e e e e AACA CAAGACATTTTTGGACAAGETT
AGC C CEGTTCCAGAGCGTGGCCGCCAGC GCGC CG CATCACCGCG CAAGGCG CA G AGCCCTGCTCAGCCAGGAGTTT C GGCC GGCCAGAAGGCC G.ovv i i i
GAA TICTATCAAAGTTCACTTGCTTCT AATT TATTACTGAA TCCAAAACATGAATAATGCT . . ....... ... ... ... ... CAAA TCTGCCTTTTTA ACAGTCCACACTTGCC

CT C G AGTAC CCEG GCHAAC GG TCCACCGCCAAGGTC
GGITG AAMT ATACA CcC AGTACTGGAAAAGTT

CACAACGCTGCG

GAA CTGG GA CT CACGGACCCGCAGCIEGCGCAGGATCATCGGA GIGCGCACCCTGGGC GCCAACCIGCCCCTG
CAAA TCAGAATCTCACAGECAAGCTTCAGCIGCAG CITCAGCAAAATGGG TCAGTGCICTCAGAA

CCT CAACAAGACTGCCACC GGICC CCAAC TTCETCGCGAAG GCCATGCTCCTGITTGCC GGATITCACTGCCCIC

-TAA-AGlT-TClACAAGAA-TAlTA-T-A-GlTlGlATGlA-AA_AAA.AGTTT.GA-AATGA.AGG-ClGG-T-AA-AGATCTlAGlTC-AGlA-GG-ATlA-T-A-GlATGTGlTlTlG

TCGTCCGCCGCGCACTGCATCGCCGA CGGAGACAGA C AC
ATGIGAGGGCAAAGTIGATGAATGCC .CCTTCCTAT GT

CAGTACT CITGCAG G AACGCCACGCACATG CGGGT, A G CACCTCCCIGGAGCTCTCCCCC C CCGAG GGGTCG GGAGAAGCCGGCCGACGGGCGGG TGGTG CGECTCG
TGATGCA GITGGAC C GATGCACAGAGAATA AAGGA C A TGTATCTGITGGTCITCCTAAT A AAGGA AATTCC AACGGACCCAGGAAATGTTCAGA CAGTIC TCCCACA

AAGCA
CTTAT

CG
AA

TICTACAACAGGAAA CACG CAGCTCTCC TGCAC C A CTACCTGCAGTACAAGGATCTGCCCGICTCCLCTGCGTCGGGGGGCCAACCCCGGC
CILG...GGGAAGGGC GACA GACTTCCTG CTCAT G C TGATATGGCATATGCTGCACAACCTTITCTGCTAAGAAATGGAGCTAATGAAGGA

GG
AT

CGC GT CGTACC CCTTCCCGCITACAACTTCGAC TATCTITCGAACCAAGTATCAG ATCTGTCCT TA GAAAC CC T TGCTGGAGCTAA T CCA
AGG AA GAAATT AAAGACCAGTGGATGAAAAAG GAGATGAAGCGAGAGATAGTT GIGGTGGAA GC ATGAT AT G CCCCGCATCTCT C TCT

CCGG
GTTC

CTCC
AAAA

TGACAC A CAGGTACITTGTGAGTTTTGICCTGCAG CCAT CCTGTGCAAGGAGGCAGGCT G A CAG ACCGGTCCACCAAGGCAGGGGCCAAG
ATTACT T TCGATATTACACAAGGACCCITTACCAA TCAA ACTTTGTCAAGCAGCTAAAC A T AAA CAAACTCTACAGAAGCTGGACAGAAA AG CT

CAGG CAGGAG
AGAA ACCCTA

TGCTGAAGGACATGGICGGCTTAGATGC CCCA CACCCAG CAGGAG CAGCAGAACGGCGAGGICC C CCCGAGTACCAGTGGCACCCGCCG
CATTGGAAAATGITGTAGGAGCAAAGAA A A TAAG A C TG CT ATTTACC AAAGAC AAGAATTCT...... TATG A AGT . ...

ACGAG CGAGGCCAACTGGAACTACAACACCAACATCACCACAGAGACCAGCAAGATT
GTCCA CCAAAGEATC . . . e e e

CTGCTGCAGAAGAACATGCAAATAGCCAACCACACCCTGAAGTACGGCACCCAGGCCAGGAAGTTTGATGTGAACCAGTTGCAGAACACCACTATCAAGCGGATCATAAAGAAGGTTCAGGACCTAGAACGGGCAGCACTGCCTGCCCAGGAGCTGGAGGAG

TACAAC

GA
AG

CTACA
TCTTG

CCTI CGTGGCCACTGTGTGCCACCCGAATGGCAGCTGCCTGCAGCTCGAGCCAGATCTGACGAATGTGATGGCCACGTCCCGGAA
GAG

GGATA
AAGCC

162

309
240

468
396

630
558

762
720

924
879

1086
1041

1248
1200

1407
1362

1569
1524

1731
1686

1893

1821

2055
1854

2217
1854

2379
1914

CHACCTCAACCTGCA CTACGTGCGCC
GITCCGATCATCTGT ATATGCTATGA

GCCCTGCACCGTCACTACGGGGCCCAGCACATCAACCTGGAGGGGCCCATTCCTGCTCACCTGCTGGGGAACATGTGGGCGCAGACCTGGTCCAACATCTATGACTTGGTGGTGCCCTTCCCTTCAGCC

o Bleck 3
L BloCk A
CCCTCGATGGACACCACAGAGGCTATGCTAAAGCAGGGCTGGACGCCCAGGAGGATGTTTAAGGAGGCTGATGATTTCTTCACCTCCCTGGGGCTGCTGCCCGTGCCTCCTGAGTTCTGGAACAAGTCGATGCTGGAGAAGCCAACCGACGGGCGGGAGGTG

GCCAACCCCGGCTTCCATGAGGCCATTGGGGACGTGCTAGCCCTCTCAGTGICTACGCCCAAGCACCTGCACAGTCTCAACCTGCTGAGCAGTGAGGGTGGCAGCGACGAGCATGACATCAACTTTCTGATGAAGATGGCCCTTGACAAGATCGCCTTT

CACAFTCCTTCTAGCGIGCCTTACATCAGGTACTTTGTCAGCTTCATCATCCAGTTCCAGTTCCACGAGGCACTGTGCCAGGCAGCTGGCCACACGGGCCCCCTGCACAAGTGTGACATCTACCAGTCCAAGGAGGCCGGGCAGECGCCTGGCGACC CA G
GAAGETGAAAAGGCEAMCAGGATGT CRCEG . . . . . . oottt e e e e e e e et e st e et e e e e e e AGCCGTALCAATGAT

AAG GGCTTCAGTAGGCCGTGGCCGGAAGCECATLGCAGCIIGALCACGGGC CAACATGAGCGCCTCGGCCATGTTGAGCTACTTCAAGCCGCTGCTGGACTGGCTCCGCACGGAGAACGAGCTGCATGGGGAGAAGCTGGGCTGGCCGCAGTACAAC
CGT AAT. . ... i GACAACAGCCTAGAGTTTCIGGGGATA A C A L T . . . e e e e e
TGGACGCCGAACTCCGCTCGCTCAGAA G CCTCCCAGACAGCGGCCGCGTCAGCTTCCTGGGCCTGGACCTGGATG G G GGGCCAG C GC C CCTG CGCCCTGCTGGTAGCCACCCHEG CICAGCCAGCG
........................................................................ TTCCATA TGTGATGGGAGTGATAGTGGHET, AQTGTCATCCT
CICTTCAGC. . .ATCCGCCHACELGC. . . . . o i AGCCITCCACCGGCACTCCCACGGGECCCAG GGCTCCGAGGTGGAGCTGAGACA GA... 3921
A CTGGG A TCGGAAGAAGAAAAATAAAGCAAGAAGTGGAGAAAATCCTTATGCCTCCATCGATATTAGCAAAGGAGAAAATAATCCAGGA CAAAACACTGATGATGITCAGAC TTTAG 2418

1923

2703
1956

2865
1956

3027
2001

3189
2037

3351
2094

3513
2145

3675
2193

3837
2280



