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GAAGGGCAGACAGAGTGTCCAAAAGCGTGAGAGCACGAAGTGAGGAGAAGGTGGAGAAGAGAGAAGAGGAAGAGGAAGAGGAAGAGAGGAAGCGGAGGGAACTGCGGCCAGGGTAAGGACAGGGGAGGGAATAGG

CTTCCCGTCTGTCTCACAGGTTTTCGCACTCTCGTGCTTCACTCCTCTTCCACCTCTTCTCTCTTCTCCTTCTCCTTCTCCTTCTCTCCTTCGCCTCCCTTGACGCCGGTCCCATTCCTGTCCCCTCCCTTATCC

N —.
c_________________________________________________wmew ____________________Pg

GTGGCGACCAGGCTGTGGCTTTGAGGGCAGAGAGGTGTAGACCTGGCAGGACCCAGACCCCTCACGGCTGCAGCATCTCAGGGGTTGTGGGGCCGGCATGAGTCATAGGCTCTCCTGCCGAGCCCAGGCCTGTGG
1 1 1 1 1 1 1 1 1 1 1 1 1 1

T T
CACCGCTGGTCCGACACCGAAACTCCCGTCTCTCCACATCTGGACCGTCCTGGGTCTGGGGAGTGCCGACGTCGTAGAGTCCCCAACACCCCGGCCGTACTCAGTATCCGAGAGGACGGCTCGGGTCCGGACACC

- _________________________pg
. @Few ____________________Ppg

GACCCCGGCAGCAACACAGGGCCAGGGGCAATAGGGTTGCTGGGGGCAGGGGACAGAGTGCTAGGGCCCTCCCACCTGGGCCCAGAGTCCTGTACTTGGCTCACTTGAGGTGGACCAGATGTCAGCCTCAGATCC

CTGGGGCCGTCGTTGTGTCCCGGTCCCCGTTATCCCAACGACCCCCGTCCCCTGTCTCACGATCCCGGGAGGGTGGACCCGGGTCTCAGGACATGAACCGAGTGAACTCCACCTGGTCTACAGTCGGAGTCTAGG

T T —~>
I ————TTTT——S—S8 =52

ATCACTGTGTGTCCTTAGCCCCTCCCTTGCTCTCTCTGAGCTGGGGAAACGGCATCTTCATTTGAGTGGGTGCGGGAAGGACCTCATTTTGGAACCACAGGCCTCCCTGGACTGCCTCCAGGAGTCTGGGGCTGT
1 M 1 M 1 M 1 N 1 M 1 M 1 N 1 M 1 M 1 N 1 M 1 M 1 N 1
t t t t t t t t t t t t t

T T T T T T T T T T T T T T
TAGTGACACACAGGAATCGGGGAGGGAACGAGAGAGACTCGACCCCTTTGCCGTAGAAGTAAACTCACCCACGCCCTTCCTGGAGTAAAACCTTGGTGTCCGGAGGGACCTGACGGAGGTCCTCAGACCCCGACA

- _______________________pg
. Few ________________Ppg

GGCTTCAAGTGGGGAAAAGAATGGAGCCATGGGACAGCTCTGACTCACAGGCCCAGCCGCCAACTCAGGGGCAGCTGAGCCACACCAGGGAAAATACCCGACGGCTATAAGGCCTGGCCATACAAAGCCCACCAT

CCGAAGTTCACCCCTTTTCTTACCTCGGTACCCTGTCGAGACTGAGTGTCCGGGTCGGCGGTTGAGTCCCCGTCGACTCGGTGTGGTCCCTTTTATGGGCTGCCGATATTCCGGACCGGTATGTTTCGGGTGGTA

T T —~>
I ————TTTT——S—S8 =52

CCCAGGGATCCTGGCTTCAGAAAACACCCAGAGCCTGTGACTTCTCTTCTAGCTGTGGCAGGAGTTGAATGAGGTGATACCCGGATCTGCCTTGTAAAGAAAATAACTAGCCCACATTCCAGACAGGGATTATCT
1 N 1 M 1 M 1 N 1 M 1 M 1 M 1 M 1 M 1 N 1 M 1 M 1 M 1

T T T T T T T 4 T T T T T 4 T T T T T 4 T T T T T 4 T
GGGTCCCTAGGACCGAAGTCTTTTGTGGGTCTCGGACACTGAAGAGAAGATCGACACCGTCCTCAACTTACTCCACTATGGGCCTAGACGGAACATTTCTTTTATTGATCGGGTGTAAGGTCTGTCCCTAATAGA

- _________________________pg
. Few ________________Ppg

TTGCTGGTGCAAAAGCCTCTGTCTGGAGGTCAGAAGATCTCAGCTCCCTGTGTCTCAGGCCTGCTCCTTATGGGAACTTGAGTGGATTACACCACATCAGGCCTCAGTTTCCCCAGGGATAAATGGAGCTAGATG

AACGACCACGTTTTCGGAGACAGACCTCCAGTCTTCTAGAGTCGAGGGACACAGAGTCCGGACGAGGAATACCCTTGAACTCACCTAATGTGGTGTAGTCCGGAGTCAAAGGGGTCCCTATTTACCTCGATCTAC

T T —~>
I ————TTTT——S—S8 =52

CCACACTAAGACAAAGGTTGATAAAAATCTGACTACCACTATCCAACAGTTACTATGCCCCAGGGCTGTCTGGTTGCTTCACACACATTAGCTCATTTTACCCTCCCAAAAGCCCAGTGACCTGAGTCCTACTAT
1 1 1 1 1 1 1 1 1 1 1 1 1 1

T T
GGTGTGATTCTGTTTCCAACTATTTTTAGACTGATGGTGATAGGTTGTCAATGATACGGGGTCCCGACAGACCAACGAAGTGTGTGTAATCGAGTAAAATGGGAGGGTTTTCGGGTCACTGGACTCAGGATGATA

- _________________________pg
. Few ________________Ppg

TATCCCATGTTACAGATGAGACACCAGTCCAAGCTGTTGTTGTTTTGTTTGTTTTTGTTTTTCTAGTTAAAGAAGTTTATTCAAGGGCAAAGTGTGAGGGTAGTCGTCAGGAAACAGGAAAACCAGAGAATGGTG

ATAGGGTACAATGTCTACTCTGTGGTCAGGTTCGACAACAACAAAACAAACAAAAACAAAAAGATCAATTTCTTCAAATAAGTTCCCGTTTCACACTCCCATCAGCAGTCCTTTGTCCTTTTGGTCTCTTACCAC

T T —~>
I ————TTTT——S—S8 =52

ATCAGTGCTTCCCTGTGTGGGGCAAGGTGAGGATGGTTTATATAGCCAGAAACGGGTGGGTAACACAATTACATTTTCCATACAAAGGTTAACGTAGAGCTACAAGATTTGATTGGCTACTATTGACTACACTTT
1 M 1 M 1 M 1 N 1 + 1 M 1 M 1 + 1 M 1 N 1 M 1 M 1 N 1
t t t t t t t t t t t t t

T T T T T T T T T T T T T T
TAGTCACGAAGGGACACACCCCGTTCCACTCCTACCAAATATATCGGTCTTTGCCCACCCATTGTGTTAATGTAAAAGGTATGTTTCCAATTGCATCTCGATGTTCTAAACTAACCGATGATAACTGATGTGAAA

- _________________________pg
. Few ________________Ppg

AAGGGGGCTGCTTAACACTCATTTGTAAAGAGGTAATGATCACCAGCGTGTCATTTAGTCCAGGTTTGAATAAAGAATGGGGAGCCCGGTTAAAGTATAACATTCTCAACACAAAAATCAAGAGGCAATGGTCAG

TTCCCCCGACGAATTGTGAGTAAACATTTCTCCATTACTAGTGGTCGCACAGTAAATCAGGTCCAAACTTATTTCTTACCCCTCGGGCCAATTTCATATTGTAAGAGTTGTGTTTTTAGTTCTCCGTTACCAGTC

T T —~>
I ————TTTT——S—S8 =52

AGAGCAGTCCTGTGATGTGACTCAGTTTCCAGGGCTTAACTTTTCCCATTGGCATAATGAATTGGGGAGCTCCTGAAATTTTATTTTATTTTCACAATTTTGATTTGCATTCAAACCAAATCAAATGTGCATTCA
1 N 1 + 1 M 1 N 1 M 1 M 1 N 1 M 1 M 1 M 1 M 1 M 1 N 1

T T T T T T T T T T T T T T T T T T T 4 T T T T T T T
TCTCGTCAGGACACTACACTGAGTCAAAGGTCCCGAATTGAAAAGGGTAACCGTATTACTTAACCCCTCGAGGACTTTAAAATAAAATAAAAGTGTTAAAACTAAACGTAAGTTTGGTTTAGTTTACACGTAAGT

- _______________________pg
. Few ________________Ppg

GGGAGGTTTTGAAGTGACTTGCCCAAGATCATCTGGTCAGTGTGGCAGGGATGGGAGAGGAGCCCAGGTCAGACTGACTCCCAAGTCAGCACTCAGGGAGGTAAAGCACCCACCCAAATTTGCAGAGCTAGGGAC

CCCTCCAAAACTTCACTGAACGGGTTCTAGTAGACCAGTCACACCGTCCCTACCCTCTCCTCGGGTCCAGTCTGACTGAGGGTTCAGTCGTGAGTCCCTCCATTTCGTGGGTGGGTTTAAACGTCTCGATCCCTG

T T —~>
I ————TTTT——S—S8 =52

TGGGGAAGCCTGCGACAAAACTCCTATCTTCTGTCTCCAGACCTTCTGGTACTGTGTTTCCCCAAGAGAAAGGATAGGAAAGGACTGGATGAGAAAGGAAAGCTAACATCATCTGAGAGCTAGAGAAAAATAATA
1 1 1 1 1 1 1 1 1 1 1 1 1 1

T T
ACCCCTTCGGACGCTGTTTTGAGGATAGAAGACAGAGGTCTGGAAGACCATGACACAAAGGGGTTCTCTTTCCTATCCTTTCCTGACCTACTCTTTCCTTTCGATTGTAGTAGACTCTCGATCTCTTTTTATTAT

- _________________________pg
. Few ________________Ppg

AAAACTCATTTGTGGGAGGGCTTGGGCCTCTCAGGCCCCTGTGCAGAGGGCAGGCAGGGTCTGGGGTAACCACAGGTCAGCCCCTGCTGGGCTCCTGCCTCCCAGTCTCTCCCCTCAGGCGGGCCCAGGGAAGAC

TTTTGAGTAAACACCCTCCCGAACCCGGAGAGTCCGGGGACACGTCTCCCGTCCGTCCCAGACCCCATTGGTGTCCAGTCGGGGACGACCCGAGGACGGAGGGTCAGAGAGGGGAGTCCGCCCGGGTCCCTTCTG

T T —~>
I ————TTTT——S—S8 =52

135

270

540

945

1080

1215

1350

1485

1620

1755

1890

2025



GGGTGAGCTGGGATTTTCCTCCCAGACAGATGAGCCACTTGGACTGCACAATTCTTCCGCCACCCCACTCACGGCCGGGGTTCTTGTTCCTGGAAAAAGAGGGAAAGACTGAAAGGAGCTATTTCTGCCGGGGCC

CCCACTCGACCCTAAAAGGAGGGTCTGTCTACTCGGTGAACCTGACGTGTTAAGAAGGCGGTGGGGTGAGTGCCGGCCCCAAGAACAAGGACCTTTTTCTCCCTTTCTGACTTTCCTCGATAAAGACGGCCCCGG

CTGACCTGCAGCTGATGAGGGTCTCACAGCTCCCATTCACGTCCCTTCTTCTTTGAATCAGGGCACCGTCTCTAACAGGCCCCTTTTATTTTAGTTATAATGTTCGGTTTTGCAATTAAAAATTATTTTTAATGG
1 1 1 1 1 1 1 1 1 1 1 1 1

GACTGGACGTCGACTACTCCCAGAGTGTCGAGGGTAAGTGCAGGGAAGAAGAAACTTAGTCCCGTGGCAGAGATTGTCCGGGGAAAATAAAATCAATATTACAAGCCAAAACGTTAATTTTTAATAAAAATTACC

GCATCAGGATATTTCCTTCTGTCTTTGAATATGCCTTTTGTTTCTAATTTGTGCAACTATAACTTCACGTGAACCTCATGGATTCTGGCTTAGGCAAGTGGCTTCTATGTAATTAGCAGTGATTCCATCTTAATA

CGTAGTCCTATAAAGGAAGACAGAAACTTATACGGAAAACAAAGATTAAACACGTTGATATTGAAGTGCACTTGGAGTACCTAAGACCGAATCCGTTCACCGAAGATACATTAATCGTCACTAAGGTAGAATTAT

AGGTCCTGTGATCTGACAAAAAAAAAAAAACTACTTGATACAAGTATTTATGTCATATATGCCTGTATTTAAAAATCCATTACCAAAATACATAATATAGAAAGAGAAGGTCTTCTTTGAGTATTTTTATATGTT
M 1 M 1 N 1 M 1 M 1 N 1 M 1 M 1 N 1 + 1 M 1 N 1 M 1 M
t t t t t t t t t t t

T T T T 4 T T T T T T T T T T T
TCCAGGACACTAGACTGTTTTTTTTTTTTTGATGAACTATGTTCATAAATACAGTATATACGGACATAAATTTTTAGGTAATGGTTTTATGTATTATATCTTTCTCTTCCAGAAGAAACTCATAAAAATATACAA

AAATGCAGTAACATTTTAAATCTTTATTCTCTTTATTCAGCAACTCTGTGGTACAAATTTATCTTGTTGAAATTCTGCCTCTCACTATAAATAGTTTAGTTATATTTTTCAAAGTTGTTTTCTTTATATCCATAC

TTTACGTCATTGTAAAATTTAGAAATAAGAGAAATAAGTCGTTGAGACACCATGTTTAAATAGAACAACTTTAAGACGGAGAGTGATATTTATCAAATCAATATAAAAAGTTTCAACAAAAGAAATATAGGTATG

TAATATTTGTATCTGTACCTATCTACATAGAATATAGCTATAATCTTCAACAAAACTCCCATTTGTCATTGTGCAACTTTTTGTTTTTCACTTAACAATATATCATGGGCATACTCATAGGTCCATGGGAAATAC
+ 1 M 1 N 1 M 1 M 1 3 1 M 1 M 1 M 1 + 1 M 1 M 1 + 1 M

t T t T t T t T t T t T t T t T t T t T t T t T t T t
ATTATAAACATAGACATGGATAGATGTATCTTATATCGATATTAGAAGTTGTTTTGAGGGTAAACAGTAACACGTTGAAAAACAAAAAGTGAATTGTTATATAGTACCCGTATGAGTATCCAGGTACCCTTTATG

AGATATTAATGCATTCATTTTGAGAGATGCACATAGTTTAAAAGCAAGCCTGTGCCAGACATTATTTAACCAATGTCAGAAATGCAAAATGCTTGTTCCCCAGTGCCACAAAGAAATAGCACTCGAACATAAATT

TCTATAATTACGTAAGTAAAACTCTCTACGTGTATCAAATTTTCGTTCGGACACGGTCTGTAATAAATTGGTTACAGTCTTTACGTTTTACGAACAAGGGGTCACGGTGTTTCTTTATCGTGAGCTTGTATTTAA

TAATTTCCTCAGCAAGGCAATTTTTACTTTCTGCAGAGAGGGTGCTCCTGGCAGATGGAACAATGGCGAGAGCACACCTTGACAGGGGAGGGGAAGAGGTTCTTATTCCTGACACAGGCAGCCTCTACTGCTGCA
1 1 1 1 1 1 1 1 1 1 1 1 1

ATTAAAGGAGTCGTTCCGTTAAAAATGAAAGACGTCTCTCCCACGAGGACCGTCTACCTTGTTACCGCTCTCGTGTGGAACTGTCCCCTCCCCTTCTCCAAGAATAAGGACTGTGTCCGTCGGAGATGACGACGT

TTGTTCCCCTATTGGCTAGGGTTGGACCGCATAGTCTAAGCTAATTCCAATTGGCTATTTGAAAAAAAAGAGCAGGAGCATGAGCTGGAGTGCCGGGGTGAGTAGTTTGGTGGGAAAGGTGGATACGAACAGGTG

AACAAGGGGATAACCGATCCCAACCTGGCGTATCAGATTCGATTAAGGTTAACCGATAAACTTTTTTTTCTCGTCCTCGTACTCGACCTCACGGCCCCACTCATCAAACCACCCTTTCCACCTATGCTTGTCCAC

GCTCAGGATGAGTCAGGATGGAGCAGGTGACTCAGGTCAAAGCAGGTGACCAGGGGAACAGATGTGAACTGATTAGGACTGGTGGGAAAGTTGTTTACTGAAACCAGAAGCAAGGGGGCGAAGAGATCCAGGAAG
+ 1 M 1 N 1 M 1 M 1 N 1 M 1 N 1 N 1 M 1 M 1 N 1 M 1 M
t t t t t t t t t t t

T T T T 4 T T T T T T T T T T T
CGAGTCCTACTCAGTCCTACCTCGTCCACTGAGTCCAGTTTCGTCCACTGGTCCCCTTGTCTACACTTGACTAATCCTGACCACCCTTTCAACAAATGACTTTGGTCTTCGTTCCCCCGCTTCTCTAGGTCCTTC

TTAAACTTTAAAATGGAGAATCAAAGAATAAGAGAGCTGAACATATTGACATACTGATTCTTTGAAGAGAAACTTGGGGTTCACTATATTTAACACCAATCTCCTACTGAGGGGCATTTGGACTATTTCCCATTT

AATTTGAAATTTTACCTCTTAGTTTCTTATTCTCTCGACTTGTATAACTGTATGACTAAGAAACTTCTCTTTGAACCCCAAGTGATATAAATTGTGGTTAGAGGATGACTCCCCGTAAACCTGATAAAGGGTAAA

TTTAGAGTTATAAGTTATGCTACAATGGCCATTATTTATAAAATATGTTTGTTTTTGCATATTTAAGTATTTGTTTCCATAGCATAAATTCCTAGACATTGAGTTGTTGAGTAAAGAGAATAAACATTTAAAATG
M 1 M 1 N 1 M 1 M 1 M 1 + 1 M 1 M 1 M 1 M 1 N 1 M 1 M

t T t T t T t T t T t T t T t T t T t T t T t T t T t
AAATCTCAATATTCAATACGATGTTACCGGTAATAAATATTTTATACAAACAAAAACGTATAAATTCATAAACAAAGGTATCGTATTTAAGGATCTGTAACTCAACAACTCATTTCTCTTATTTGTAAATTTTAC

TCACTGAAGTCTAAAAATTCCCTTTTAAGTACATATAGTGCCCTGGGCGGCTGAGAAAATCAAACATACAAACAACAGAAACAACGTTATTTAATTCTAGCTAAGTACTCTGGACTGGTGGAGGAAGTATGGACC

AGTGACTTCAGATTTTTAAGGGAAAATTCATGTATATCACGGGACCCGCCGACTCTTTTAGTTTGTATGTTTGTTGTCTTTGTTGCAATAAATTAAGATCGATTCATGAGACCTGACCACCTCCTTCATACCTGG

CTCTTTGGTTTATTGAGAAAAGTCATAAGTGGGTGACAGAGAAGAGTTGAAGACAGAAATGCGCCAAGCTGAAACATTCTCCTTGGCATAACCAGAAACACCCAGAGGACTTGGCAAGGCAGGAAGCTTCCCACA
1 1 1 1 1 1 1 1 1 1 1 1 1

GAGAAACCAAATAACTCTTTTCAGTATTCACCCACTGTCTCTTCTCAACTTCTGTCTTTACGCGGTTCGACTTTGTAAGAGGAACCGTATTGGTCTTTGTGGGTCTCCTGAACCGTTCCGTCCTTCGAAGGGTGT

GTGCCATTCAGTGCTGCTGCAGCTCTACTAATCCATCATCCCACATCTAGACAGGGCATCCCACCCGTCGGGAAACCCAGCCTTCCCTCACCGCCCTGCTCTGCCCCAGTCCCTCATGGTGTAGGGTGTGCTCCT

CACGGTAAGTCACGACGACGTCGAGATGATTAGGTAGTAGGGTGTAGATCTGTCCCGTAGGGTGGGCAGCCCTTTGGGTCGGAAGGGAGTGGCGGGACGAGACGGGGTCAGGGAGTACCACATCCCACACGAGGA

2160

2295

2430

2565

2700

2835

2970

3105

3240

3375

3510

3645

3780

3915

4050



ACCAGTGGTCCCATCGGATCCTCACGATTAGCCTGTGAGAGGAGCCTCCAGATGAGGAGGTTGAGGCTCAGAGCCATCAAGTGGCTTGGCTACAGTCACTGCAGGGAGGCTCTTGCCTTCCAGCCTCCCTGCTCC

TGGTCACCAGGGTAGCCTAGGAGTGCTAATCGGACACTCTCCTCGGAGGTCTACTCCTCCAACTCCGAGTCTCGGTAGTTCACCGAACCGATGTCAGTGACGTCCCTCCGAGAACGGAAGGTCGGAGGGACGAGG

T T —~>
I ————TTTT——S—S8 =52

TACCTTCCCCGGGGGTGTCTAGGTCCAGTTCCAGATCTCAGAGTGGCCAGCAGGCTGAGCCCTGGGGTCAGGGGCCAGCTGCCTACACAGAATGTGGCTCCTGGAATTTCTTGGGTGGTGGG6GGGGGGGCGGGCT
1 1 1 1 1 1 1 1 1 1 1 1 1 1

T T
ATGGAAGGGGCCCCCACAGATCCAGGTCAAGGTCTAGAGTCTCACCGGTCGTCCGACTCGGGACCCCAGTCCCCGGTCGACGGATGTGTCTTACACCGAGGACCTTAAAGAACCCACCACCCCCCCCCCGCCCGA

- _________________________pg
. @Few ____________________Ppg

TCTCCTTGGGATGGGGTTCTGGGGCCGCTCTGGGCCATGAAAGTTTCCCACAGCTTGGAAGAAAATCTGCCACCACTGTGTAGGGGTCTGGCGAGGGACCATTGGCCTGGGGCAGGGACCTGGGGACATCACAGA

AGAGGAACCCTACCCCAAGACCCCGGCGAGACCCGGTACTTTCAAAGGGTGTCGAACCTTCTTTTAGACGGTGGTGACACATCCCCAGACCGCTCCCTGGTAACCGGACCCCGTCCCTGGACCCCTGTAGTGTCT

T T —~>
I ————TTTT——S—S8 =52

AGCCGAACTGTCTCCCTGTACCACCCCCTCCCAGCTGGCTCTTCCCTCACCCACATGTTCTTGGCATACAGGTCTGCCCTCTCCAGCAGCTCCCACCCCCCACCTGCTCAGGGCTCCTCGCCTTCTCCTGCAGGG
1 N 1 + 1 M 1 M 1 M 1 M 1 N 1 M 1 M 1 N 1 + 1 M 1 N 1
t t t t t t t t t t t t t

T T T T T T T T T T T T T T
TCGGCTTGACAGAGGGACATGGTGGGGGAGGGTCGACCGAGAAGGGAGTGGGTGTACAAGAACCGTATGTCCAGACGGGAGAGGTCGTCGAGGGTGGGGGGTGGACGAGTCCCGAGGAGCGGAAGAGGACGTCCC

- _______________________pg
. Few ________________Ppg

CTTCACAGCAGGCTGCCCTTGCCCAGCTCCCCTTTGCAGATCCACAGTCTCTGGTTTTAGATTTTGTGGGTCTTCACTGCAGGAACTAGAAAAGTCACAAACATGGGGAAGTAACACAGTTTCTGGAAAATCACA

GAAGTGTCGTCCGACGGGAACGGGTCGAGGGGAAACGTCTAGGTGTCAGAGACCAAAATCTAAAACACCCAGAAGTGACGTCCTTGATCTTTTCAGTGTTTGTACCCCTTCATTGTGTCAAAGACCTTTTAGTGT

T T —~>
I ————TTTT——S—S8 =52

GAATTCTAAGTCCCTTTTTTCCCCTCTGAAGAGACAAGAGGGAAGCTTCCACATCTGAAAATTTTTCTTTTTCATTCTTGATCTTCCTGAAGCATAGTGATGGTCTTGGTGTTCCCTTGCTCAAACATCTTCAGT
1 N 1 M 1 M 1 N 1 M 1 M 1 M 1 M 1 M 1 N 1 M 1 M 1 M 1

T T T T T T T T T T T T T 4 T T T T T 4 T T T T T 4 T
CTTAAGATTCAGGGAAAAAAGGGGAGACTTCTCTGTTCTCCCTTCGAAGGTGTAGACTTTTAAAAAGAAAAAGTAAGAACTAGAAGGACTTCGTATCACTACCAGAACCACAAGGGAACGAGTTTGTAGAAGTCA

- _________________________pg
. Few ________________Ppg

GGCTCCCCGTGGCCCAGCAAAGTCGAGACTCCTTCATGGAATCTTTAAGGCCCTCCCTGATCTGATTCCAACCTCTCCTACTGCCTCTCCCACATCTGCCCTCCAAGGTCCATCCACCTTGTGTGGGCCACTAGC

CCGAGGGGCACCGGGTCGTTTCAGCTCTGAGGAAGTACCTTAGAAATTCCGGGAGGGACTAGACTAAGGTTGGAGAGGATGACGGAGAGGGTGTAGACGGGAGGTTCCAGGTAGGTGGAACACACCCGGTGATCG

T T —~>
I ————TTTT——S—S8 =52

TTCCTGACCTCTGCCCCTTTTTTTGGTGCTACCGTCACCACCTAGAATGCCCAGTCTTTTATAGCTGAAGGTCAAAGTCTTGCTCAAGCTTCCAGCCCAGCAAAAGCTACTTTCTCCAAGAAGCTTTCCTCATTC
1 1 1 1 1 1 1 1 1 1 1 1 1 1

T T
AAGGACTGGAGACGGGGAAAAAAACCACGATGGCAGTGGTGGATCTTACGGGTCAGAAAATATCGACTTCCAGTTTCAGAACGAGTTCGAAGGTCGGGTCGTTTTCGATGAAAGAGGTTCTTCGAAAGGAGTAAG

- _________________________pg
. Few ________________Ppg

TTCAGCTGAAAATGATTTCTCTTCGCATTCCTTTGTCTGTGCCTCTTATGGGCCCTCACATCTGTTCAGCATTCTTAGCCTCCCATACCCTGTGCACTCTTACGCCTCCAGGCCTTTACTGTGCTGTTTCTCCTT

AAGTCGACTTTTACTAAAGAGAAGCGTAAGGAAACAGACACGGAGAATACCCGGGAGTGTAGACAAGTCGTAAGAATCGGAGGGTATGGGACACGTGAGAATGCGGAGGTCCGGAAATGACACGACAAAGAGGAA

T T —~>
I ————TTTT——S—S8 =52

CTTGGAACATTCCTTCCTCCTCCCTGTATCTCTCCCCCAACTCCTCACCCTTCTCACTTCCTCTCAACTCAGATAGGGCCTTCCTTGACTCTTCTCTCCGGTGATCCCAGGACATCTTGCAACTCCCCCAGTGGC
1 M 1 M 1 M 1 N 1 M 1 M 1 N 1 M 1 M 1 N 1 M 1 M 1 N 1
t t t t t t t t t t t t t

T T T T T T T T T T T T T T
GAACCTTGTAAGGAAGGAGGAGGGACATAGAGAGGGGGTTGAGGAGTGGGAAGAGTGAAGGAGAGTTGAGTCTATCCCGGAAGGAACTGAGAAGAGAGGCCACTAGGGTCCTGTAGAACGTTGAGGGGGTCACCG

- _________________________pg
. Few ________________Ppg

CTGGTTCCTCTCCTGGCTCTGACAATAGGCTGTGAGTTGCAGAAGGGAGGGACCACAGCTGACCTGTTCACCACCATGTCCCCAGGGCCAGGGACAGTGATTGAGAAATATCTGTTGCATGCCCTTCACCTGCAT

GACCAAGGAGAGGACCGAGACTGTTATCCGACACTCAACGTCTTCCCTCCCTGGTGTCGACTGGACAAGTGGTGGTACAGGGGTCCCGGTCCCTGTCACTAACTCTTTATAGACAACGTACGGGAAGTGGACGTA

T T —~>
I ————TTTT——S—S8 =52

TATTGTCTCACTGGATCTGAGTCAATAGCCCCTTCCCCATTTTACATAATGAAGAAACAAGGCCTTGAAAGGCCGGGGACCTGGCTGTGGTTAGGAGTGGGGAATGAATTCCTGGTCTATCTGGCTCCAAAGCCT
1 N 1 + 1 M 1 M 1 M 1 M 1 N 1 M 1 M 1 N 1 M 1 M 1 N 1

T 4 T T T T T 4 T T T T T 4 T T T T T T T T T T T 4 T
ATAACAGAGTGACCTAGACTCAGTTATCGGGGAAGGGGTAAAATGTATTACTTCTTTGTTCCGGAACTTTCCGGCCCCTGGACCGACACCAATCCTCACCCCTTACTTAAGGACCAGATAGACCGAGGTTTCGGA

- _______________________pg
. Few ________________Ppg

AGGCTGTTCCCCTTTACCCTCGATCCTCCTGAGAGCCCCTGCCATTGATGAAAGACAGTGGTTGAACATGTGGGCTCTGGCTCTGGGTTCCAGGGTTTAAAACCCAGCTCTGCCACTTAGCTGTTTAACTCCAGG

TCCGACAAGGGGAAATGGGAGCTAGGAGGACTCTCGGGGACGGTAACTACTTTCTGTCACCAACTTGTACACCCGAGACCGAGACCCAAGGTCCCAAATTTTGGGTCGAGACGGTGAATCGACAAATTGAGGTCC

T T —~>
I ————TTTT——S—S8 =52

CAGGTTACTTACCATCTTTGAGCCTGTCTTTCTTCATCTGTAACATGGAGTAATTACAGCTTTCCCCTAAGGTGGCTGGGAGAATCAATGAGATGATCTGTGCAAATAGCTCAGTCCAGAGACTGGCATGAAGAG
1 1 1 1 1 1 1 1 1 1 1 1 1 1

T T
GTCCAATGAATGGTAGAAACTCGGACAGAAAGAAGTAGACATTGTACCTCATTAATGTCGAAAGGGGATTCCACCGACCCTCTTAGTTACTCTACTAGACACGTTTATCGAGTCAGGTCTCTGACCGTACTTCTC

- _________________________pg
. Few ________________Ppg

TGTGCCCAATGGATCAACCAGAACAGTCCTTCTTCATGCCCCTGTGTTAATGCAATTATTAATAGCACCCCTTCCAGTCTCAAAGGTTCCAAATTGGATGACAAATCATGTTAATGTCCATAGATGTCAGATATT

ACACGGGTTACCTAGTTGGTCTTGTCAGGAAGAAGTACGGGGACACAATTACGTTAATAATTATCGTGGGGAAGGTCAGAGTTTCCAAGGTTTAACCTACTGTTTAGTACAATTACAGGTATCTACAGTCTATAA

T T —~>
I ————TTTT——S—S8 =52

4185

4320

4455

4590

4725

4860

4995

5130

5265

5400

5535

5670

5805

5940

6075



ATCAGCTGCACTGTATAACACCACTTAGCTACTTGCCTTACCTCCCACCAGGCGGTGAGGTCCCTGCATGCAGGAAAGTGCTCTGAGCCTTGGCCTTCCTGGGCCCAGAACAAGGCCTGACACATGAAGCATTTG

TAGTCGACGTGACATATTGTGGTGAATCGATGAACGGAATGGAGGGTGGTCCGCCACTCCAGGGACGTACGTCCTTTCACGAGACTCGGAACCGGAAGGACCCGGGTCTTGTTCCGGACTGTGTACTTCGTAAAC

CTGAATAAATTGCTTTTGGAGGGTGGAGAGCTTCTCCTTGCTCTTCATTTATTCATTCATTCATTGGATTGTTTATACATTTCTTCATGCATCTGGCATTGACTGAGCACTCATCTGCCAGGCAGGGCCAGGTGT
1 1 1 1 1 1 1 1 1 1 1 1 1

GACTTATTTAACGAAAACCTCCCACCTCTCGAAGAGGAACGAGAAGTAAATAAGTAAGTAAGTAACCTAACAAATATGTAAAGAAGTACGTAGACCGTAACTGACTCGTGAGTAGACGGTCCGTCCCGGTCCACA

- _________________________pg
. @Few ____________________Ppg

AGAGGGTATAAAGAAGACCGGAAGGGAGACTGGCCCTACCAGGAAACTCCTGCTGCAGAACAAAGGGGTCAGAATGACATCACACCAATAACCACTCTCATAACTGTGCTTCTGTTGACAGCGAGAAGTGCCAGG

TCTCCCATATTTCTTCTGGCCTTCCCTCTGACCGGGATGGTCCTTTGAGGACGACGTCTTGTTTCCCCAGTCTTACTGTAGTGTGGTTATTGGTGAGAGTATTGACACGAAGACAACTGTCGCTCTTCACGGTCC

T T —~>
I ————TTTT——S—S8 =52

AAACTCAGGGAGCCACGAGAGACTATAAGACAGGGACTCAGTCAGGCAAAGGGAGGCTTATGGGCCAGGTGGAAGCAGAAGTATGTGGAACAGGAAGAAGGAGTGTGGGGGTGTATGCAGGAGCTGCAAGTGTTC
M 1 M 1 N 1 M 1 M 1 N 1 M 1 M 1 N 1 + 1 M 1 N 1 M 1 M
t t t t t t t t t t t t t t

T T T T T T T T T T T T T
TTTGAGTCCCTCGGTGCTCTCTGATATTCTGTCCCTGAGTCAGTCCGTTTCCCTCCGAATACCCGGTCCACCTTCGTCTTCATACACCTTGTCCTTCTTCCTCACACCCCCACATACGTCCTCGACGTTCACAAG

- _______________________pg
. Few ________________Ppg

AGTACAGCAGGGAGGGTGGATGGAGAGAGAAGAGGCAGAGATCAGATTGCAAAGGCCCCTGTAAGCCCTGCTACAGGGTATGGCCTTGATCTGCTCTATGGAGCTGCAATAGTAATGGGAGCAAATACCCCATAG

TCATGTCGTCCCTCCCACCTACCTCTCTCTTCTCCGTCTCTAGTCTAACGTTTCCGGGGACATTCGGGACGATGTCCCATACCGGAACTAGACGAGATACCTCGACGTTATCATTACCCTCGTTTATGGGGTATC

T T —~>
I ————TTTT——S—S8 =52

TACTCCAATTCAGACACTAGAGCTCAATCCTCAGGCCTAGAGATAGGTGTGGTCGAACCTTTGTGGTCCAGGGTCAAAGAGGAACCAGTTGCCAAATTGCCATTATTCTGTCTGGGTCCCTGGCTCCTAGCTTGG
M 1 M 1 N 1 M 1 M 1 N 1 M 1 M 1 N 1 + 1 M 1 N 1 M 1 M

t T t T t T t T t T t T t T t T t T t T t T t T t T t
ATGAGGTTAAGTCTGTGATCTCGAGTTAGGAGTCCGGATCTCTATCCACACCAGCTTGGAAACACCAGGTCCCAGTTTCTCCTTGGTCAACGGTTTAACGGTAATAAGACAGACCCAGGGACCGAGGATCGAACC

- _________________________pg
. Few ________________Ppg

GCCCACTCCACTCTCTGGTGGGGAACCTCCTGGGTCCCAGGGCATGGGCTGCAGTTGGGGTTAACTGGGCAGGAGGGTGGGGGCTAAGCTGTCCTTGACCTGGGGTCTGGAGGTTCCAGGGTCCAGGAGTCAGGC

CGGGTGAGGTGAGAGACCACCCCTTGGAGGACCCAGGGTCCCGTACCCGACGTCAACCCCAATTGACCCGTCCTCCCACCCCCGATTCGACAGGAACTGGACCCCAGACCTCCAAGGTCCCAGGTCCTCAGTCCG

AGGGAGATGAAAACTAGGCTCTCAGTATGTGAAGTGTGACATGGCCCACACATTTCTTCAGAGTTTCCTAATCCTTGGGCTGTCATGCAAACTCCTCTCAAAGTTCCTCTGCCACAGGAAGGGGTAATGTCAATC
1 1 1 1 1 1 1 1 1 1 1 1 1

TCCCTCTACTTTTGATCCGAGAGTCATACACTTCACACTGTACCGGGTGTGTAAAGAAGTCTCAAAGGATTAGGAACCCGACAGTACGTTTGAGGAGAGTTTCAAGGAGACGGTGTCCTTCCCCATTACAGTTAG

- _________________________pg
. Few ________________Ppg

TGGGATTCTTGTTTGTCACCTTCCCGGCAGCATCACCAAGGCTTCCTCAGTCAGGGCTTACCCCACTGAGTCCCATGGCACTTCCCCACTCTGTGTCCACTAGCGGTCAGCACACCCACTGCTGGGGGAGGTCAG

ACCCTAAGAACAAACAGTGGAAGGGCCGTCGTAGTGGTTCCGAAGGAGTCAGTCCCGAATGGGGTGACTCAGGGTACCGTGAAGGGGTGAGACACAGGTGATCGCCAGTCGTGTGGGTGACGACCCCCTCCAGTC

T T —~>
I ————TTTT——S—S8 =52

GATCGCCCTGTGCAGTGTGCTGGTCATTAGCGTAGGCTCTGCAGCCAGGCTGCCTGCTTCCAGTCTCAGCTCTGTCATTCCCTGGCTCTGGGACTTTGGGCAAGTGAACTAACCTCTCTGAGCCTTGGTTTCCTC
M 1 M 1 N 1 M 1 M 1 M 1 M 1 M 1 N 1 M 1 M 1 M 1 M 1 M
t t t t t t t t t t t t t t

T T T T T T T T T T T T T
CTAGCGGGACACGTCACACGACCAGTAATCGCATCCGAGACGTCGGTCCGACGGACGAAGGTCAGAGTCGAGACAGTAAGGGACCGAGACCCTGAAACCCGTTCACTTGATTGGAGAGACTCGGAACCAAAGGAG

- _________________________pg
. Few ________________Ppg

ATCGGCAAAATGGCGTAATTAATAGAATCAGCCTCATGTGTTAAAAGCACTAAATTAGATAAATATGGAAAGAGCCTGCTGTGGTGCCTGGCACATAAACAGCACTCAGAAAATATTAGGGAGTCCAGTGTGGTG

TAGCCGTTTTACCGCATTAATTATCTTAGTCGGAGTACACAATTTTCGTGATTTAATCTATTTATACCTTTCTCGGACGACACCACGGACCGTGTATTTGTCGTGAGTCTTTTATAATCCCTCAGGTCACACCAC

T T —~>
I ————TTTT——S—S8 =52

GCTCACACATGTAATCTCAGCCCTTTGGGAAGCCAAGGCAGGAGGATCGCTTGATGCCAGGAGGAGTTTGAGACCAGCTGGAGCAACACAGTGAGACCCTGTCTCAACAAAAAGAAATAGAAAATTAGTCAAGTG
+ 1 M 1 M 1 + 1 M 1 M 1 + 1 M 1 N 1 M 1 M 1 N 1 M 1 M

t T t T t T t T t T t T t T t T t T t T t T t T t T t
CGAGTGTGTACATTAGAGTCGGGAAACCCTTCGGTTCCGTCCTCCTAGCGAACTACGGTCCTCCTCAAACTCTGGTCGACCTCGTTGTGTCACTCTGGGACAGAGTTGTTTTTCTTTATCTTTTAATCAGTTCAC

- _______________________pg
. Few ________________Ppg

GGCGGTGTGTGCCTGTAGTCCTAACTACTCAGGAGGCTGAGGCAGGAGGATTGCTTGAGCCCAGGAGTTTGAGGCTTCAGTGAGCTGTAACTCTGACACTGTACTCTAGCCTGGCAACAGAATGAGACTTGCCTA

CCGCCACACACGGACATCAGGATTGATGAGTCCTCCGACTCCGTCCTCCTAACGAACTCGGGTCCTCAAACTCCGAAGTCACTCGACATTGAGACTGTGACATGAGATCGGACCGTTGTCTTACTCTGAACGGAT

TAAAAAAAGGGAAAAAGAAAAAAAAGAGGCCAGGTGTAGTGGCTCACGCCTGTAACCCCAGCATTTTGGGAAGCCAAAACGGGCAGATCACTTGAGGTCAGGAGTTCGAGATCAGCCTCGCCAACATGGTAACCC
1 1 1 1 1 1 1 1 1 1 1 1 1

ATTTTTTTCCCTTTTTCTTTTTTTTCTCCGGTCCACATCACCGAGTGCGGACATTGGGGTCGTAAAACCCTTCGGTTTTGCCCGTCTAGTGAACTCCAGTCCTCAAGCTCTAGTCGGAGCGGTTGTACCATTGGG

- _________________________pg
. Few ________________Ppg

CGCCTCTATTAAAAAAAAAAAAATATATATATATATATATATATTTTTTTTTTTTTTTTTGAGACAGAGTCTCTCTCTGTCACCCAGGCTGGAGTGCAGTGGCACAATGTTGGCTCACTGCAACCTCCGCCTCCT

GCGGAGATAATTTTTTTTTTTTTATATATATATATATATATATAAAAAAAAAAAAAAAAACTCTGTCTCAGAGAGAGACAGTGGGTCCGACCTCACGTCACCGTGTTACAACCGAGTGACGTTGGAGGCGGAGGA

T T —~>
I ————TTTT——S—S8 =52

6210

6345

6480

6615

6750

6885

7020

7155

7290

7425

7560

7695

7830

7965

8100



GGGTTCAAGTGATTCTCCTGCCTCAGCCTCCTGAGCAGCTGGGACTACAGCCACGTGCCACCACGCCTGGCTGATGTTTTGTATTTTTAGGAGAGACAGGGTTTCACTGTGTTAGCCAGGCTGGTCTCCATCTCC

CCCAAGTTCACTAAGAGGACGGAGTCGGAGGACTCGTCGACCCTGATGTCGGTGCACGGTGGTGCGGACCGACTACAAAACATAAAAATCCTCTCTGTCCCAAAGTGACACAATCGGTCCGACCAGAGGTAGAGG

T T —~>
I ————TTTT——S—S8 =52

TGATCTCGTGATCCACCTGCCTGGGCCTCCCAAAGTGCTGGGATTATAGGTGTGAGCCACTGCACCCAGCCTCTGTCAAAAATATTAAAAAATTAGCTGGGCGTGGTGGTGGGTGCCTATAGTCCCAGCTACTCA
1 1 1 1 1 1 1 1 1 1 1 1 1 1

T T
ACTAGAGCACTAGGTGGACGGACCCGGAGGGTTTCACGACCCTAATATCCACACTCGGTGACGTGGGTCGGAGACAGTTTTTATAATTTTTTAATCGACCCGCACCACCACCCACGGATATCAGGGTCGATGAGT

- _________________________pg
. @Few ____________________Ppg

GGAGGCTGAGGCAAGAGAATCACTTGAACCCAGGAGGTGGAGGTTGCAGTGAGCTGAGATCACGCCACTGCACTCCAGCCTGGGTGACAGAATGAAACTCCATCTCAAAAAAAAAAAGAACAAATGAACAAAAGA

CCTCCGACTCCGTTCTCTTAGTGAACTTGGGTCCTCCACCTCCAACGTCACTCGACTCTAGTGCGGTGACGTGAGGTCGGACCCACTGTCTTACTTTGAGGTAGAGTTTTTTTTTTTCTTGTTTACTTGTTTTCT

T T —~>
I ————TTTT——S—S8 =52

GTAAGGATTAGGCCTCTAAATGCCATTTTTTCCAGGAGGACAGAGTACCTTCCTACTCACGGGGCTTTGGCATACAGCATTCATTCATTAATTCATTCACTCTTCATACATCTAAAATCAGTGGATCAGAATGGT
1 N 1 + 1 M 1 N 1 M 1 M 1 N 1 M 1 N 1 N 1 + 1 M 1 N 1
t t t t t t t t t t t t t

T T T T T T T T T T T T T T
CATTCCTAATCCGGAGATTTACGGTAAAAAAGGTCCTCCTGTCTCATGGAAGGATGAGTGCCCCGAAACCGTATGTCGTAAGTAAGTAATTAAGTAAGTGAGAAGTATGTAGATTTTAGTCACCTAGTCTTACCA

- _______________________pg
. Few ________________Ppg

CAGGTATACCTGTACCATAGGAGGCAGAAATGCCCTCACCAGCTGTGTGATCTTGGGAAAGTGACTTAACTTCTCTGAGCCTTGGTTTGCTCTTCAGTAAAACAAGGATAATAACCACACCTACCTCTAGAGTTG

GTCCATATGGACATGGTATCCTCCGTCTTTACGGGAGTGGTCGACACACTAGAACCCTTTCACTGAATTGAAGAGACTCGGAACCAAACGAGAAGTCATTTTGTTCCTATTATTGGTGTGGATGGAGATCTCAAC

T T —~>
I ————TTTT——S—S8 =52

AGGATTCAATGAGAAAATTCCAAAGAGCACTGGGCGTGCTGCCTTTCACATAGTGAGCACCTGATAAACCTTTGAAGCCTGCCATGCAAGGAAAATGCTGGGATGCGGTTGAGCCCAAAAGGCCTGGGATGCATA
1 M 1 M 1 M 1 M 1 + 1 M 1 N 1 M 1 M 1 N 1 M 1 M 1 M 1

T 4 T T T T T 4 T T T T T T T T T T T T T T T T T 4 T
TCCTAAGTTACTCTTTTAAGGTTTCTCGTGACCCGCACGACGGAAAGTGTATCACTCGTGGACTATTTGGAAACTTCGGACGGTACGTTCCTTTTACGACCCTACGCCAACTCGGGTTTTCCGGACCCTACGTAT

- _________________________pg
. Few ________________Ppg

ATAAGGATACCTGCCCATCTGGCAGGAACAGGGAGGCTTCCAGGAGGCAGCGAGTCTGAAGGAGCTATAGGAATTAGCTGGATGGATAGAAATGACAGGACAAGCAGCATCCTTTGATCGTGGGGACAGAGACAG

TATTCCTATGGACGGGTAGACCGTCCTTGTCCCTCCGAAGGTCCTCCGTCGCTCAGACTTCCTCGATATCCTTAATCGACCTACCTATCTTTACTGTCCTGTTCGTCGTAGGAAACTAGCACCCCTGTCTCTGTC

T T —~>
I ————TTTT——S—S8 =52

GTCCTGCCAAGGTGGCCTAGGCCATCCCTCAGGACTACTGTAGCCTCCACCCCTCTTGCTGGTTATACCCCTCCTCCACCTAAACATGTTCCACCAGAGAGGGGTCTCTGCCAGCCTGGGTCAGGGACTTGGTGA
1 1 1 1 1 1 1 1 1 1 1 1 1 1

T T
CAGGACGGTTCCACCGGATCCGGTAGGGAGTCCTGATGACATCGGAGGTGGGGAGAACGACCAATATGGGGAGGAGGTGGATTTGTACAAGGTGGTCTCTCCCCAGAGACGGTCGGACCCAGTCCCTGAACCACT

- _________________________pg
. Few ________________Ppg

GAATTGCATGAAAGCTGGGCAAGATCACACACAAACTTTGCATCCGTGTTAGGGGTGCCCAGGTTTCCTCAAGGCCATCCAGGGACTCTCAAAGGCAGTGGCCTCAGCCAGAGGGAGCATGAGAATCCGCTAGAG

CTTAACGTACTTTCGACCCGTTCTAGTGTGTGTTTGAAACGTAGGCACAATCCCCACGGGTCCAAAGGAGTTCCGGTAGGTCCCTGAGAGTTTCCGTCACCGGAGTCGGTCTCCCTCGTACTCTTAGGCGATCTC

T T —~>
I ————TTTT——S—S8 =52

AGCTTGTTACCTGTGCAGGTACCCCCCTCCCACCCCTAAGTCAGCAGGCCTGGGATGGTCCTGGAGTCTTCATTTTAACAGTTACCCCTGTGATTCTGAGGCTGGGGTCCCTGAACTGCACTTGGAGGTGCACCC
1 N 1 M 1 M 1 N 1 M 1 M 1 M 1 + 1 M 1 N 1 M 1 M 1 N 1
t t t t t t t t t t t t t

T T T T T T T T T T T T T T
TCGAACAATGGACACGTCCATGGGGGGAGGGTGGGGATTCAGTCGTCCGGACCCTACCAGGACCTCAGAAGTAAAATTGTCAATGGGGACACTAAGACTCCGACCCCAGGGACTTGACGTGAACCTCCACGTGGG

- _________________________pg
. Few ________________Ppg

CTCTAGAGGCCTCCAGGCCATTAAGGACCCATGGCCTATAGGATCAAGCCCTGGCACCCTGCCAGGTTGTCAGGTACTCTTAGTACTTGGACCTCACCCCCTTTCTACTCCCATCTCCACTCCATTCCTTCACAC

GAGATCTCCGGAGGTCCGGTAATTCCTGGGTACCGGATATCCTAGTTCGGGACCGTGGGACGGTCCAACAGTCCATGAGAATCATGAACCTGGAGTGGGGGAAAGATGAGGGTAGAGGTGAGGTAAGGAAGTGTG

T T —~>
I ————TTTT——S—S8 =52

TCTGGTTGGCCCCAGAGAGTCCTGATTTTTCACCCTCTCTGCCCCTATGCTATTCCCTCTCCTGGGATTTCCTTTCTGCCTGAAGGGTTGCTGCTCCTCCTTCAAGGCCCAGCTCCAATGCCACTGCTCTGGAAG
1 N 1 M 1 M 1 M 1 M 1 M 1 M 1 M 1 M 1 N 1 M 1 M 1 M 1

T T T T T T T 4 T T T T T 4 T T T T T T T T T T T 4 T
AGACCAACCGGGGTCTCTCAGGACTAAAAAGTGGGAGAGACGGGGATACGATAAGGGAGAGGACCCTAAAGGAAAGACGGACTTCCCAACGACGAGGAGGAAGTTCCGGGTCGAGGTTACGGTGACGAGACCTTC

- _______________________pg
. Few ________________Ppg

GCCTCACAGACTCTCCATCTTCTGTTCCCCAGCGCCATCTGATTGTGCTTATGTTACAACACTTAGGGGCTTGCTTCCAAATGTGTTGGACTTTAAGAAGTTAATGTCACATTGATGACCTTGCATGTTGTTGAT

CGGAGTGTCTGAGAGGTAGAAGACAAGGGGTCGCGGTAGACTAACACGAATACAATGTTGTGAATCCCCGAACGAAGGTTTACACAACCTGAAATTCTTCAATTACAGTGTAACTACTGGAACGTACAACAACTA

T T —~>
I ————TTTT——S—S8 =52

CTGATGAGAGTAAGGGAGGCCAGATGTGCTTGGAGACCATGTCCCAGGAAAGACTACTAAGAAACCAGAGTGCTCACCCTGGAGAAGTAGTACCTCCGGGGACCACAAGTGCTGTCTGCATCACTGGAGGCCTGT
1 1 1 1 1 1 1 1 1 1 1 1 1 1

T T
GACTACTCTCATTCCCTCCGGTCTACACGAACCTCTGGTACAGGGTCCTTTCTGATGATTCTTTGGTCTCACGAGTGGGACCTCTTCATCATGGAGGCCCCTGGTGTTCACGACAGACGTAGTGACCTCCGGACA

- _________________________pg
. Few ________________Ppg

CGAGGGACAGGGAACAGAGCTGCCTGAGGGTCCAGAGCAACAGGTGGGTGTCACAGAGAGGCAGATCTGGGCCAGATAGGGAAGCATGGGCTAACTGCTTCCCACAACAGATGGATGCAGGTGACCTGTCAGAAA

GCTCCCTGTCCCTTGTCTCGACGGACTCCCAGGTCTCGTTGTCCACCCACAGTGTCTCTCCGTCTAGACCCGGTCTATCCCTTCGTACCCGATTGACGAAGGGTGTTGTCTACCTACGTCCACTGGACAGTCTTT

T T —~>
I ————TTTT——S—S8 =52

8235

8370

8505

8640

8775

8910

9045

9180

9315

9450

9585

9720

9855

9990

10,125



TGCGCCAAGGGGCACAGGGAATGGTATTGGCCAGACAATCCAAGTAGTGGGGAGTGGCGCCCAGCTACCTAGGCCTTCGACTCAGAAAATTCGGATTCTGGCTCTGAGTCTTCCCCAAAGTAGCTGTGTGAGCTG

ACGCGGTTCCCCGTGTCCCTTACCATAACCGGTCTGTTAGGTTCATCACCCCTCACCGCGGGTCGATGGATCCGGAAGCTGAGTCTTTTAAGCCTAAGACCGAGACTCAGAAGGGGTTTCATCGACACACTCGAC

T T —~>
I ————TTTT——S—S8 =52

AGATAAGTCACAAACCCTCCTTGACCTTCCTTTTTCTTATCTATGCAATAGAGCTATGCACTTCACTGATTGCCTGTGACCCAGGCCTGTATGAGAAAATGGAAATGAAAGTGCCTCGTAAACAATAAATGGCTC
1 1 1 1 1 1 1 1 1 1 1 1 1

TCTATTCAGTGTTTGGGAGGAACTGGAAGGAAAAAGAATAGATACGTTATCTCGATACGTGAAGTGACTAACGGACACTGGGTCCGGACATACTCTTTTACCTTTACTTTCACGGAGCATTTGTTATTTACCGAG

- _________________________pg
. @Few ____________________Ppg

AGCCTTCCTAAACAAAACATGAAACCCAGAAGTCAGAAATGAAAAGACAACAGATTTGACTACACACAGTAAAAACTTCTGTGTGAATACACAAACCAAAAGAACATTAGCAGAGAAGTGGCAAACTGATGGAAA

TCGGAAGGATTTGTTTTGTACTTTGGGTCTTCAGTCTTTACTTTTCTGTTGTCTAAACTGATGTGTGTCATTTTTGAAGACACACTTATGTGTTTGGTTTTCTTGTAATCGTCTCTTCACCGTTTGACTACCTTT

T T —~>
I ————TTTT——S—S8 =52

ATATTTTCAGCATTTCTGATAATTGGGTTAGCAGACATAATACAGATAACGAATAGTTCAATAAGCTGGGTGCAGTGGCTCATGCCTATAATCCCAGCACTTTGGGAGACCAAGGCATGCAGATCACTTGAGGTC
M 1 M 1 N 1 + 1 M 1 N 1 M 1 M 1 N 1 M 1 M 1 N 1 M 1 M
t t t t t t t t t t t t t t

T T T T T T T T T T T T T
TATAAAAGTCGTAAAGACTATTAACCCAATCGTCTGTATTATGTCTATTGCTTATCAAGTTATTCGACCCACGTCACCGAGTACGGATATTAGGGTCGTGAAACCCTCTGGTTCCGTACGTCTAGTGAACTCCAG

- _______________________pg
. Few ________________Ppg

TGGAGTTCGAGACCAGCCTGGTCAACATGGTGAAACCCCACTTCTAGTAAAAATACAAAAATTAATTGGCCGTGGTGGTGGGCGCCTGTAATCCCAGCTACTCGGGAGGCTGAGGCAGGAGAATCGCTTGAACCT

ACCTCAAGCTCTGGTCGGACCAGTTGTACCACTTTGGGGTGAAGATCATTTTTATGTTTTTAATTAACCGGCACCACCACCCGCGGACATTAGGGTCGATGAGCCCTCCGACTCCGTCCTCTTAGCGAACTTGGA

T T —~>
I ————TTTT——S—S8 =52

GGGAGTCAGAGGTTGCAGTGAGCCAAGACTGCGCCACTGCACTCCAGCCTGCGTGATAGAGCGAGACTCGGTCTCAAAAATAAAGAAATAAATAGTCCAATGAATCAATAAAGACAAAAAAACGGACAAAGGATA
M 1 M 1 N 1 M 1 M 1 N 1 M 1 M 1 N 1 M 1 M 1 N 1 M 1 M

t T t T t T t T t T t T t T t T t T t T t T t T t T t
CCCTCAGTCTCCAACGTCACTCGGTTCTGACGCGGTGACGTGAGGTCGGACGCACTATCTCGCTCTGAGCCAGAGTTTTTATTTCTTTATTTATCAGGTTACTTAGTTATTTCTGTTTTTTTGCCTGTTTCCTAT

- _________________________pg
. Few ________________Ppg

TCTGTAGAAGAAATACCAATAGCCAATACACACATGGAAAAAATGTTTATTTCATCACTCATACAGAAAATGCACATGAAACCTCAACGAATTAACATTTTTTCCTACCAGACTGCGAATAATTTTAAAGATCAG

AGACATCTTCTTTATGGTTATCGGTTATGTGTGTACCTTTTTTACAAATAAAGTAGTGAGTATGTCTTTTACGTGTACTTTGGAGTTGCTTAATTGTAAAAAAGGATGGTCTGACGCTTATTAAAATTTCTAGTC

T T —~>
I ————TTTT——S—S8 =52

TGATATCCCATGTCAGCAAGTGTACGGTGATGCTGCATTTCTCACACACTGTTGGTGAGAATGCACATCCTCACGGCCTTCTTAGGGGAACAATTTAACAATATCTCCATGTTTTAACGTACCTACCCTTTGACC
1 1 1 1 1 1 1 1 1 1 1 1 1

ACTATAGGGTACAGTCGTTCACATGCCACTACGACGTAAAGAGTGTGTGACAACCACTCTTACGTGTAGGAGTGCCGGAAGAATCCCCTTGTTAAATTGTTATAGAGGTACAAAATTGCATGGATGGGAAACTGG

- _________________________pg
. Few ________________Ppg

CGGCGATCCCACTTCTATGAATGGATCCTGCTCCAATGAGAGTGTATTTACACAACGATTCATGTGCAAGGATGTCCACTGAGCATTGTTTGCAATGGAGAAAAATTAGAAGGAACTAGAGTGTCCATTTGTTAG

GCCGCTAGGGTGAAGATACTTACCTAGGACGAGGTTACTCTCACATAAATGTGTTGCTAAGTACACGTTCCTACAGGTGACTCGTAACAAACGTTACCTCTTTTTAATCTTCCTTGATCTCACAGGTAAACAATC

T T —~>
I ————TTTT——S—S8 =52

AGGAATGGTGAGATAAATTATGGTACATCCATACGATGAGATACAGTGAAGCAATTTTAAAAATATGGTAAATCTCTATGAACTAATATGGAAAGATTTCTAAGATGTGTTGAATGATTAAATAGCATAGGATAC
+ 1 M 1 N 1 M 1 M 1 M 1 + 1 M 1 N 1 M 1 M 1 M 1 M 1 M
t t t t t t t t t t t t t t

T T T T T T T T T T T T T
TCCTTACCACTCTATTTAATACCATGTAGGTATGCTACTCTATGTCACTTCGTTAAAATTTTTATACCATTTAGAGATACTTGATTATACCTTTCTAAAGATTCTACACAACTTACTAATTTATCGTATCCTATG

- _________________________pg
. Few ________________Ppg

TATTTTTAAAACTATAAAGTAGGGATGGGATGGATGGGTGGACAGATGGATGAGCTCGTCTGTGCCCAGGCAAATGCTAGGAAGAGTATACACACACTCTTACAAGCAGTTGAGGCGGGGAGAGAGGCTGTGATT

ATAAAAATTTTGATATTTCATCCCTACCCTACCTACCCACCTGTCTACCTACTCGAGCAGACACGGGTCCGTTTACGATCCTTCTCATATGTGTGTGAGAATGTTCGTCAACTCCGCCCCTCTCTCCGACACTAA

T T —~>
I ————TTTT——S—S8 =52

AGGTGAATAAGGGTTTGGGGGGCCTTCCATTTATGGGGACAGTGTATCTCTTTATGGATGAATATCTTACAGTGACCACTAGTATTAAAAAAAAAAAAAAAAGAAGGCAAGGAAAGCAAGCAAGGAGTGGGAGGG
M 1 M 1 M 1 M 1 M 1 M 1 M 1 M 1 M 1 + 1 M 1 N 1 M 1 M

t T t T t T t T t T t T t T t T t T t T t T t T t T t
TCCACTTATTCCCAAACCCCCCGGAAGGTAAATACCCCTGTCACATAGAGAAATACCTACTTATAGAATGTCACTGGTGATCATAATTTTTTTTTTTTTTTTCTTCCGTTCCTTTCGTTCGTTCCTCACCCTCCC

- _______________________pg
. Few ________________Ppg

GATTGCCAGCACCGCCACTCTCTGCCTGGGTCCCGTGACGGCTGGTGGCAGACTGGTGGACCTGCTGATTGCCTTTGCTGTTCATTTCTTTTCAGATGCCCTTCTTTCTCTTCCCTGCCTCTGCCTGGCAAAATC

CTAACGGTCGTGGCGGTGAGAGACGGACCCAGGGCACTGCCGACCACCGTCTGACCACCTGGACGACTAACGGAAACGACAAGTAAAGAAAAGTCTACGGGAAGAAAGAGAAGGGACGGAGACGGACCGTTTTAG

T T —~>
I ————TTTT——S—S8 =52

CAACCTTCCCAGGCCTACCTCTTCCCTTAGCTCACTCTATCAGTTAGCTGTTGTTGCATAGCAAACAACCCTACAAAGCTGCAGTGACATATACCAATAAACACGTATTTCTCTCTCATCTACAGTATTCAGCTG
1 1 1 1 1 1 1 1 1 1 1 1 1

GTTGGAAGGGTCCGGATGGAGAAGGGAATCGAGTGAGATAGTCAATCGACAACAACGTATCGTTTGTTGGGATGTTTCGACGTCACTGTATATGGTTATTTGTGCATAAAGAGAGAGTAGATGTCATAAGTCGAC

- _________________________pg
. Few ________________Ppg

ATCTGGCTGGATTGCTAGGGTTTTCTCATGCATCTGGGGCAACTGGGGACTCTGCTTTAATCTAGCCTTGGCTAGGATACCTTAGCCATGCCAGCTCAGGCGCGTCTTTCTCATAGTGATGTTAGCAGCATCCGC

TAGACCGACCTAACGATCCCAAAAGAGTACGTAGACCCCGTTGACCCCTGAGACGAAATTAGATCGGAACCGATCCTATGGAATCGGTACGGTCGAGTCCGCGCAGAAAGAGTATCACTACAATCGTCGTAGGCG

T T —~>
I ————TTTT——S—S8 =52

10,260

10,395

10,530

10,665

10,800

10,935

11,070

11,205

11,340

11,475

11,610

11,745

11,880

12,015

12,150



AGGCAAGGAGAAACATGCAATGCCTCTTGTGGCCTAGGCTTGAAACTGGAACACCCTCACTTCCATCTCATTCTATAGGCCAAAGCAGCACCTGCACGACCAAGCCCAGATTCAAGGGGTGGAGAAATAGGTATC

TCCGTTCCTCTTTGTACGTTACGGAGAACACCGGATCCGAACTTTGACCTTGTGGGAGTGAAGGTAGAGTAAGATATCCGGTTTCGTCGTGGACGTGCTGGTTCGGGTCTAAGTTCCCCACCTCTTTATCCATAG

T T —~>
I ————TTTT——S—S8 =52

ACCTTTTTTTTTTTTTTCTGAGAGCAACTGCTAAGTCACATGGCAAAGAGATCGGGTACTGAAAGGAATGAAGAATTGGGACCATTCATGCGATCTCCTTTGGATACCATAAAGAGGGGAGAGACAAACCACAGA
1 1 1 1 1 1 1 1 1 1 1 1 1 1

T T
TGGAAAAAAAAAAAAAAGACTCTCGTTGACGATTCAGTGTACCGTTTCTCTAGCCCATGACTTTCCTTACTTCTTAACCCTGGTAAGTACGCTAGAGGAAACCTATGGTATTTCTCCCCTCTCTGTTTGGTGTCT

- _________________________pg
. @Few ____________________Ppg

ATGGGAGAAGGCATTTGCCACCATGTAACCAAGCATGCGTATAATTGTGCGTAGCTGTATTTCACTTGTTTATTTGGTTTATATTATACTATTATATAAATACTACTTTTTACTATTCTATTATTGATGGATATT

TACCCTCTTCCGTAAACGGTGGTACATTGGTTCGTACGCATATTAACACGCATCGACATAAAGTGAACAAATAAACCAAATATAATATGATAATATATTTATGATGAAAAATGATAAGATAATAACTACCTATAA

T T —~>
I ————TTTT——S—S8 =52

TCATTTTTTTTTCCAGTTTGAGCTATTATGACAAATGCTGCTATGTATCTTAGTACACTTGTGCACACATTTCTATTGCACGTATGCCTGCCAGGGAGTAGAATTTGTTGGATGGTAAGATATTGCATTTTCGTC
1 M 1 M 1 M 1 N 1 M 1 M 1 M 1 + 1 M 1 N 1 M 1 M 1 M 1
t t t t t t t t t t t t t

T T T T T T T T T T T T T T
AGTAAAAAAAAAGGTCAAACTCGATAATACTGTTTACGACGATACATAGAATCATGTGAACACGTGTGTAAAGATAACGTGCATACGGACGGTCCCTCATCTTAAACAACCTACCATTCTATAACGTAAAAGCAG

- _______________________pg
. Few ________________Ppg

AATCTAAGTAAATAATGCTAAACTGTTTTCCCAAGTGGTTGTATCAATTTATACCCTTACCAGCAGTGTATGAGATTTCCTGTTGCTCCAAATCTTAGCCAACACTTGGTAAGGGAGTTCATTTCTGTATATGTT

TTAGATTCATTTATTACGATTTGACAAAAGGGTTCACCAACATAGTTAAATATGGGAATGGTCGTCACATACTCTAAAGGACAACGAGGTTTAGAATCGGTTGTGAACCATTCCCTCAAGTAAAGACATATACAA

T T —~>
I ————TTTT——S—S8 =52

GTATAGCCGGAAATGAACAGTACTTTTAAAAAATAATGGTTAGCCACACGGTGAAAGCCCGTCTCCACTAAAAATACAAGAAATTAGCTGGGCGTGGTGGCGGGTGCCTTTAGTCCCAGCTACTCGGGAGGCTGA
1 N 1 M 1 M 1 M 1 M 1 M 1 N 1 M 1 M 1 N 1 M 1 M 1 N 1

T T T T T T T 4 T T T T T 4 T T T T T T T T T T T T T
CATATCGGCCTTTACTTGTCATGAAAATTTTTTATTACCAATCGGTGTGCCACTTTCGGGCAGAGGTGATTTTTATGTTCTTTAATCGACCCGCACCACCGCCCACGGAAATCAGGGTCGATGAGCCCTCCGACT

- _________________________pg
. Few ________________Ppg

GGCAGGAGAATGGCGTGAACCCGGGAGGCGGAGGTTGCAGTGAGCCGAGATTGGGCCACTGTACTCCAACCTGGGTGACAGAGCAAGACTCCGTCTCAGAAAAAAAAAAAAAAAAAAAAAAAGGTTAGCCAATGA

CCGTCCTCTTACCGCACTTGGGCCCTCCGCCTCCAACGTCACTCGGCTCTAACCCGGTGACATGAGGTTGGACCCACTGTCTCGTTCTGAGGCAGAGTCTTTTTTTTTTTTTTTTTTTTTTTCCAATCGGTTACT

T T —~>
I ————TTTT——S—S8 =52

TCTTAGGTTCACTTAAAACTGTCTTTCCCTCCCCCATCCCCACTGGTTCTATCATCTGTCAAGTGTCCATATGATCCATATCTAGGAATTTTTTTTTAAGAGATGGGCTCTCACTATGTTGTCCAGGCTGGACTC
1 1 1 1 1 1 1 1 1 1 1 1 1 1

T T
AGAATCCAAGTGAATTTTGACAGAAAGGGAGGGGGTAGGGGTGACCAAGATAGTAGACAGTTCACAGGTATACTAGGTATAGATCCTTAAAAAAAAATTCTCTACCCGAGAGTGATACAACAGGTCCGACCTGAG

- _________________________pg
. Few ________________Ppg

GAACTTCTGGGCTCAAGGGATCCTCCTGCCTCAGCCTCCTGGATAACTGGCACGGGTGCGTCCCACAGTGCCCAGATACTACGATCTTTATTTTGTACCACCAGTCTATTTGTCTATCTGTGAGCCAACATCAAA

CTTGAAGACCCGAGTTCCCTAGGAGGACGGAGTCGGAGGACCTATTGACCGTGCCCACGCAGGGTGTCACGGGTCTATGATGCTAGAAATAAAACATGGTGGTCAGATAAACAGATAGACACTCGGTTGTAGTTT

T T —~>
I ————TTTT——S—S8 =52

CTGTCTTAACTATCTTTATAATATTTCTTGATATCTATTATAGAAAGACTTCCCTTTTTTCATTTTCTTTAAGACTGTCTTGGTTATTCCTGGCCCTTTACATTTTTTTCCCATTGTTTTATGAAAATTTAATTT
1 N 1 + 1 M 1 N 1 M 1 M 1 M 1 M 1 M 1 N 1 M 1 M 1 M 1
t t t t t t t t t t t t t

T T T T T T T T T T T T T T
GACAGAATTGATAGAAATATTATAAAGAACTATAGATAATATCTTTCTGAAGGGAAAAAAGTAAAAGAAATTCTGACAGAACCAATAAGGACCGGGAAATGTAAAAAAAGGGTAACAAAATACTTTTAAATTAAA

- _________________________pg
. Few ________________Ppg

ACACACAATAAAATGGACCCTTTTTAGTCTACAATTCTGCTACTTTTGACAAATGTATATAGTCATGTTTATCATTGTCACAATGAAGCTATATTTCCATCACCAAAAAATTCCCCAACCCCCCACCCCCCTGCC

TGTGTGTTATTTTACCTGGGAAAAATCAGATGTTAAGACGATGAAAACTGTTTACATATATCAGTACAAATAGTAACAGTGTTACTTCGATATAAAGGTAGTGGTTTTTTAAGGGGTTGGGGGGTGGGGGGACGG

T T —~>
I ————TTTT——S—S8 =52

GGTTCTTTGAAGCCCTCCCTCCATCTCCAGCCCCTGGCAGCCAATGATCTATTTTCTATCTGTTTACAAGAGTGTCATATGAGTAAGATCAAAGAGTATGAAGCCTTTTGAATCTGGCTTCTTTCACTTAGCATA
1 N 1 M 1 M 1 N 1 M 1 M 1 N 1 M 1 M 1 N 1 M 1 M 1 N 1

T 4 T T T T T T T T T T T T T T T T T T T T T T T 4 T
CCAAGAAACTTCGGGAGGGAGGTAGAGGTCGGGGACCGTCGGTTACTAGATAAAAGATAGACAAATGTTCTCACAGTATACTCATTCTAGTTTCTCATACTTCGGAAAACTTAGACCGAAGAAAGTGAATCGTAT

- _______________________pg
. Few ________________Ppg

AAGAATTTGAGAGTCATCCACATCGTTGTGTACATCAGAAGTTTGTTCCACTTAATTGCTGAGTAGCGTTCTATTGTATGGATATACCACAGTTTATTTATCCATTTAACAGCTAAGGGACATTTGAGTTGTTTC

TTCTTAAACTCTCAGTAGGTGTAGCAACACATGTAGTCTTCAAACAAGGTGAATTAACGACTCATCGCAAGATAACATACCTATATGGTGTCAAATAAATAGGTAAATTGTCGATTCCCTGTAAACTCAACAAAG

T T —~>
I ————TTTT——S—S8 =52

CAGTTTGAGCTGATTACAAATAAAGCCACTAAAACATTTGCTTAGAGGGCCTTTTGTGAACATCAATTTCCATTTTACTTGGAATGCCTAGGAGTAGGATTACTCAATTATGGTAGGAGTTTTCTTTTTAAAGTT
1 1 1 1 1 1 1 1 1 1 1 1 1 1

T T
GTCAAACTCGACTAATGTTTATTTCGGTGATTTTGTAAACGAATCTCCCGGAAAACACTTGTAGTTAAAGGTAAAATGAACCTTACGGATCCTCATCCTAATGAGTTAATACCATCCTCAAAAGAAAAATTTCAA

- _________________________pg
. Few ________________Ppg

ATGAATTATGGTAAAAGTTTCCTTTTTAACTTTATAAGATACTGCCAGACTGATTTCCAAAGTGGTAGCTCTTTTGCATCCTGACTACCAATACATATATGAGAGTTCTATTAATAGTTGTTCGTGGCCAGGCAC

TACTTAATACCATTTTCAAAGGAAAAATTGAAATATTCTATGACGGTCTGACTAAAGGTTTCACCATCGAGAAAACGTAGGACTGATGGTTATGTATATACTCTCAAGATAATTATCAACAAGCACCGGTCCGTG

T T —~>
I ————TTTT——S—S8 =52

12,285

12,420

12,555

12,690

12,825

12,960

13,005

13,230

13,365

13,500

13,635

13,770

13,905

14,040

14,175



GGTGGCTCACGCCTGTAATCCCAGCACTTTGGGAGGCCGAGGTGGGCAGATCATCTGAGGTCAAGAGTTTGAGATCAGCTTGGCCAACATGGTGAAACATGTCTCTCCTAAAAATACAAAAAAAAAAAAAAAAAA

CCACCGAGTGCGGACATTAGGGTCGTGAAACCCTCCGGCTCCACCCGTCTAGTAGACTCCAGTTCTCAAACTCTAGTCGAACCGGTTGTACCACTTTGTACAGAGAGGATTTTTATGTTTTTTTTTTTTTTTTTT

AATTAGCTGGGTGTGGTGGCGGGCACCTGCAATCCCAGCTACTTGGGAGGTTGAGGCAGGAGAATCGCTTGAACCTGGGAGGTGGAGGTTGCAGTGAGCCAAGATCATCCCACTGCACTATAGCCTGGGTGACAA
1 1 1 1 1 1 1 1 1 1 1 1 1

TTAATCGACCCACACCACCGCCCGTGGACGTTAGGGTCGATGAACCCTCCAACTCCGTCCTCTTAGCGAACTTGGACCCTCCACCTCCAACGTCACTCGGTTCTAGTAGGGTGACGTGATATCGGACCCACTGTT

- _________________________pg
. @Few ____________________Ppg

GAGCAAGACTCTATCTCAAAAAAAAAAAAAAAAAAAAGTTGTTTGTATTCTCATCCTTATCAGCACTTGAAACTGTCAGGTTTTCTGATTTTTGGTTTTAGCCATTTAATTAAGTATGTAGTGGTATTTCATTGT

CTCGTTCTGAGATAGAGTTTTTTTTTTTTTTTTTTTTCAACAAACATAAGAGTAGGAATAGTCGTGAACTTTGACAGTCCAAAAGACTAAAAACCAAAATCGGTAAATTAATTCATACATCACCATAAAGTAACA

T T —~>
I ————TTTT——S—S8 =52

GGTTTTAGTTTGTATTTTCCTAACAAATATTGATATTGAGCATCTTTTATATGGCAAATTATCTTATCATTTATATATATTATTTGTTCAATGTTTTCCTTGTTTTTACTGAATCATTTATTTTCATATTGAGTA
M 1 M 1 N 1 + 1 M 1 N 1 M 1 M 1 M 1 M 1 M 1 N 1 M 1 M
t t t t t t t t t t t t t t

T T T T T T T T T T T T T
CCAAAATCAAACATAAAAGGATTGTTTATAACTATAACTCGTAGAAAATATACCGTTTAATAGAATAGTAAATATATATAATAAACAAGTTACAAAAGGAACAAAAATGACTTAGTAAATAAAAGTATAACTCAT

- _______________________pg
. Few ________________Ppg

TTGAAAGTTCTTTATATACTCTTGATATAAGTCCTTTATAAGATATGCAATGTTGAATATTCTCTCTTGGTCTGTATTTTGTCTTTTAACCATCTATTTAAAAGAGTAGAAGTTTTAAATGTTGATGAAGTCCAA

AACTTTCAAGAAATATATGAGAACTATATTCAGGAAATATTCTATACGTTACAACTTATAAGAGAGAACCAGACATAAAACAGAAAATTGGTAGATAAATTTTCTCATCTTCAAAATTTACAACTACTTCAGGTT

T T —~>
I ————TTTT——S—S8 =52

TTTATAGATTTACTTTTTAAGGTAAGCCAAGTGAAACAGTGGGAGTGGAGAAGGAACAAAGAAACCTGTAACTGGTTGTGATCAATTTGTTGTAAACACCACTGCACTCAGACAGCCTATTTTTTTTTCTTTTAT
M 1 M 1 N 1 + 1 M 1 3 1 M 1 M 1 N 1 + 1 M 1 N 1 M 1 M

t T t T t T t T t T t T t T t T t T t T t T t T t T t
AAATATCTAAATGAAAAATTCCATTCGGTTCACTTTGTCACCCTCACCTCTTCCTTGTTTCTTTGGACATTGACCAACACTAGTTAAACAACATTTGTGGTGACGTGAGTCTGTCGGATAAAAAAAAAGAAAATA

- _________________________pg
. Few ________________Ppg

GGATTATATGGATCTTTTTAAATGTTGTGTTTAAGAAATCTTTCCATAACCCTCAAGGTCACAAAGATTTTCTCTATTTCTTGTAATAGTTGTATGGTTTTGCATTTAGGTCTTTGATCCATTTTGAGATAATTT

CCTAATATACCTAGAAAAATTTACAACACAAATTCTTTAGAAAGGTATTGGGAGTTCCAGTGTTTCTAAAAGAGATAAAGAACATTATCAACATACCAAAACGTAAATCCAGAAACTAGGTAAAACTCTATTAAA

TGTATAAGGCTTAAGTTAGAGATCAATGTTTTCTATGTTTGTTTGATTTTTATTTTTTTCTTTTTGCATGTGGATAGCCAGTTGTTCCAGTACCACTTTTTGGAATGCCTATTCTTTATTCATTTAATTACTTTT
1 1 1 1 1 1 1 1 1 1 1 1 1

ACATATTCCGAATTCAATCTCTAGTTACAAAAGATACAAACAAACTAAAAATAAAAAAAGAAAAACGTACACCTATCGGTCAACAAGGTCATGGTGAAAAACCTTACGGATAAGAAATAAGTAAATTAATGAAAA

- _________________________pg
. Few ________________Ppg

GCAACTTTGTCAAAAATCAATTGGCCACATATGTGCAGTTCTATTTCTGGACTCTATTCTGTTCCATTGATGTACATGTCTATCCTTTCACCAGTACTATATTATAGCTTTATAGAGTCTGTCAACCAGGTAGTA

CGTTGAAACAGTTTTTAGTTAACCGGTGTATACACGTCAAGATAAAGACCTGAGATAAGACAAGGTAACTACATGTACAGATAGGAAAGTGGTCATGATATAATATCGAAATATCTCAGACAGTTGGTCCATCAT

T T —~>
I ————TTTT——S—S8 =52

TGAGGGCTTCAACTTTGTTCTTTTCCTAAATTATTTTGGCTAATCTAATTCCTTTATGCTTCCATATAAATTTTAGAATCAGCTTGTCAATTTACACAAAACTTCTTGCAGAGATTTTGATTGGCACTTTGTTGA
M 1 M 1 N 1 M 1 M 1 M 1 M 1 N 1 M 1 M 1 M 1 M 1 M 1 M
t t t t t t t t t t t t t t

T T T T T T T T T T T T T
ACTCCCGAAGTTGAAACAAGAAAAGGATTTAATAAAACCGATTAGATTAAGGAAATACGAAGGTATATTTAAAATCTTAGTCGAACAGTTAAATGTGTTTTGAAGAACGTCTCTAAAACTAACCGTGAAACAACT

- _________________________pg
. Few ________________Ppg

ATCTGTAGGTTAACCTGGAGAAGAATCAGCATGCTCAAAAATATTGAGTCTTCAAACCCACAAACATTGTATATCTAACCATTTATTTAGGTCTCATTCATTTTCTTTTCTCAGTGTTTTGTACACAGTATGCAG

TAGACATCCAATTGGACCTCTTCTTAGTCGTACGAGTTTTTATAACTCAGAAGTTTGGGTGTTTGTAACATATAGATTGGTAAATAAATCCAGAGTAAGTAAAAGAAAAGAGTCACAAAACATGTGTCATACGTC

T T —~>
I ————TTTT——S—S8 =52

ATCTTGCACATATTTAGTAAGATTTATACCTAAGTGTTTCATGTTTTTTTCAGTGCTATTGTAAATAGTATTTGTAAAAAATAAATTTCACTTTTAATCTGATTTTTGATATTGACCTTGTATTCTGTGATCTTG
M 1 M 1 M 1 M 1 M 1 N 1 + 1 M 1 N 1 M 1 M 1 N 1 M 1 M

t T t T t T t T t T t T t T t T t T t T t T t T t T t
TAGAACGTGTATAAATCATTCTAAATATGGATTCACAAAGTACAAAAAAAGTCACGATAACATTTATCATAAACATTTTTTATTTAAAGTGAAAATTAGACTAAAAACTATAACTGGAACATAAGACACTAGAAC

- _______________________pg
. Few ________________Ppg

CTAAGTTTACTTACAGTTCTAGTAACTTTTTTGTAGATTCTTTGGCATTTTCTATGAAGACAATCATTTCATCTCCAAACAGAGACCATTATATTTCTTCTTTTGAACTCTTTTTCTTTCACTTTCTTTCTTTTT

GATTCAAATGAATGTCAAGATCATTGAAAAAACATCTAAGAAACCGTAAAAGATACTTCTGTTAGTAAAGTAGAGGTTTGTCTCTGGTAATATAAAGAAGAAAACTTGAGAAAAAGAAAGTGAAAGAAAGAAAAA

TCTTTCTTCTTCTTTTCTTTCTTTCTTTTTTCTTTCTTTCTTCTTCTTTCCTTTCTTTTCCTTCTTTCCTTCTCTTTCTCTCTCTTCCTCCTTCCCTACCTCCCTTCCTCCCTTCTCCTTCCCCTTCCCCTTTCC
1 1 1 1 1 1 1 1 1 1 1 1 1

AGAAAGAAGAAGAAAAGAAAGAAAGAAAAAAGAAAGAAAGAAGAAGAAAGGAAAGAAAAGGAAGAAAGGAAGAGAAAGAGAGAGAAGGAGGAAGGGATGGAGGGAAGGAGGGAAGAGGAAGGGGAAGGGGAAAGG

- _________________________pg
. Few ________________Ppg

CTTTCCCTTCCCTTCTCCTTCTCCTTCCTTCCTTCCTTCTTTCCCTTTCTTTTTTTGAGACTGAGTGTCACTTTGTCACCCAGGCTAGAGTGCAGTGGCATAGTCCCTGCTCATTGTAGGCTAGACATCCTGAGC

GAAAGGGAAGGGAAGAGGAAGAGGAAGGAAGGAAGGAAGAAAGGGAAAGAAAAAAACTCTGACTCACAGTGAAACAGTGGGTCCGATCTCACGTCACCGTATCAGGGACGAGTAACATCCGATCTGTAGGACTCG

T T —~>
I ————TTTT——S—S8 =52

14,310

14,445

14,580

14,715

14,850

14,985

15,120

15,255

15,390

15,525

15,660

15,795

15,930

16,065

16,200



TCAAGTGATCAGCCTTCCAAGTAGCTAGGACTATAGGTGTGCATCACCATGCTAGGTTCTTTTTAAATTTTTTTGTAGAGACAGGGTCTGCCTATGTTGCCCAGGCTGGTCTCAAACTCCTGGACTCAGGTGATC

AGTTCACTAGTCGGAAGGTTCATCGATCCTGATATCCACACGTAGTGGTACGATCCAAGAAAAATTTAAAAAAACATCTCTGTCCCAGACGGATACAACGGGTCCGACCAGAGTTTGAGGACCTGAGTCCACTAG

T T —~>
I ————TTTT——S—S8 =52

CTCCTACGTTGGCCCCCCAAAGTGCTGAGCTTACATTGTGAGTCACCACACCTGGTCTATTTCTTTTTTTGCCTTACTACAGTGTCTAGGATCTCCAGTACACTGTTGAATAGTTCAGTATAATGTTGAACAGAC
1 1 1 1 1 1 1 1 1 1 1 1 1 1

T T
GAGGATGCAACCGGGGGGTTTCACGACTCGAATGTAACACTCAGTGGTGTGGACCAGATAAAGAAAAAAACGGAATGATGTCACAGATCCTAGAGGTCATGTGACAACTTATCAAGTCATATTACAACTTGTCTG

- _________________________pg
. @Few ____________________Ppg

ATCCTTGCCTTGTTTCTCATCTTAGAGGGAAAATATACAATCTTTCACCACTAAGTTTAATGTTAGTGGTAGGGTTTTTACAGATGCCCTTTACCATATTGAAGAAATTTCCTTTAGAAATGAACATTGAATTTT

TAGGAACGGAACAAAGAGTAGAATCTCCCTTTTATATGTTAGAAAGTGGTGATTCAAATTACAATCACCATCCCAAAAATGTCTACGGGAAATGGTATAACTTCTTTAAAGGAAATCTTTACTTGTAACTTAAAA

T T —~>
I ————TTTT——S—S8 =52

GTCAAAGCATTATTCTGCAGCTATTAAGAAGCCTATGTGATTTTTAAAATCTTGATATGGTAAATTATAGTGCTTGATTTTTGAGTGTTGAACGTTTCAACCTTTAACTCTTATAATAAATACCACTTGGACATG
1 M 1 M 1 M 1 N 1 M 1 M 1 N 1 M 1 M 1 N 1 M 1 M 1 N 1
t t t t t t t t t t t t t

T T T T T T T T T T T T T T
CAGTTTCGTAATAAGACGTCGATAATTCTTCGGATACACTAAAAATTTTAGAACTATACCATTTAATATCACGAACTAAAAACTCACAACTTGCAAAGTTGGAAATTGAGAATATTATTTATGGTGAACCTGTAC

- _______________________pg
. Few ________________Ppg

ATGCATTATCCTTTTTATATATACTTAAATTTGATTTGCTAAGATTTTCTTCAGAATTTTTGCATCTATTTTCATAAGGGATATTGGTCTATAATTTTATTTTCTTGCAATATCTTTGTGTGGTCATGATATTGG

TACGTAATAGGAAAAATATATATGAATTTAAACTAAACGATTCTAAAAGAAGTCTTAAAAACGTAGATAAAAGTATTCCCTATAACCAGATATTAAAATAAAAGAACGTTATAGAAACACACCAGTACTATAACC

T T —~>
I ————TTTT——S—S8 =52

GATACTGCTGGTATCATACAATGAATTAAAAAGTCATCTCTCCTATGCTATATTCTTAAACAGTTTTTGTAGAATTGGTATTCTCTCTTTCTTTCTTTCTTTCTTTTGAGATGGAGTTTCAGTCTTGTTGCCCAG
1 N 1 + 1 M 1 N 1 + 1 M 1 M 1 + 1 M 1 M 1 M 1 M 1 N 1

T T T T T T T T T T T T T 4 T T T T T 4 T T T T T T T
CTATGACGACCATAGTATGTTACTTAATTTTTCAGTAGAGAGGATACGATATAAGAATTTGTCAAAAACATCTTAACCATAAGAGAGAAAGAAAGAAAGAAAGAAAACTCTACCTCAAAGTCAGAACAACGGGTC

- _________________________pg
. Few ________________Ppg

GCTGGAGTGCAATGGCACGATCTCAGCTCACAGCAACCTCTGCCTCCCGGGTTCAAGCAATTCTCCTACCTCAGCCTCCCAAGTAGCTGGGATTACAGGTGCCTGCCACCATGCTTGGCTAATTTTTGTATTTTT

CGACCTCACGTTACCGTGCTAGAGTCGAGTGTCGTTGGAGACGGAGGGCCCAAGTTCGTTAAGAGGATGGAGTCGGAGGGTTCATCGACCCTAATGTCCACGGACGGTGGTACGAACCGATTAAAAACATAAAAA

T T —~>
I ————TTTT——S—S8 =52

AGTAGAGATGGGGTTTCACCATGTTGGCCAGGCTGGTCTCGAACTTCTGACCTCACATGATCCGCCCGCCTCGGTCTCCCAAAGTGCTGGGATTACAGGCATGAGCCACTGGGCCAGGTCAGTATTATTTATTTC
1 1 1 1 1 1 1 1 1 1 1 1 1 1

T T
TCATCTCTACCCCAAAGTGGTACAACCGGTCCGACCAGAGCTTGAAGACTGGAGTGTACTAGGCGGGCGGAGCCAGAGGGTTTCACGACCCTAATGTCCGTACTCGGTGACCCGGTCCAGTCATAATAAATAAAG

- _________________________pg
. Few ________________Ppg

TTAATTGTTTGGTAGAATTTGCCAGTAAAACCACTTGAACCTGAAGAGTTTTTTTGTTTGTTTTTGGTTAGAAGGTTTTTAACTACAAGTTTAGTTTTTAAAAATAGATACAGGACTGTTCATGTTATCTATTTC

AATTAACAAACCATCTTAAACGGTCATTTTGGTGAACTTGGACTTCTCAAAAAAACAAACAAAAACCAATCTTCCAAAAATTGATGTTCAAATCAAAAATTTTTATCTATGTCCTGACAAGTACAATAGATAAAG

T T —~>
I ————TTTT——S—S8 =52

TTCTTAAGAGAATTTTAGCAGTTTGTACCTTTCAAATAATTTGTCCATTTTATGCAACTTAGTGAATTTGTTGGCATAGAGTAGTTCATAGTATTCCCTTATTATTCTTTTAGTGTTGGTAGGGTTGGTATTGAT
1 N 1 + 1 M 1 M 1 M 1 M 1 N 1 + 1 M 1 M 1 M 1 M 1 N 1
t t t t t t t t t t t t t

T T T T T T T T T T T T T T
AAGAATTCTCTTAAAATCGTCAAACATGGAAAGTTTATTAAACAGGTAAAATACGTTGAATCACTTAAACAACCGTATCTCATCAAGTATCATAAGGGAATAATAAGAAAATCACAACCATCCCAACCATAACTA

- _________________________pg
. Few ________________Ppg

GTCCACTTTCCATTCTTGATATTTGCAATTTGTGTTTTTCTTGTTTTTTTTTTTTTTTTCTCGGTAAATGTTATTACTTTTTTTTCCAGTGAAAAAGCTTTTGGTTTTATTAATTTTCCCTAACTCTTTTGTTCT

CAGGTGAAAGGTAAGAACTATAAACGTTAAACACAAAAAGAACAAAAAAAAAAAAAAAAGAGCCATTTACAATAATGAAAAAAAAGGTCACTTTTTCGAAAACCAAAATAATTAAAAGGGATTGAGAAAACAAGA

T T —~>
I ————TTTT——S—S8 =52

GGATTTTATTGATTTCTGCTCGTGTCTTTATTTCCTTCCTACGGTCAATTTGGATTTAATTTGTTCTTCTTTTTCTAGTTTCTTAAGGTGGTAGCCTTAGACCATTGTTTTCTTATCCAATTCAAAATATTTTCT
1 M 1 M 1 M 1 M 1 M 1 M 1 M 1 M 1 M 1 N 1 M 1 M 1 M 1

T 4 T T T T T 4 T T T T T 4 T T T T T T T T T T T 4 T
CCTAAAATAACTAAAGACGAGCACAGAAATAAAGGAAGGATGCCAGTTAAACCTAAATTAAACAAGAAGAAAAAGATCAAAGAATTCCACCATCGGAATCTGGTAACAAAAGAATAGGTTAAGTTTTATAAAAGA

- _______________________pg
. Few ________________Ppg

AATTTTTCATGTGACTTCTTCTTTGACTCTTGGGTTGTTTATAAGTGTGTTTAATTTCCAAATATTTTCAATTTCCCAGATACCTTTTTGTTAATAATTTCAAGTTTGATTCTGTTGTGATGCAAGAAATACTTT

TTAAAAAGTACACTGAAGAAGAAACTGAGAACCCAACAAATATTCACACAAATTAAAGGTTTATAAAAGTTAAAGGGTCTATGGAAAAACAATTATTAAAGTTCAAACTAAGACAACACTACGTTCTTTATGAAA

T T —~>
I ————TTTT——S—S8 =52

GCATAACTTATTTAAACTTTTAAAGATGTATCTTAAGTGATAGAATATGGTATATCTTGGTGAATGTTCTATATGCCCTTGAGATGAATGTGTATTCTGCAATTGTTAGGTGGATAAAAATCAATTAGGTCAATC
1 1 1 1 1 1 1 1 1 1 1 1 1 1

T T
CGTATTGAATAAATTTGAAAATTTCTACATAGAATTCACTATCTTATACCATATAGAACCACTTACAAGATATACGGGAACTCTACTTACACATAAGACGTTAACAATCCACCTATTTTTAGTTAATCCAGTTAG

- _________________________pg
. Few ________________Ppg

ATTTACGATTTTATTCAGGTTTTCTATAACCTTGCTGATTTGCTCTCTACTTGTACCACCTACAACTGGGAGAAGGGTGTTACAAGAGATTTTTATATCTCTCCTTTCGGGTCTATCAGTTTTGTTTCATGTAGT

TAAATGCTAAAATAAGTCCAAAAGATATTGGAACGACTAAACGAGAGATGAACATGGTGGATGTTGACCCTCTTCCCACAATGTTCTCTAAAAATATAGAGAGGAAAGCCCAGATAGTCAAAACAAAGTACATCA

T T —~>
I ————TTTT——S—S8 =52

16,335

16,470

16,605

16,740

16,875

17,010

17,145

17,280

17,415

17,550

17,685

17,820

17,955

18,090

18,225



TTGAAGCTCTGTTCTTTTTTTTTTTTTTTTTTTTTCCAATTTGAGAGCAGGTACTGTTTATTAACCAACCAGCTTAGAAAAATAATCATGGTAGACACCTTAGTTCATTCTTCTAATAAGCCTGTTGATCTGGTC

AACTTCGAGACAAGAAAAAAAAAAAAAAAAAAAAAGGTTAAACTCTCGTCCATGACAAATAATTGGTTGGTCGAATCTTTTTATTAGTACCATCTGTGGAATCAAGTAAGAAGATTATTCGGACAACTAGACCAG

T T —~>
I ————TTTT——S—S8 =52

CTCCCTGTTGCCAGCATCTCCACCTTCTACAAAATGGGTGGTCTTTTTCTTCATTCCACCTCGTGGAGAAGACAATTTGAAGGGCCACAGGAAGTTATTTGCCTCTTTGAAGCGTTTTCCAACAGTATAGATCTC
M 1 M 1 M 1 M 1 M 1 M 1 M 1 N 1 N 1 M 1 M 1 M 1 M 1 M
t T t T t T t T t T t T t T t T t T t T t T t T t T t

GAGGGACAACGGTCGTAGAGGTGGAAGATGTTTTACCCACCAGAAAAAGAAGTAAGGTGGAGCACCTCTTCTGTTAAACTTCCCGGTGTCCTTCAATAAACGGAGAAACTTCGCAAAAGGTTGTCATATCTAGAG

- _________________________pg
. @Few ____________________Ppg

ATGAATCAAATCCTCCACGCAGATGATGCCGTATTTACCAAGAGATCGAGCAATCAAAGCGTTATCTGTCAAAGCAATTCGCTTCTTATTGATTTTGCCATAACCACGCTTGTAGATTAGTTCATTTACTGACTT

TACTTAGTTTAGGAGGTGCGTCTACTACGGCATAAATGGTTCTCTAGCTCGTTAGTTTCGCAATAGACAGTTTCGTTAAGCGAAGAATAACTAAAACGGTATTGGTGCGAACATCTAATCAAGTAAATGACTGAA

T T —~>
I ————TTTT——S—S8 =52

CAGATTGGGGTACCCCCATGCAATATATGGCTCTACAATCCTCAGCATGTTAATCGAAGCCTTGTTGAGCTTCACAAAGGTTCCATTGAAGATTTGACGAAGGCGAAGAAGCTGCAACACCTTTCGAACCTTTGG
M 1 M 1 N 1 + 1 M 1 N 1 M 1 M 1 N 1 M 1 M 1 N 1 M 1 M
t t t t t t t t t t t t t t

T T T T T T T T T T T T T
GTCTAACCCCATGGGGGTACGTTATATACCGAGATGTTAGGAGTCGTACAATTAGCTTCGGAACAACTCGAAGTGTTTCCAAGGTAACTTCTAAACTGCTTCCGCTTCTTCGACGTTGTGGAAAGCTTGGAAACC

- _______________________pg
. Few ________________Ppg

GCTCACTCCATTGATACCTCTGATTCTGATGACAAACGCCAATTTGGGTTCTGCAGGTACATAGAAGTTGCCAGCTTTTCTTGCCATCCTCGCCATTCGAATTTCAGTCCTGTACATCTGCCTATATTCCTTGTG

CGAGTGAGGTAACTATGGAGACTAAGACTACTGTTTGCGGTTAAACCCAAGACGTCCATGTATCTTCAACGGTCGAAAAGAACGGTAGGAGCGGTAAGCTTAAAGTCAGGACATGTAGACGGATATAAGGAACAC

T T —~>
I ————TTTT——S—S8 =52

ATAGTGCTTTGCTTTTTCATAGATAAGCTTCCTCCTTGCCTTTCGAAGCATCTTTTGGGCAAACTTCTTTCTCAGGCGCTTCATCTTCAGCTCTGCGAAATTCCTTCGCTTTTTCTTAAGGGTTTCTGGCACAGC
M 1 M 1 N 1 M 1 M 1 M 1 M 1 M 1 N 1 M 1 M 1 N 1 M 1 M

t T t T t T t T t T t T t T t T t T t T t T t T t T t
TATCACGAAACGAAAAAGTATCTATTCGAAGGAGGAACGGAAAGCTTCGTAGAAAACCCGTTTGAAGAAAGAGTCCGCGAAGTAGAAGTCGAGACGCTTTAAGGAAGCGAAAAAGAATTCCCAAAGACCGTGTCG

- _________________________pg
. Few ________________Ppg

AGGAACCTCCTTCTTCTTCTCTTCTACACCCTCCATGGTTCCAGCCGGAAAAAAAAACTGAAGCTCTGTTCTAAAGTGCATATACACCCAGGATTGTTATGTCTTCTTGTAAAATTGATTCTGTCTTCACTATGT

TCCTTGGAGGAAGAAGAAGAGAAGATGTGGGAGGTACCAAGGTCGGCCTTTTTTTTTGACTTCGAGACAAGATTTCACGTATATGTGGGTCCTAACAATACAGAAGAACATTTTAACTAAGACAGAAGTGATACA

T T —~>
I ————TTTT——S—S8 =52

AATGTCCCTCATTATGCCTGGAAATATTTCTTGTTCTGAAGTCTATTTTGTCTGATATTAATACAGCTACTCCAGGTTTCTTCAAGTTTTATTTTATTTTTGATTGACACATAATAATTGTACTTTTTITTTTTTT
M 1 M 1 M 1 M 1 M 1 N 1 + 1 M 1 N 1 M 1 M 1 M 1 M 1 M
t T t T t T t T t T t T t T t T t T t T t T t T t T t

TTACAGGGAGTAATACGGACCTTTATAAAGAACAAGACTTCAGATAAAACAGACTATAATTATGTCGATGAGGTCCAAAGAAGTTCAAAATAAAATAAAAACTAACTGTGTATTATTAACATGAAAAAAAAAAAA

- _________________________pg
. Few ________________Ppg

TTTTGAGATGGAATTTCACTCTTGTTGCCCAGGCTAAAGTGCAATGGCTTGATCTTGGGTCACTGCAACCTCTGCCTCCCAGGTTTAAGCACTTCTCCTGCCTCAGCCTCCCAAGTAGCTGGGATTACAGGCACC

AAAACTCTACCTTAAAGTGAGAACAACGGGTCCGATTTCACGTTACCGAACTAGAACCCAGTGACGTTGGAGACGGAGGGTCCAAATTCGTGAAGAGGACGGAGTCGGAGGGTTCATCGACCCTAATGTCCGTGG

T T —~>
I ————TTTT——S—S8 =52

TGCCACCACACCCAGCTAATTTTATACTTTTAGTAAAGACAGGGTTTTGCCATGTTGGTCAGGCTAGTCTCGAACTCCTGACCTCAGGTGACCTGCCCACCTTGGCCTCCCAAAGTGCTGGGATTACAGGCGTGA
+ 1 M 1 M 1 + 1 M 1 M 1 M 1 M 1 N 1 M 1 M 1 N 1 M 1 M
t t t t t t t t t t t t t t

T T T T T T T T T T T T T
ACGGTGGTGTGGGTCGATTAAAATATGAAAATCATTTCTGTCCCAAAACGGTACAACCAGTCCGATCAGAGCTTGAGGACTGGAGTCCACTGGACGGGTGGAACCGGAGGGTTTCACGACCCTAATGTCCGCACT

- _________________________pg
. Few ________________Ppg

GCCACTGTGCCCGGCCTCAATAATTGTACATGTTTATGGAGTACAATATGATGTTTTGATACATGTGTATATTGTGTAATGATCACATCAGGGTAATTAGCATGTCTATTGCCTTAAACATTTATGATTTCTTAT

CGGTGACACGGGCCGGAGTTATTAACATGTACAAATACCTCATGTTATACTACAAAACTATGTACACATATAACACATTACTAGTGTAGTCCCATTAATCGTACAGATAACGGAATTTGTAAATACTAAAGAATA

T T —~>
I ————TTTT——S—S8 =52

GGTGAGAACATTCAAAATCCTCTCTTCTACCATCTTGTTAGATGTTTTCTATTCATTCTATCTGGTCTTCTTTCTTTCCATCTTTGTCTTCCTTTGGATTGAGTATGTATTATGTCTCCATTTCATTTCCACTAT
+ 1 M 1 M 1 M 1 M 1 N 1 M 1 M 1 M 1 M 1 M 1 M 1 + 1 M

t T t T t T t T t T t T t T t T t T t T t T t T t T t
CCACTCTTGTAAGTTTTAGGAGAGAAGATGGTAGAACAATCTACAAAAGATAAGTAAGATAGACCAGAAGAAAGAAAGGTAGAAACAGAAGGAAACCTAACTCATACATAATACAGAGGTAAAGTAAAGGTGATA

- _______________________pg
. Few ________________Ppg

TGGCTTATAATTTATACCTCTTCAAAAATTTTTAAGTTATTAAAAAGAGAGAAAAATTTTTAGGGAGTGTCCTGGGTTTTACAACTTACATCGTAAATTAATCAAAGTCTACCTTTAAATGATAAAATGTTACTT

ACCGAATATTAAATATGGAGAAGTTTTTAAAAATTCAATAATTTTTCTCTCTTTTTAAAAATCCCTCACAGGACCCAAAATGTTGAATGTAGCATTTAATTAGTTTCAGATGGAAATTTACTATTTTACAATGAA

T T —~>
I ————TTTT——S—S8 =52

TAAATATAGCATGAGGGCCGGTGCTGTGGCTCACACCTGTAATCCCAGCACTTTGGGAGGCCGAAGCAGGCAGATGACCTGAAGTCAGGAATTCGAGACCAGCTTAGCCAACATGGTGAAACCCTGTCTCTACTA
M 1 M 1 M 1 + 1 M 1 N 1 + 1 M 1 M 1 M 1 M 1 N 1 M 1 M
t T t T t T t T t T t T t T t T t T t T t T t T t T t

ATTTATATCGTACTCCCGGCCACGACACCGAGTGTGGACATTAGGGTCGTGAAACCCTCCGGCTTCGTCCGTCTACTGGACTTCAGTCCTTAAGCTCTGGTCGAATCGGTTGTACCACTTTGGGACAGAGATGAT

- _________________________pg
. Few ________________Ppg

AAAATGCAAAAATTAGCCAGACACGGTGGCAGGTGTCTGTAATCCCAGCTACTTGGGAGGCTGATGCGTGAGAATCGCTTGAACCTGGGAGGTGGAAGTTGCAGTGAGCCAAGATCACGCCACTGCCCTCCAGCC

TTTTACGTTTTTAATCGGTCTGTGCCACCGTCCACAGACATTAGGGTCGATGAACCCTCCGACTACGCACTCTTAGCGAACTTGGACCCTCCACCTTCAACGTCACTCGGTTCTAGTGCGGTGACGGGAGGTCGG

T T —~>
I ————TTTT——S—S8 =52

18,360

18,495

18,630

18,765

18,900

19,035

19,170

19,305

19,440

19,575

19,710

19,845

19,980

20,115

20,250



TGGGTGACAGAGTGAGACTCCATCTCAAAAAACAAACAAGAAAAATAAATATAGCATGAGGACCTGACAAGAGTAGACTGCACACCCTTTCTTCCCGTTTTTCATAGTGCAGTAGTTCCCCCTTATTGGCAATTT

ACCCACTGTCTCACTCTGAGGTAGAGTTTTTTGTTTGTTCTTTTTATTTATATCGTACTCCTGGACTGTTCTCATCTGACGTGTGGGAAAGAAGGGCAAAAAGTATCACGTCATCAAGGGGGAATAACCGTTAAA

T T —~>
I ————TTTT——S—S8 =52

CAGTTACTTGTGATCAATCCATGTCCAAAAATATGAAGGTACTTTGAGAGAGAGAGAGAGACTACATTCACGTGGCTTTTATCACAGTGTAGTGTTATAATTGTCTTATTGTATTATTAGTTATTATTGTTGATC
1 1 1 1 1 1 1 1 1 1 1 1 1 1

T T
GTCAATGAACACTAGTTAGGTACAGGTTTTTATACTTCCATGAAACTCTCTCTCTCTCTCTGATGTAAGTGCACCGAAAATAGTGTCACATCACAATATTAACAGAATAACATAATAATCAATAATAACAACTAG

- _________________________pg
. @Few ____________________Ppg

TCTTACTTTGCCTAACTGATAAACTTTATCATAGGTATGTAGGTGATATGGTTTGGCTGTGTCCCCACCCAATTCTCACCTTGAATTGTAATAATTCCCACATGTCAAGGGTGGGGCCAGGTGGAGATAATTGAA

AGAATGAAACGGATTGACTATTTGAAATAGTATCCATACATCCACTATACCAAACCGACACAGGGGTGGGTTAAGAGTGGAACTTAACATTATTAAGGGTGTACAGTTCCCACCCCGGTCCACCTCTATTAACTT

T T —~>
I ————TTTT——S—S8 =52

TCATGGGGGCAGTTTTCCCCATACTGTTCTCGTGGTAGTGATTAAGTCTCACGAGATCTGATGGTTTTATAAATGGGAGTTCCCCTGCATATACTCTTTTGCCTGCCATCATGTTGGATGTGATTCTGCTCCTCC
1 N 1 M 1 M 1 N 1 M 1 M 1 M 1 M 1 M 1 M 1 M 1 M 1 M 1
t t t t t t t t t t t t t

T T T T T T T T T T T T T T
AGTACCCCCGTCAAAAGGGGTATGACAAGAGCACCATCACTAATTCAGAGTGCTCTAGACTACCAAAATATTTACCCTCAAGGGGACGTATATGAGAAAACGGACGGTAGTACAACCTACACTAAGACGAGGAGG

- _______________________pg
. Few ________________Ppg

TTTGCCTTCCACTATGATTCTGAGGCCTCCTCAGCCATGCTGAACTGTGAGTCAATTAAACCTCCTTTCCTTTAGAAATCACCCAGTCTTGGGTATGTCTTTATTAGCAGTATGAGAACAGACTAATACAGTAGG

AAACGGAAGGTGATACTAAGACTCCGGAGGAGTCGGTACGACTTGACACTCAGTTAATTTGGAGGAAAGGAAATCTTTAGTGGGTCAGAACCCATACAGAAATAATCGTCATACTCTTGTCTGATTATGTCATCC

T T —~>
I ————TTTT——S—S8 =52

TATAGGAAAAAAACATGGCATATACAGGGTTTAGTACTATCTGCAGTTTCAGGCATACACCAGGGTTACTGGAATGTATCCCCTGTGGAGATTGCTGTAAATGCATATGTGAAAGTGAAATGTATGACAACAATA
1 N 1 + 1 M 1 M 1 M 1 M 1 M 1 M 1 M 1 N 1 M 1 M 1 N 1

T 4 T T T T T 4 T T T T T 4 T T T T T 4 T T T T T 4 T
ATATCCTTTTTTTGTACCGTATATGTCCCAAATCATGATAGACGTCAAAGTCCGTATGTGGTCCCAATGACCTTACATAGGGGACACCTCTAACGACATTTACGTATACACTTTCACTTTACATACTGTTGTTAT

- _________________________pg
. Few ________________Ppg

TGTTTCACTTTTAATCTGCTATAAATATACAATGCATTGCTACTACTTTTGCTTTAAATCAGAGATTGGCAAACTATAGCCTGTGGACCAAATGTAGCCTGCCTCCTGTTTTTGTAAATAAGGTATGATTGGAAC

ACAAAGTGAAAATTAGACGATATTTATATGTTACGTAACGATGATGAAAACGAAATTTAGTCTCTAACCGTTTGATATCGGACACCTGGTTTACATCGGACGGAGGACAAAAACATTTATTCCATACTAACCTTG

T T —~>
I ————TTTT——S—S8 =52

ATAGCGTGCTCAATAGTTTATGTATTGGCTATGGCTGCTTTTGCACTGCAATGGCAGAATTAAGCAGTTGCCCCAAAGACCGTATGGCCACAAAACCTAAAATACTTACTATTTGGTCCTTGACAGGAAAAAAAT
1 1 1 1 1 1 1 1 1 1 1 1 1 1

T T
TATCGCACGAGTTATCAAATACATAACCGATACCGACGAAAACGTGACGTTACCGTCTTAATTCGTCAACGGGGTTTCTGGCATACCGGTGTTTTGGATTTTATGAATGATAAACCAGGAACTGTCCTTTTTTTA

- _________________________pg
. Few ________________Ppg

TTTTCAATGTCTGTTTTAAATAGTTATCTTTTCAAGCATTTAAAAAGCAATCATATTTTTTATGCTTACCTTTATTCCATTTCCAGCACTTTTTATTTTTTAATGTATATCCAACTTTCTAGCTGGTATCATACT

AAAAGTTACAGACAAAATTTATCAATAGAAAAGTTCGTAAATTTTTCGTTAGTATAAAAAATACGAATGGAAATAAGGTAAAGGTCGTGAAAAATAAAAAATTACATATAGGTTGAAAGATCGACCATAGTATGA

T T —~>
I ————TTTT——S—S8 =52

CCTTTTACCTAAAGAACTTCCCTTAGGATTTTTTTTTTTTTTTTTTTTTTTTTTTGGTAGTATGGGTCTGCTGGCAATGAATTCTCTTAGTTTTTGTTTGTCAAAGATAATCTTTATCCCTTCTCTTTTTTTGAG
1 M 1 M 1 M 1 M 1 M 1 M 1 N 1 + 1 M 1 N 1 + 1 M 1 M 1
t t t t t t t t t t t t t

T T T T T T T T T T T T T T
GGAAAATGGATTTCTTGAAGGGAATCCTAAAAAAAAAAAAAAAAAAAAAAAAAAACCATCATACCCAGACGACCGTTACTTAAGAGAATCAAAAACAAACAGTTTCTATTAGAAATAGGGAAGAGAAAAAAACTC

- _________________________pg
. Few ________________Ppg

ATAAAATTCACATAACATAAAATTAAACATTAACCATTTTAAGGTGTACAACGGCATTTAGGACAAATACAATGCTGGGCAGCCATCACCTTTATCTAGTTCCAAGACATTTCATCACCCCAAAACAAAACCACC

TATTTTAAGTGTATTGTATTTTAATTTGTAATTGGTAAAATTCCACATGTTGCCGTAAATCCTGTTTATGTTACGACCCGTCGGTAGTGGAAATAGATCAAGGTTCTGTAAAGTAGTGGGGTTTTGTTTTGGTGG

T T —~>
I ————TTTT——S—S8 =52

TCCTCATAAGCAATCACTCCCCATTCTCCCTTGCCACATCCCCTGGTAACCACTCGTCAACCGTCTGCCTCTACAGGTTTACCTGTTCTGGATGTTTCATATAGATGGAGTCGTATGACATTTTGCTACTGGCTT
1 N 1 M 1 M 1 N 1 M 1 M 1 M 1 M 1 M 1 M 1 M 1 M 1 M 1

T T T T T T T T T T T T T 4 T T T T T 4 T T T T T 4 T
AGGAGTATTCGTTAGTGAGGGGTAAGAGGGAACGGTGTAGGGGACCATTGGTGAGCAGTTGGCAGACGGAGATGTCCAAATGGACAAGACCTACAAAGTATATCTACCTCAGCATACTGTAAAACGATGACCGAA

- _______________________pg
. Few ________________Ppg

CATTGACTTAACACAGTGTTTTCAAGGTTCATCCACAGTGTAGCAGGTACCAGTATTTCATTCCCTTTATAGCTGAATAATATTCAATTGTATGGACACACCACATTTTGTTTAGCTGTCAACTGTTTCCACCTT

GTAACTGAATTGTGTCACAAAAGTTCCAAGTAGGTGTCACATCGTCCATGGTCATAAAGTAAGGGAAATATCGACTTATTATAAGTTAACATACCTGTGTGGTGTAAAACAAATCGACAGTTGACAAAGGTGGAA

T T —~>
I ————TTTT——S—S8 =52

TTGGCTACTGTAAATTGTGCTGCGTTGAATATTTGCGTGCATGTATTTATTTGGGTCCCTGTTTTCCATTCTTTTGGTTTTACCTAGAAGTGATATTTCTGGATCATATGACAATTCTATGTTTAACTTTTTGAG
1 1 1 1 1 1 1 1 1 1 1 1 1 1

T T
AACCGATGACATTTAACACGACGCAACTTATAAACGCACGTACATAAATAAACCCAGGGACAAAAGGTAAGAAAACCAAAATGGATCTTCACTATAAAGACCTAGTATACTGTTAAGATACAAATTGAAAAACTC

- _________________________pg
. Few ________________Ppg

GAATTGTCAAACTGATTACCATAGCAGCTGCACCATTTTTCATTTTCACCAACATTGTACAAAGGTTCCAATTTCTCCACATCCTCACCAACACTTGTTATCCGATTTTTTTTATTATGATGATCCTAGTAGATA

CTTAACAGTTTGACTAATGGTATCGTCGACGTGGTAAAAAGTAAAAGTGGTTGTAACATGTTTCCAAGGTTAAAGAGGTGTAGGAGTGGTTGTGAACAATAGGCTAAAAAAAATAATACTACTAGGATCATCTAT

T T —~>
I ————TTTT——S—S8 =52

20,385

20,520

20,655

20,790

20,925

21,060

21,195

21,330

21,465

21,600

21,735

21,870

22,005

22,140

22,275



TGAAGTGGTATCTCAAGGTGGTTCTGATTTGCACTTCCCTAATGACTAATGATATTGAGTATTTTTTCATGTGCTCTGGAGAAATATCTATTCAATGTTTTGCCTGTTTTTTAAAAAAATTATTTTAGACTCGGG

ACTTCACCATAGAGTTCCACCAAGACTAAACGTGAAGGGATTACTGATTACTATAACTCATAAAAAAGTACACGAGACCTCTTTATAGATAAGTTACAAAACGGACAAAAAATTTTTTTAATAAAATCTGAGCCC

T T —~>
I ————TTTT——S—S8 =52

AGTAGATGTGCATGTTTATTACATGGGTACATTGCATAATGGTGAATTTGGCTTCCAGTGTACCCAGTACCCAAATACTGAACACTGTACCCAATAGGTAATTTTTCACTTCCTTTTTGCCCTTTCCCCTTTCCT
1 1 1 1 1 1 1 1 1 1 1 1 1

TCATCTACACGTACAAATAATGTACCCATGTAACGTATTACCACTTAAACCGAAGGTCACATGGGTCATGGGTTTATGACTTGTGACATGGGTTATCCATTAAAAAGTGAAGGAAAAACGGGAAAGGGGAAAGGA

- _________________________pg
. @Few ____________________Ppg

TCTATCCTTCCACTTTTGGAGTCTATTCTTTCCATCTTTATATCCGTGTGGACCCTTTGTTTGGCTTCCACTTATAAGTGAGGACATGCAATATTTGAATTTGCCTATTTTTAAATTTAATTGTTTTTTTGTTGT

AGATAGGAAGGTGAAAACCTCAGATAAGAAAGGTAGAAATATAGGCACACCTGGGAAACAAACCGAAGGTGAATATTCACTCCTGTACGTTATAAACTTAAACGGATAAAAATTTAAATTAACAAAAAAACAACA

T T —~>
I ————TTTT——S—S8 =52

TGTAGGCAACACTACAACTTTCATTCTTTTTTAAAATTTATTTTCCCATAAATATTTATTAATTGTGAGGGACAATAGAGTGGCTTTAGCTACATATTGCGTGATTCTACATACATTCTTTAGCTACACACTGTA
M 1 M 1 M 1 + 1 M 1 M 1 M 1 M 1 M 1 M 1 M 1 N 1 M 1 M
t t t t t t t t t t t t t t

T T T T T T T T T T T T T
ACATCCGTTGTGATGTTGAAAGTAAGAAAAAATTTTAAATAAAAGGGTATTTATAAATAATTAACACTCCCTGTTATCTCACCGAAATCGATGTATAACGCACTAAGATGTATGTAAGAAATCGATGTGTGACAT

- _______________________pg
. Few ________________Ppg

TGATTCCATTTATATGACATTATCCTGTAAAGCACAAAGACATTGTGGAAAAGGCAAAACTGCAGGGATGGAGAACAGATCCGTGGTTGTTTGGTGTAAGGGGTTTGGGGAGGGCTTTACTATAAAGGAGCAGCA

ACTAAGGTAAATATACTGTAATAGGACATTTCGTGTTTCTGTAACACCTTTTCCGTTTTGACGTCCCTACCTCTTGTCTAGGCACCAACAAACCACATTCCCCAAACCCCTCCCGAAATGATATTTCCTCGTCGT

T T —~>
I ————TTTT——S—S8 =52

TGAGAAACATTTTCTAGAGTGATGGAGCTGTTCTATATCTTGACTACAGTGGTGGTTACATTGTTATATATATTTGTCAAAACTCATAGAACTATGCACCAAGAGTGATTTTTGCTGAGGAAACACTACAACTTT
+ 1 M 1 N 1 + 1 M 1 N 1 M 1 M 1 N 1 M 1 M 1 N 1 + 1 M

t T t T t T t T t T t T t T t T t T t T t T t T t T t
ACTCTTTGTAAAAGATCTCACTACCTCGACAAGATATAGAACTGATGTCACCACCAATGTAACAATATATATAAACAGTTTTGAGTATCTTGATACGTGGTTCTCACTAAAAACGACTCCTTTGTGATGTTGAAA

- _________________________pg
. Few ________________Ppg

CATTCTGTATATATTCTGGATATATTTATTTATTGTGGATATAAATATTCATTCTGTGTGTTTTTATTCTCTTGACAGTGTCCTTTGATGCACAAAAATGTTTAATTTTTATTATGTCCAATTTTTCTTTGGTTG

GTAAGACATATATAAGACCTATATAAATAAATAACACCTATATTTATAAGTAAGACACACAAAAATAAGAGAACTGTCACAGGAAACTACGTGTTTTTACAAATTAAAAATAATACAGGTTAAAAAGAAACCAAC

T T —~>
I ————TTTT——S—S8 =52

CTTGTGCTTTTAGAAACATATCTGAGAAATCATTTCCAATTCCAAGGTCATGAATATTACCTTTATGGTTTCTTTTAAGGTTTTAATAATTTTAGCTTTTATATTTAGGTCTTTAATTCATTTTGAGTTAATTTT
1 1 1 1 1 1 1 1 1 1 1 1 1

GAACACGAAAATCTTTGTATAGACTCTTTAGTAAAGGTTAAGGTTCCAGTACTTATAATGGAAATACCAAAGAAAATTCCAAAATTATTAAAATCGAAAATATAAATCCAGAAATTAAGTAAAACTCAATTAAAA

- _________________________pg
. Few ________________Ppg

TATATGTGATGTAAAATAAGGATTCAACTTCATTCTTCTGCATGTGACTATCTAGTTCTTTTAGCACCTATGTTGAAAAAACTGGTCATTCTCCATTGGATGGTCCTGCCACCCTTGTTGAATATCAGTTGTCCA

ATATACACTACATTTTATTCCTAAGTTGAAGTAAGAAGACGTACACTGATAGATCAAGAAAATCGTGGATACAACTTTTTTGACCAGTAAGAGGTAACCTACCAGGACGGTGGGAACAACTTATAGTCAACAGGT

T T —~>
I ————TTTT——S—S8 =52

TGAATGTGAGAGTTTACTTCCTGACTCTCAATTTTATTCTATTGATCCATATAGTTATTCTTATGCTGATACCACACTATTTTGATTTCTGTAGTTTTATAGTAGGTTTTGAAATTGAAAAGTGTGACTCCTCCA
M 1 M 1 N 1 M 1 M 1 M 1 M 1 M 1 N 1 M 1 M 1 M 1 M 1 M
t t t t t t t t t t t t t t

T T T T T T T T T T T T T
ACTTACACTCTCAAATGAAGGACTGAGAGTTAAAATAAGATAACTAGGTATATCAATAAGAATACGACTATGGTGTGATAAAACTAAAGACATCAAAATATCATCCAAAACTTTAACTTTTCACACTGAGGAGGT

- _________________________pg
. Few ________________Ppg

AGATTGTTTTGCATATTCAATGTCCCTCGAGATTCCATATGAATTTGAGAATCAGCTTTTCCATTTCTGCAGAAAAAGGCTGTTGGGATTTTGATAGGGATTATATTGACCCTATAAATCAGTCTCACTTTGAGA

TCTAACAAAACGTATAAGTTACAGGGAGCTCTAAGGTATACTTAAACTCTTAGTCGAAAAGGTAAAGACGTCTTTTTCCGACAACCCTAAAACTATCCCTAATATAACTGGGATATTTAGTCAGAGTGAAACTCT

T T —~>
I ————TTTT——S—S8 =52

GTACCGCTGTCTTATTAAATCCTCCAACTTATGAAAACAAGGTGGTTTTTCATTTATTAAGGTCTTCTAAATTTCTTTCAACAGTGTTTTGTAGTTTTCATTGTAAAGTCATGCATCTCCTTAGTTTATTCCAAA
M 1 M 1 N 1 + 1 M 1 M 1 M 1 M 1 M 1 M 1 M 1 N 1 M 1 M

t T t T t T t T t T t T t T t T t T t T t T t T t T t
CATGGCGACAGAATAATTTAGGAGGTTGAATACTTTTGTTCCACCAAAAAGTAAATAATTCCAGAAGATTTAAAGAAAGTTGTCACAAAACATCAAAAGTAACATTTCAGTACGTAGAGGAATCAAATAAGGTTT

- _______________________pg
. Few ________________Ppg

ATATTTTATTTTTGATACTATTGCAAATTAAATTGTTTTCTTAATTTCCTTATTGGAGTATTATCAGTACTATAGAGTTACGTATGTTGATCTTGTATCCTGCAGGTTTGCTGAATTTGTATATTAACTCTAATA

TATAAAATAAAAACTATGATAACGTTTAATTTAACAAAAGAATTAAAGGAATAACCTCATAATAGTCATGATATCTCAATGCATACAACTAGAACATAGGACGTCCAAACGACTTAAACATATAATTGAGATTAT

T T —~>
I ————TTTT——S—S8 =52

GTTGCTTTTTGTAGATCTTTTAGGATTTATCTATATATAGGATCATGTCATCTGTGAACAGAGATAGTTTTACTTCTTCTTTTTTAATTTGGATGCCTTCTGTTTCTTTTTCTTCCTGATTGCTCTGGCTAGGAC
1 1 1 1 1 1 1 1 1 1 1 1 1

CAACGAAAAACATCTAGAAAATCCTAAATAGATATATATCCTAGTACAGTAGACACTTGTCTCTATCAAAATGAAGAAGAAAAAATTAAACCTACGGAAGACAAAGAAAAAGAAGGACTAACGAGACCGATCCTG

- _________________________pg
. Few ________________Ppg

TTCCAGTACTATGTTGAACAGAAGTGGCGAGAACAGGCATCTTTGTCTTGTTCCTGATGTAAAGGGACCAGCTCTCAGTCTTTTACCATTGAATTAGTTGTGCTTTTTCACATGTGCCCTTAATCACGTTGAGGC

AAGGTCATGATACAACTTGTCTTCACCGCTCTTGTCCGTAGAAACAGAACAAGGACTACATTTCCCTGGTCGAGAGTCAGAAAATGGTAACTTAATCAACACGAAAAAGTGTACACGGGAATTAGTGCAACTCCG

T T —~>
I ————TTTT——S—S8 =52

22,410

22,545

22,680

22,815

22,950

23,085

23,220

23,355

23,490

23,625

23,760

23,895

24,030

24,165

24,300



TGTTCCCTTTTATTGCTAGTTTGTTGGGTGGGTTTTGTTTTGTTTTGTTTTTAATGAAAGCATGTTGGGTTTTACAGTTACATCAAGTGACATGATCATATGAGGATTTTTTTCATTCTATTAATGTGATGTATT

ACAAGGGAAAATAACGATCAAACAACCCACCCAAAACAAAACAAAACAAAAATTACTTTCGTACAACCCAAAATGTCAATGTAGTTCACTGTACTAGTATACTCCTAAAAAAAGTAAGATAATTACACTACATAA

T T —~>
I ————TTTT——S—S8 =52

ACCCTGATTTTCATGTGTTAAACCACTGTTGTATTTCTTGGACAAATCCCACTTCATCATGGTATATAATCATTTTAATATGCTGTTAGATTTGGTTTGCTGGTGGCTGGGTGCAGTGGCTCACGCCTGTAATCC
1 1 1 1 1 1 1 1 1 1 1 1 1 1

T T
TGGGACTAAAAGTACACAATTTGGTGACAACATAAAGAACCTGTTTAGGGTGAAGTAGTACCATATATTAGTAAAATTATACGACAATCTAAACCAAACGACCACCGACCCACGTCACCGAGTGCGGACATTAGG

- _________________________pg
. @Few ____________________Ppg

CAACACTTTGGGAGGCCAAGATGGGCAGACTGCTTGAGGTCAGGAGTTCAAGACTAGCCTGGCCAACATGGTGAAACCCTGTCTCTACTAAAAATACAAAAATTAGCTGGGCATGGTGGCGCATGCCTGTAATCC

GTTGTGAAACCCTCCGGTTCTACCCGTCTGACGAACTCCAGTCCTCAAGTTCTGATCGGACCGGTTGTACCACTTTGGGACAGAGATGATTTTTATGTTTTTAATCGACCCGTACCACCGCGTACGGACATTAGG

T T —~>
I ————TTTT——S—S8 =52

CAGCTACTCGGGAGTTTGAGGCACGAGAATAGCTTGAACGCGGGAGGCAGAGGTTGCAGTGAGCCGAGATTGCTCCACTGCACTCCAGCCTGAGTGACAGAGTGAGACCCTGTCTCAAAAAAGAAAGAAAGAAAG
1 N 1 M 1 M 1 N 1 M 1 M 1 M 1 M 1 M 1 N 1 M 1 M 1 N 1
t t t t t t t t t t t t t

T T T T T T T T T T T T T T
GTCGATGAGCCCTCAAACTCCGTGCTCTTATCGAACTTGCGCCCTCCGTCTCCAACGTCACTCGGCTCTAACGAGGTGACGTGAGGTCGGACTCACTGTCTCACTCTGGGACAGAGTTTTTTCTTTCTTTCTTTC

- _______________________pg
. Few ________________Ppg

AAAAAAAAAAAAAGATTTGGTTTGCTAGTACATTTTTGAAAATTTTTGCTTTCTATATTCATGCATTTGTATTGGTCTGTAGTTATCTTTTCTGGCAATGTCTTGGTCTAGCTTTGGTACCAGAAAAATGCTGGC

TTTTTTTTTTTTTCTAAACCAAACGATCATGTAAAAACTTTTAAAAACGAAAGATATAAGTACGTAAACATAACCAGACATCAATAGAAAAGACCGTTACAGAACCAGATCGAAACCATGGTCTTTTTACGACCG

T T —~>
I ————TTTT——S—S8 =52

TTCATAGAATGAGTTGAAAAGGATTGGTATTAATTCTTCTTTAAATGTTTGGGAGAATTCACCAGTGAAGCCATCTGGTCCTGGGCTTTGCTTTGTCGGGAGGTTTTTGATTACTGATTAAATTTCTTTTCTTGT
1 M 1 + 1 M 1 M 1 M 1 M 1 N 1 M 1 M 1 N 1 + 1 M 1 M 1

T 4 T T T T T 4 T T T T T T T T T T T T T T T T T 4 T
AAGTATCTTACTCAACTTTTCCTAACCATAATTAAGAAGAAATTTACAAACCCTCTTAAGTGGTCACTTCGGTAGACCAGGACCCGAAACGAAACAGCCCTCCAAAAACTAATGACTAATTTAAAGAAAAGAACA

- _________________________pg
. Few ________________Ppg

TATAGGTTTATTTGGATTTTCTTTTTCTTCTTGAGTCAGCTTTGATTGACATTCATGATTGCTAAAGGTTCAAAACACTTTTCTGAAAAAGAAAGTACATATATACACTCATAAATATACATACAAACACACACA

ATATCCAAATAAACCTAAAAGAAAAAGAAGAACTCAGTCGAAACTAACTGTAAGTACTAACGATTTCCAAGTTTTGTGAAAAGACTTTTTCTTTCATGTATATATGTGAGTATTTATATGTATGTTTGTGTGTGT

T T —~>
I ————TTTT——S—S8 =52

TACACACCACACACACACCTGAGTACACGGGAATGATCATTTTCCTGGATCAATGTTATATCAGGATTTTTCAATTTCAAGAAGGAACTTTAGGCTGGGTATAGTGGCTCATACCTATAATCCCAGTACTTTGGG
1 1 1 1 1 1 1 1 1 1 1 1 1 1

T T
ATGTGTGGTGTGTGTGTGGACTCATGTGCCCTTACTAGTAAAAGGACCTAGTTACAATATAGTCCTAAAAAGTTAAAGTTCTTCCTTGAAATCCGACCCATATCACCGAGTATGGATATTAGGGTCATGAAACCC

- _________________________pg
. Few ________________Ppg

AAGCCAAGGTATGCGAATCACTTGAGCTCAGGGGTTTGAGACCAGCCTGGACAACATGGTGAAACCCCATGTCTACCAAAAATACAGAAATTTGCTAGGAATGGTGGCACATGCCCCTGTAGTCCCAACTACTCA

TTCGGTTCCATACGCTTAGTGAACTCGAGTCCCCAAACTCTGGTCGGACCTGTTGTACCACTTTGGGGTACAGATGGTTTTTATGTCTTTAAACGATCCTTACCACCGTGTACGGGGACATCAGGGTTGATGAGT

T T —~>
I ————TTTT——S—S8 =52

GGAGGATGAGGTAGGAGGATGGCTTGAGTCCGGGAGGTGGAGGTTGCAGTGAGCCGAGATCACACTACTGCACTCCAGCCTGGGTGACAGAACCAAACCCTGTCTCAGAAAAAAAAAAAGAAAAAAAGAAGAAGA
1 N 1 M 1 M 1 N 1 M 1 M 1 N 1 M 1 M 1 N 1 + 1 M 1 N 1
t t t t t t t t t t t t t

T T T T T T T T T T T T T T
CCTCCTACTCCATCCTCCTACCGAACTCAGGCCCTCCACCTCCAACGTCACTCGGCTCTAGTGTGATGACGTGAGGTCGGACCCACTGTCTTGGTTTGGGACAGAGTCTTTTTTTTTTTCTTTTTTTCTTCTTCT

- _________________________pg
. Few ________________Ppg

AATGACCATGTTCTTTAGAGATAAGAAGTAAAATACTAAGCGAATCAACTAAAAGAGGTAAAAGCAATTGCCTCCAGGAAAAGAGGGAGCAAAGGAATGCTATATATTTTAAGAATTATGCAGAACAATTAGATT

TTACTGGTACAAGAAATCTCTATTCTTCATTTTATGATTCGCTTAGTTGATTTTCTCCATTTTCGTTAACGGAGGTCCTTTTCTCCCTCGTTTCCTTACGATATATAAAATTCTTAATACGTCTTGTTAATCTAA

T T —~>
I ————TTTT——S—S8 =52

CTTTGTAAAAATAAATAAACAATGTAAGTAACGCACAAAAGATAGTTTTATAACCAGACTGCTGGGATCCAAATCCTATCTCCACCATTTGGTAGCTGTTTGACTATGGACAAGCTTAAGGCATTTGATCTCTCT
1 N 1 M 1 M 1 N 1 + 1 M 1 N 1 M 1 M 1 M 1 + 1 M 1 N 1

T 4 T T T T T 4 T T T T T T T T T T T 4 T T T T T T T
GAAACATTTTTATTTATTTGTTACATTCATTGCGTGTTTTCTATCAAAATATTGGTCTGACGACCCTAGGTTTAGGATAGAGGTGGTAAACCATCGACAAACTGATACCTGTTCGAATTCCGTAAACTAGAGAGA

- _______________________pg
. Few ________________Ppg

GAGCTTTAGTTTTCCCATCTGTGAAATGAGAATGACAATAGTACTTACCTACATAAAGTTTTGCAGTACTAAAGGAGACAGTGAATGTAAAAGGTTTGGCTAGTAAATGTCCTGTAAAAGGAAGCTTATTGCCAA

CTCGAAATCAAAAGGGTAGACACTTTACTCTTACTGTTATCATGAATGGATGTATTTCAAAACGTCATGATTTCCTCTGTCACTTACATTTTCCAAACCGATCATTTACAGGACATTTTCCTTCGAATAACGGTT

T T —~>
I ————TTTT——S—S8 =52

TATTATCAGGCTCTCCCAGACCAACCTGTATACAGGAAGAAAACAAACTCCGTTTCTCCTATAGTCTCACAACACAAAATACTTCTGACCCCAGATGTAGAGGATGGGGCATATTTCCCCATACACCAAGCAATC
1 1 1 1 1 1 1 1 1 1 1 1 1 1

T T
ATAATAGTCCGAGAGGGTCTGGTTGGACATATGTCCTTCTTTTGTTTGAGGCAAAGAGGATATCAGAGTGTTGTGTTTTATGAAGACTGGGGTCTACATCTCCTACCCCGTATAAAGGGGTATGTGGTTCGTTAG

- _________________________pg
. Few ________________Ppg

AACCAATTGTTCAGATTCTGCAGCAGACACGAATCTGGTGCCCTCCGATTCAATTTGAACACTATATTTACCTAGAGATAACGTCAGATCTCACAGCTTGAAGGCTTGAGCCAGGAGTTTGAGGCTGCAGTGAGC

TTGGTTAACAAGTCTAAGACGTCGTCTGTGCTTAGACCACGGGAGGCTAAGTTAAACTTGTGATATAAATGGATCTCTATTGCAGTCTAGAGTGTCGAACTTCCGAACTCGGTCCTCAAACTCCGACGTCACTCG

T T —~>
I ————TTTT——S—S8 =52

24,435

24,570

24,705

24,840

24,975

25,110

25,245

25,380

25,515

25,650

25,785

25,920

26,055

26,190

26,325



TATGATCGAGCCACAGAGCTCCAGCCTGGGCAACAGAGTGAAACTGCGTCTCTAAAATAATAATAATAAATTTTTAAAAGATATGCATTACTTTGGAGATTCCAAGGATTTTAGGAGTTGTAAGCCAGGACATCA

ATACTAGCTCGGTGTCTCGAGGTCGGACCCGTTGTCTCACTTTGACGCAGAGATTTTATTATTATTATTTAAAAATTTTCTATACGTAATGAAACCTCTAAGGTTCCTAAAATCCTCAACATTCGGTCCTGTAGT

T T —~>
I ————TTTT——S—S8 =52

GGGTAAAGAAAAAATATATATGTCACAATATCATGCAACCTAACTTCTCTTTGGGATCTGCCAGAGCCACCTGATCACTCTGAAGACCCTCATTTGTGCTACTGACTAACGGTCTGGCTGCTCTTGGACATGTCT
+ 1 M 1 N 1 M 1 M 1 N 1 + 1 M 1 N 1 M 1 M 1 M 1 M 1 M
t T t T t T t T t T t T t T t T t T t T t T t T t T t

CCCATTTCTTTTTTATATATACAGTGTTATAGTACGTTGGATTGAAGAGAAACCCTAGACGGTCTCGGTGGACTAGTGAGACTTCTGGGAGTAAACACGATGACTGATTGCCAGACCGACGAGAACCTGTACAGA

- _________________________pg
. @Few ____________________Ppg

CTTCTCCCAAGACCCCTTGAAGATGGCTTTAGAAGGGCCCCAAACTTAGCTAGCTCCCCCCAAGCTCAGGCTGGCCCTGCCCCAGACTGCGACCCCTCCCTCTTGGGTTCAAGGCTTTGTTTTCTTCTTAAAGAC

GAAGAGGGTTCTGGGGAACTTCTACCGAAATCTTCCCGGGGTTTGAATCGATCGAGGGGGGTTCGAGTCCGACCGGGACGGGGTCTGACGCTGGGGAGGGAGAACCCAAGTTCCGAAACAAAAGAAGAATTTCTG

T T —~>
I ————TTTT——S—S8 =52

CCAAGATTTCCAAACTCTGTGGTTGCCTTGCCTAGCTAAAAGGGGAAGAAGAGGATCAGCCCAAGGAGGAGGAAGAGGAAAACAAGACAAACAGCCAGTGCAGAGGAGAGGAACGTGTGTCCAGTGTCCCGATCC
M 1 M 1 N 1 M 1 M 1 N 1 M 1 M 1 N 1 M 1 M 1 N 1 M 1 M
t t t t t t t t t t t t t t

T T T T T T T T T T T T T
GGTTCTAAAGGTTTGAGACACCAACGGAACGGATCGATTTTCCCCTTCTTCTCCTAGTCGGGTTCCTCCTCCTTCTCCTTTTGTTCTGTTTGTCGGTCACGTCTCCTCTCCTTGCACACAGGTCACAGGGCTAGG

- _______________________pg
. Few ________________Ppg

CTGCGGAGCTAGTAGCTGAGAGCTCTGTGCCCTGGGCACCTTGCAGCCCTGCACCTGCCTGCCACTTCCCCACCGAGGCCATGGGCCCAGGAGTTCTGCTGCTCCTGCTGGTGGCCACAGCTTGGCATGGTAAGA

GACGCCTCGATCATCGACTCTCGAGACACGGGACCCGTGGAACGTCGGGACGTGGACGGACGGTGAAGGGGTGGCTCCGGTACCCGGGTCCTCAAGACGACGAGGACGACCACCGGTGTCGAACCGTACCATTCT

1 s s s 5 s s s s 10 s L s L 15 L
M G P G \ L L L L L \ A T A W H
ENSE00001366842 [ >
CSF1R-201

GCAGAACGGGGGGTGGGGGACTTTGTTGGGGTGTGATGGAGAAGACCCCTGTGAAAGGATTCAGTCCTTGCCCCTCACTGGGTGTCCTCAGGCTGTTTTAGTCTCCCCAACACTGGACTGCAGGCTTGTGGGTAT

CGTCTTGCCCCCCACCCCCTGAAACAACCCCACACTACCTCTTCTGGGGACACTTTCCTAAGTCAGGAACGGGGAGTGACCCACAGGAGTCCGACAAAATCAGAGGGGTTGTGACCTGACGTCCGAACACCCATA

CSF1R-201

CTGCTTTGGAGAGGTAGTGGGGTGAAAAGAGATGGGTGTGGTGGAACTGGTCCACCTGGTGCTGTGGATCTGTCCCAGCTCTGCCAGCGACTCACTGTGTGTCCTGAGCAAGCCTCTGATACTCTTGAGGCTTCA
1 N 1 M 1 M 1 1 1 M 1 M 1 " 1 " 1 M 1 M 1 3 1 M 1 1 1

T T T T
GACGAAACCTCTCCATCACCCCACTTTTCTCTACCCACACCACCTTGACCAGGTGGACCACGACACCTAGACAGGGTCGAGACGGTCGCTGAGTGACACACAGGACTCGTTCGGAGACTATGAGAACTCCGAAGT

CSF1R-201

GTGTCCACTTCTATTCAATTGCAGGTGTTGGGGGCAGGGGGACAGTGATAGACTAGACCAGAGCAGTGCTTTTCATACTTTCCTGTGCATACAAGTTACCTGAGGATTTTGTTACAATGCAGATTCAGACTCAGT
M 1 M 1 N 1 M 1 N 1 N 1 N 1 N 1 N 1 M 1 N 1 N 1 M 1 M

+ T T t T + T t
CACAGGTGAAGATAAGTTAACGTCCACAACCCCCGTCCCCCTGTCACTATCTGATCTGGTCTCGTCACGAAAAGTATGAAAGGACACGTATGTTCAATGGACTCCTAAAACAATGTTACGTCTAAGTCTGAGTCA

CSF1R-201

CGGTCTCAGGTGCGACCTGAGATTCTGTATATCCAACACACTCCTGGGAGATGTGAGATGCCGGCACTGCTGGTCCAGACCTACACTGAGTTGGGAGGACCTGGAGAGCTCCTGATGGCTCTGGCAGCTCTGCCA
1 N 1 + 1 M 1 N 1 M 1 M 1 N 1 M 1 M 1 N 1 M 1 M 1 N 1

T i T T T T T i T T T T T i T T T T T i T T T T T i T
GCCAGAGTCCACGCTGGACTCTAAGACATATAGGTTGTGTGAGGACCCTCTACACTCTACGGCCGTGACGACCAGGTCTGGATGTGACTCAACCCTCCTGGACCTCTCGAGGACTACCGAGACCGTCGAGACGGT

CSF1R-201

GCCTGTGATTCGATGATTCTATGCAAGATCTGATTTGGAAGGGCCTGATAGGGGTGGTGGTTCTTCCTTGGGTGGCTTGTGTAAGGGGTCAGAGGGGAGAGACAAGAGGTTGGCCTCTCTGGCCCAGGGCTCAGG
" 1 M 1 i 1 " 1 M 1 M 1 " 1 M 1 M 1 " 1 N 1 M 1 M 1 M

t T t T t T t T t T t T t T t T t T t T t T t T t T t
CGGACACTAAGCTACTAAGATACGTTCTAGACTAAACCTTCCCGGACTATCCCCACCACCAAGAAGGAACCCACCGAACACATTCCCCAGTCTCCCCTCTCTGTTCTCCAACCGGAGAGACCGGGTCCCGAGTCC

CSF1R-201

AGAGGGGAATTCGGGGTGAAATAGGTATAGGGCTAGAGGAGGGATTGGGAAGAGGCCAGTGAGGGTCTCCTGGACCAGAGCCCTCCCAGACACAGGCTGCCAAGTCTCAGGAGGTCCCCAGGCTGTAGCAGTTCT
1 M 1 + 1 . 1 . 1 + 1 " 1 M 1 M 1 . 1 M 1 + 1 . 1 . 1

T T T T T T T T T T T T T T T T T T T T T T
TCTCCCCTTAAGCCCCACTTTATCCATATCCCGATCTCCTCCCTAACCCTTCTCCGGTCACTCCCAGAGGACCTGGTCTCGGGAGGGTCTGTGTCCGACGGTTCAGAGTCCTCCAGGGGTCCGACATCGTCAAGA

CSF1R-201

GCAGAATTTCCATCTGGGAGGGAACATGACTAGAGGTGAGGGGCTGCTGTGCTTGGCTTGTTGGCCCAACAAACACATTTCTATTGCCTGCTTATTCAAAGGGACCTTGGGGGAGGATGGGGATTGAAGGGGAGA

CGTCTTAAAGGTAGACCCTCCCTTGTACTGATCTCCACTCCCCGACGACACGAACCGAACAACCGGGTTGTTTGTGTAAAGATAACGGACGAATAAGTTTCCCTGGAACCCCCTCCTACCCCTAACTTCCCCTCT

CSF1R-201

26,460

26,595

26,730

26,865

27,000

27,135

27,270

27,405

27,540

27,675

27,810

27,945



AAGGACAGCCTCATACTGGCCTCTTCACAGAAGGACCCTAAGGCCGTGGCGCTTCTGGTCCCTGATGAGGAGGAGATGGCCCACTGACCATCCTTCTCTGGCCCAGGCAATCACACTGAGCTTGAGTATTTGGGT
1 M 1 M 1 M 1 N 1 M 1 M 1 M 1 M 1 M 1 M 1 M 1 M 1 M 1

T T T T
TTCCTGTCGGAGTATGACCGGAGAAGTGTCTTCCTGGGATTCCGGCACCGCGAAGACCAGGGACTACTCCTCCTCTACCGGGTGACTGGTAGGAAGAGACCGGGTCCGTTAGTGTGACTCGAACTCATAAACCCA

T T —~>

CSF1R-201 >

CSF1R-201

TTTTTTTTTTTTTTTCCTGAGACAGAGTCTCTCTCTGTCACCAGGCTGGAGTACAGTGGCACAATCTCGGCTCACTGCAACCTCCACCTCCCGGGTTCAAGTGTTTCTCCTGTCTCAGCCTCCCAAGCTGGGATT

AAAAAAAAAAAAAAAGGACTCTGTCTCAGAGAGAGACAGTGGTCCGACCTCATGTCACCGTGTTAGAGCCGAGTGACGTTGGAGGTGGAGGGCCCAAGTTCACAAAGAGGACAGAGTCGGAGGGTTCGACCCTAA

I R >

CSF1R-201 >

CSF1R-201

ACAGGCATACACCATCATGACTGGCTAATTTTTGTATTTTTAGTAGAGATGGGATTTCACCATGTTGGCCAAGCTGGTCTCGAACTCCTGACCTCAGGTGATCCACCTGCCTTGGCCTCCCAAAGTGTTGGGATT
1 M 1 N 1 M 1 M 1 M 1 N 1 M 1 M 1 N 1 M 1 N 1 N 1 M 1

T ¥ T ¥ T ¥ T . T . T . T . T . T . T ¥ T ¥ T ¥ T ¥ T
TGTCCGTATGTGGTAGTACTGACCGATTAAAAACATAAAAATCATCTCTACCCTAAAGTGGTACAACCGGTTCGACCAGAGCTTGAGGACTGGAGTCCACTAGGTGGACGGAACCGGAGGGTTTCACAACCCTAA

= S >

CSF1R-201 >

L L L

CSF1R-201

ACTGGTGTGAGTCACGGCGCCCGGCCTGGACTTCTTATTTTGCAATGTAACTTACATGCAGTAGAAAGCACAGGTTCTTAAGTTCAATGAGGTCTGACAAATGCACACACAGTGTACCCGCCACCCCCTTCATCT
N 1 N 1 M 1 M 1 N 1 M 1 N 1 M 1 M 1 M 1 N 1 M 1 N 1 M

t T t T t T t T t T t T t T t T t T t T t T t T t T t
TGACCACACTCAGTGCCGCGGGCCGGACCTGAAGAATAAAACGTTACATTGAATGTACGTCATCTTTCGTGTCCAAGAATTCAAGTTACTCCAGACTGTTTACGTGTGTGTCACATGGGCGGTGGGGGAAGTAGA

@ ______________________pg

CSF1R-201 >

CSF1R-201

CAGAGAGTCCCACAGGTTTGATTTCACTGCCTTGTCCTATCCTTACACCCACAACCTGCCTGTGGGGCAAAAACGGAAAAGTATCTGAGCCAGGTCTCAATTTAATTTTATTTTTTTTATTGAGATGGAGTCTTG
1 M 1 L 1 L 1 M 1 L 1 L 1 L 1 L 1 L 1 N 1 N 1 M 1 L 1

T T T T t T y T t T y T t T
GTCTCTCAGGGTGTCCAAACTAAAGTGACGGAACAGGATAGGAATGTGGGTGTTGGACGGACACCCCGTTTTTGCCTTTTCATAGACTCGGTCCAGAGTTAAATTAAAATAAAAAAAATAACTCTACCTCAGAAC

CSFIR-201 >

CSF1R-201

TGGCCAGGCATGGTGGCTCACACCTGTAATCCCAGCACTCTGGGAGGCCGAGGCGGGTGGATCACAAGATCAGGAGTTTCAGACCAGCCTCGCCAATATGGTGAAGCCCCCTCTCTACTAAAAAATACAAAAATT

ACCGGTCCGTACCACCGAGTGTGGACATTAGGGTCGTGAGACCCTCCGGCTCCGCCCACCTAGTGTTCTAGTCCTCAAAGTCTGGTCGGAGCGGTTATACCACTTCGGGGGAGAGATGATTTTTTATGTTTTTAA

I S >

CSFIR-201 >
_____________________________________________________________________________________________________________ >
CSF1R-201

AGCCGGGTGTGGTGGTGGGTTCCTGTAGTTCCAGCTACTCAGGAGGCTGAGGTGGGAGAATCACTTGAACCCGGGAGGCAGAGGTTGCAGTGAGCTGAGATCATGCCACTGCACTCCAGCCTAGGCGACAGAGCA

TCGGCCCACACCACCACCCAAGGACATCAAGGTCGATGAGTCCTCCGACTCCACCCTCTTAGTGAACTTGGGCCCTCCGTCTCCAACGTCACTCGACTCTAGTACGGTGACGTGAGGTCGGATCCGCTGTCTCGT

_____________________________________________________________@=_________________pJ

CSF1R-201 >

CSF1R-201

AGACILECATCTCCICETLTCTTICI LEELTLECCTTCCT LCCTRCETTCEI LCECT RECTTICCIECETLCCT LECTTCCILECTICCTTCCTI LELTLETITTEL.ILCLTICITTICTTICLILCITTCIILEL L TCTTT
M 1 M 1 M 1 N 1 N 1 M 1 N 1 M 1 M 1 M 1 M 1 N 1 M 1 M

t T t T t T t T t T t T t T t T t T t T t T t T t T t
TCTGAGGTAGAGGAAGGAAAGAAAGAAGGAAGGAAGGAAGGAAGGAAGGAAGGAAGGAAGGAAGGAAGGAAGGAAGGAAGGAAGGAAGGAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAAA

I >

CSFIR201 >

CSF1R-201

CTTTTTTCTATCTTTTTGAGACCGAGTCTTGCTCTGTTGCCCAGGCTGGAGTGCAATGGCATGGATCTCGGCTCACTGCAACCTCCGCCTCCGGGGTTCAAGCAATTCTGCCACTCCTGAGTAGCTGTGATTACT
1 N 1 N 1 M 1 M 1 X 1 N 1 M 1 i 1 M 1 N 1 N 1 N 1 N 1

T T T T T T T T T T T T T T T T T T T T T T T T T T T
GAAAAAAGATAGAAAAACTCTGGCTCAGAACGAGACAACGGGTCCGACCTCACGTTACCGTACCTAGAGCCGAGTGACGTTGGAGGCGGAGGCCCCAAGTTCGTTAAGACGGTGAGGACTCATCGACACTAATGA

I R >

CSF1R-201 >

.-----------------------------------------------------.-----------------------------------------------------.>

CSF1R-201

GGTGCCTGCCACCACACCCAGCTAATTTTTTTATTTTTGGTAGAGACAGGGTTTTATCATGCTGGCCATGCTGGTCTCGAACTCCTGAACTCAAGCGATCCCCCTGCCTTGGCGTCCCAAAGTGCTGGGATTACA
M 1 N 1 N 1 M 1 N 1 M 1 N 1 M 1 M 1 N 1 M 1 M 1 N 1 N

t T t T t T t T t T t T t T t T t T t T t T t T t T t
CCACGGACGGTGGTGTGGGTCGATTAAAAAAATAAAAACCATCTCTGTCCCAAAATAGTACGACCGGTACGACCAGAGCTTGAGGACTTGAGTTCGCTAGGGGGACGGAACCGCAGGGTTTCACGACCCTAATGT

I ———————m—————————>

CSF1R-201 >

CSF1R-201

GGCATGAGCCACTGTGCCTGGCTTCAATCAATTTAGAAGTTTATTTTGCCAAGGTTAAGGACATGCTGGCGAGAAAAAAACATGGAGTCACAAAAACATTCTGTGGTCTGTGCCATTCTGGATGAATTCGAGGGC
1 M 1 L 1 N 1 M 1 L 1 L 1 M 1 N 1 L 1 M 1 L 1 L 1 M 1

T T T T t T y T t T y T ¥ T
CCGTACTCGGTGACACGGACCGAAGTTAGTTAAATCTTCAAATAAAACGGTTCCAATTCCTGTACGACCGCTCTTTTTTTGTACCTCAGTGTTTTTGTAAGACACCAGACACGGTAAGACCTACTTAAGCTCCCG

CSF1R-201 >

CSF1R-201

28,080

28,215

28,350

28,485

28,620

28,755

28,890

29,025

29,160

29,295

29,430



TTTAATATTTAAAGGGGAAAGTGGGCTGGAGGGGAAAAGGGGAGGTTGTGGTAATCCACATGTTGCAAAAGAAAAGCAGCAGGTAGGGGAACAGTCAATTATCTCGGTTCAGTAAATTGGCTCTTTACATAGGGA
M 1 M 1 M 1 M 1 M 1 " 1 " 1 M 1 1 1 " 1 M 1 N 1 " 1 M

+ T T t T + T t
AAATTATAAATTTCCCCTTTCACCCGACCTCCCCTTTTCCCCTCCAACACCATTAGGTGTACAACGTTTTCTTTTCGTCGTCCATCCCCTTGTCAGTTAATAGAGCCAAGTCATTTAACCGAGAAATGTATCCCT

T T —~>

CSF1R-201 >

CSF1R-201

AAGTGAACATAGAGGAGCTGCCTGTGGGATATTTTACCTTTTATCTGTCGCTATCTGCTTAGGAATAAAAGGCAAGGCAGCTTCTTGCATGACTCAGTTTCCAGCTTGATTTTTCCTTTTGGCAGAGTGAATTAG

TTCACTTGTATCTCCTCGACGGACACCCTATAAAATGGAAAATAGACAGCGATAGACGAATCCTTATTTTCCGTTCCGTCGAAGAACGTACTGAGTCAAAGGTCGAACTAAAAAGGAAAACCGTCTCACTTAATC

I R >

CSF1R-201 >

CSF1R-201

GGTCCCAAGTTTTTATTTTCCCTTCACAGGGGCATGGTGTGTGGGAGGGGGGCCAGATGGTTTTCCAGGGTCCAGTCCCAAGAGAAAGAAGAGATGGGGAGGCTGGAAACCTAAGTTTTCAGCCCAACAGACCAA
N 1 . 1 N 1 M 1 N 1 N 1 N 1 N 1 N 1 M 1 N 1 M 1 N 1 N

t T t T t T t T t T t T t T t T t T t T t T t T t T t
CCAGGGTTCAAAAATAAAAGGGAAGTGTCCCCGTACCACACACCCTCCCCCCGGTCTACCAAAAGGTCCCAGGTCAGGGTTCTCTTTCTTCTCTACCCCTCCGACCTTTGGATTCAAAAGTCGGGTTGTCTGGTT

= S >

CSF1R-201 >

L L L

CSF1R-201

TGATGAGTGGATGAGGGGCCACTGTGAGGAGACTGGGGATGGTATTGGAGGACCCTAGAGAGAGAGGGGGGCTCTCTCTTCATTACTGCGATGAGATCCTGGGCTGAAGAGGGGCTGTGTCCAGCCTTAGTGTGC
1 N 1 N 1 N 1 M 1 N 1 N 1 N 1 M 1 N 1 M 1 N 1 M 1 N 1

T T T T T T T T T T T T T T T T T T T T T T T T T T T
ACTACTCACCTACTCCCCGGTGACACTCCTCTGACCCCTACCATAACCTCCTGGGATCTCTCTCTCCCCCCGAGAGAGAAGTAATGACGCTACTCTAGGACCCGACTTCTCCCCGACACAGGTCGGAATCACACG

@ ______________________pg

CSF1R-201 >

CSF1R-201

AGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTGGGAGAGAAGAGTAGAGATTGGGGCACATTCTGGAAGTGATGAGGGAGGGGCTTCCAGGCAAGTGGGAGCTAGTGGAGAGG
L 1 M 1 M 1 M 1 M 1 M 1 L 1 L 1 M 1 M 1 L 1 N 1 M 1 L

t T t T t T t T t T t T T T
TCACACACACACACACACACACACACACACACACACACACACACACACACACAACCCTCTCTTCTCATCTCTAACCCCGTGTAAGACCTTCACTACTCCCTCCCCGAAGGTCCGTTCACCCTCGATCACCTCTCC

CSFIR-201 >

CSF1R-201

TGTGGGGCATGGGGAGAATTGGGGAGTGGAGATGAGAGGGGGGAAGAATGGACAGGCACAGAAGGGGACCTCAGTTAATGTTCATAAGCCCATGCCCCCACCCCGAGGAGGATGGGGGCCAAGCCGGCTTCCTTC

ACACCCCGTACCCCTCTTAACCCCTCACCTCTACTCTCCCCCCTTCTTACCTGTCCGTGTCTTCCCCTGGAGTCAATTACAAGTATTCGGGTACGGGGGTGGGGCTCCTCCTACCCCCGGTTCGGCCGAAGGAAG

I S >

CSFIR-201 >
_____________________________________________________________________________________________________________ >
CSF1R-201

CCTGCTAGCCAAGCCAGCAGGGGAAGTTGGCTGCGGAAGTTGCGGGTATCAGCCTTATCCTGCGTGAATACCTGGGACAATAGGATAGGACAAAATAGGGCAGACACCGCTCCCTGACCACATTTCCTGGAGGCC

GGACGATCGGTTCGGTCGTCCCCTTCAACCGACGCCTTCAACGCCCATAGTCGGAATAGGACGCACTTATGGACCCTGTTATCCTATCCTGTTTTATCCCGTCTGTGGCGAGGGACTGGTGTAAAGGACCTCCGG

_____________________________________________________________@=_________________pJ

CSF1R-201 >

CSF1R-201

AAGGCAGGGTCTAGAGAGACAGGCTGGGGGAAGGGATGGGAGAAGCCCACTGTAAGGTGTGAGGCAGGTGTAAAAAAGGAACAAATGGAATCACAGAATCCAAGGTTAAAATCTTGAGCGATCAGAGTTGGCCCA
1 N 1 N 1 N 1 M 1 N 1 M 1 M 1 L 1 3 1 M 1 N 1 N 1 M 1

T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T
TTCCGTCCCAGATCTCTCTGTCCGACCCCCTTCCCTACCCTCTTCGGGTGACATTCCACACTCCGTCCACATTTTTTCCTTGTTTACCTTAGTGTCTTAGGTTCCAATTTTAGAACTCGCTAGTCTCAACCGGGT

I >

CSFIR201 >

CSF1R-201

GAAGGGACATTAGAAATGTAGCAATTAAAGCAGGTGCCCAGGGCAGGAGTAGTTCTATACATCATCTCACTCAACCTTCAGCTGAAGTTTTTGGGGTGGGAGCTGGGATTATTCCCATCAGACAGAAGAATAGCC
N 1 X 1 M 1 M 1 . 1 M 1 M 1 N 1 N 1 N 1 N 1 M 1 N 1 N

t T t T t T t T t T t T t T t T t T t T t T t T t T t
CTTCCCTGTAATCTTTACATCGTTAATTTCGTCCACGGGTCCCGTCCTCATCAAGATATGTAGTAGAGTGAGTTGGAAGTCGACTTCAAAAACCCCACCCTCGACCCTAATAAGGGTAGTCTGTCTTCTTATCGG

I R >

CSF1R-201 >

.-----------------------------------------------------.-----------------------------------------------------.>

CSF1R-201

TGAGGCTCAAAGAGGTTAAGAAACTAACCCAGCTGGTAAGGGAAGAACCAAGATCCAAACCCAAGTTGGTGTGAGCCCACACTCCAAGCTGTTTCCTGCTATAAAACCCCGGCCTGGGGGCCCTAGATTGCTGCA
1 N 1 N 1 N 1 N 1 N 1 N 1 M 1 N 1 M 1 M 1 M 1 N 1 N 1

T T T T T T T T T T T T T T T T T T T T T T T T T T T
ACTCCGAGTTTCTCCAATTCTTTGATTGGGTCGACCATTCCCTTCTTGGTTCTAGGTTTGGGTTCAACCACACTCGGGTGTGAGGTTCGACAAAGGACGATATTTTGGGGCCGGACCCCCGGGATCTAACGACGT

I ———————m—————————>

CSF1R-201 >

CSF1R-201

GCAGTGATAGGGCAGCCCCAGCTCTGTTGAGATTTGCTAAAAAGGCTGCTAGAAATGACACTTGTCCCTCTTCCTGGCAGTTGCACTGCATAGGAGGGCTACAACCCCAGGTGGCAGGCTTGGCAGTATTCACAA
M 1 N 1 M 1 M 1 L 1 N 1 M 1 L 1 L 1 L 1 L 1 L 1 L 1 L

t T t T t T t T t T t T T T
CGTCACTATCCCGTCGGGGTCGAGACAACTCTAAACGATTTTTCCGACGATCTTTACTGTGAACAGGGAGAAGGACCGTCAACGTGACGTATCCTCCCGATGTTGGGGTCCACCGTCCGAACCGTCATAAGTGTT

CSF1R-201 >

CSF1R-201

29,565

29,700

29,835

29,970

30,105

30,240

30,375

30,510

30,645

30,780

30,915



TTCACTCAATCTCGTTTGCTGATCAGAGTCTTGGGGAGAAGGGATGCACATTCTGATGAATACAAAATCAAAACGTGAATTAAGCCATCCTGAAAGGACTTGAGAGAGGAAACCTTTCCAATTCTGGGCTCTATG
1 " 1 " 1 M 1 1 1 M 1 M 1 1 1 " 1 M 1 " 1 " 1 M 1 " 1

T T T T
AAGTGAGTTAGAGCAAACGACTAGTCTCAGAACCCCTCTTCCCTACGTGTAAGACTACTTATGTTTTAGTTTTGCACTTAATTCGGTAGGACTTTCCTGAACTCTCTCCTTTGGAAAGGTTAAGACCCGAGATAC

T T —~>

CSF1R-201 >

I e R L L R Y

CSF1R-201

GTGGGGCAGGGGGAATTTCCATTTCAAGGGGGTTTGCAGAGAACAATGGAGATACCCTGAATTCACCGAAAGCCCTCGGGGCTGGCCTGTCATTGTGCCCCCATCACTGGGAAGAGGAAGGGCCAGAGCTGAGGA

CACCCCGTCCCCCTTAAAGGTAAAGTTCCCCCAAACGTCTCTTGTTACCTCTATGGGACTTAAGTGGCTTTCGGGAGCCCCGACCGGACAGTAACACGGGGGTAGTGACCCTTCTCCTTCCCGGTCTCGACTCCT

I R >

CSF1R-201 >

CSF1R-201

GTTGGATGGCCAGGGTCAGCCAGTGGGTCAGCGTCAGAGCCCAGCCTCACAGCTGCCCCGCAAGTGGCACTCCCTCTCCCTGCCTGGAGAGAGGAGAGTGGCTAGGAGGCTGGGGAAGCAGAAGTGAGAACATCC
1 M 1 N 1 . 1 M 1 N 1 N 1 M 1 N 1 . 1 M 1 N 1 N 1 N 1

T ¥ T ¥ T . T . T . T . T . T . T . T ¥ T ¥ T ¥ T . T
CAACCTACCGGTCCCAGTCGGTCACCCAGTCGCAGTCTCGGGTCGGAGTGTCGACGGGGCGTTCACCGTGAGGGAGAGGGACGGACCTCTCTCCTCTCACCGATCCTCCGACCCCTTCGTCTTCACTCTTGTAGG

= S >

CSF1R-201 >

L L L

CSF1R-201

CTGTAGAAGGGCCACAGGCTGAGCGGAAACCGGGGGCTGAGCCTGACGCCAACAATGTGTTTCCGCCCACACAGGCTGGGGGGCGCCTGGCAGCCCCTCGGAGGCTTGAATCAGCTCTCACTTCCCTCCTTTGCC
N 1 N 1 M 1 M 1 N 1 N 1 N 1 M 1 M 1 M 1 N 1 N 1 N 1 N

t T t T t T t T t T t T t T t T t T t T t T t T t T t
GACATCTTCCCGGTGTCCGACTCGCCTTTGGCCCCCGACTCGGACTGCGGTTGTTACACAAAGGCGGGTGTGTCCGACCCCCCGCGGACCGTCGGGGAGCCTCCGAACTTAGTCGAGAGTGAAGGGAGGAAACGG

@ ______________________pg

CSF1R-201 >

CSF1R-201

CCTATTTTAGGCCCTGGAAAAATGCTGACGCTGCAGAGGCAACGGGCCTTCTTCCCGGACAGCCTGATAGGGGTTTCAAGTTCTCTTTTCTCCTTCAAGAAAATTTTCCTTAAAAGAGATTGGCTTCCCAGTAAA
1 N 1 N 1 L 1 L 1 M 1 L 1 M 1 L 1 L 1 N 1 M 1 M 1 L 1

T T T T t T y T t T y T t T
GGATAAAATCCGGGACCTTTTTACGACTGCGACGTCTCCGTTGCCCGGAAGAAGGGCCTGTCGGACTATCCCCAAAGTTCAAGAGAAAAGAGGAAGTTCTTTTAAAAGGAATTTTCTCTAACCGAAGGGTCATTT

CSFIR-201 >

CSF1R-201

CACAGATGTGTGGGGGTGCCGGGGTGAGCTGCTGGGTGTAGACTAGGTAATAAACATAGTGACTAACTCTTACTGAGCCATTTATTTGGTGACAGGTGATGTTCTAAAGTCTTCCCATGCATTTAAAATGCCTAA

GTGTCTACACACCCCCACGGCCCCACTCGACGACCCACATCTGATCCATTATTTGTATCACTGATTGAGAATGACTCGGTAAATAAACCACTGTCCACTACAAGATTTCAGAAGGGTACGTAAATTTTACGGATT

I S >

CSFIR-201 >
............................................................................................................. >
CSF1R-201

CATACCAATGAGTGGGTACGATGATTGTCCCTGTTTTATAGGTGGGGAAACTGAGGCATGGCACCTCCCCATCCCACTGTGCTGCAGACCAGATGTCCATTGGTGGGAGCGGGCACACCAGGAGATTCTTGGGAC
1 M 1 N 1 N 1 N 1 N 1 N 1 M 1 M 1 N 1 M 1 N 1 N 1 N 1

T ¥ T ¥ T 5 T ¥ T . T B T . T ¥ T . T ¥ T ¥ T ¥ T . T
GTATGGTTACTCACCCATGCTACTAACAGGGACAAAATATCCACCCCTTTGACTCCGTACCGTGGAGGGGTAGGGTGACACGACGTCTGGTCTACAGGTAACCACCCTCGCCCGTGTGGTCCTCTAAGAACCCTG

= S >
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CSF1R-201

CTCTCTAACTCTGCTGGGCTAAGATCCTACATCTCTTTTTTTTTCTTTCCCATATGAATTAAGCTGAGGACTTGGCCGTGAACATTCCATTCATTTGTTTCTTCATTCGGTGGTAGAAATACGTCCACTTTGTAC
N 1 M 1 M 1 N 1 N 1 M 1 M 1 N 1 M 1 M 1 X 1 N 1 N 1 N

t T t T t T t T t T t T t T t T t T t T t T t T t T t
GAGAGATTGAGACGACCCGATTCTAGGATGTAGAGAAAAAAAAAGAAAGGGTATACTTAATTCGACTCCTGAACCGGCACTTGTAAGGTAAGTAAACAAAGAAGTAAGCCACCATCTTTATGCAGGTGAAACATG

I . - >

CSF1R-201 >
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ACAGGGTTAAAAGAGTCCATTCCTGGGGAGTAGAAAGATGGCATCACAGCAGGGAAGACTGAGGCAGGAGGCTGAGGACCCCAGGGGGACAGAGGCCTGGGTGAGAGGCTGAGCAAGCTGCAAGCCCCCTTTCTC
1 N 1 M 1 N 1 N 1 M 1 N 1 N 1 N 1 N 1 N 1 M 1 N 1 M 1

T T T T T T T T T T T T T T T T T T T T T T T T T T T
TGTCCCAATTTTCTCAGGTAAGGACCCCTCATCTTTCTACCGTAGTGTCGTCCCTTCTGACTCCGTCCTCCGACTCCTGGGGTCCCCCTGTCTCCGGACCCACTCTCCGACTCGTTCGACGTTCGGGGGAAAGAG
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AGAGGAGGGACCTCCTGGACATCAGAGACATCAGTCTGTCCCTGAGCAGGTTGAGGGTTAGGAGCTGAGCAAATGACCAGGGGGCAGGGGCTCGTTCAAGGTGGTCCCTTGATGGCACAGCACCATCCCTGCCAA
L 1 L 1 M 1 M 1 N 1 M 1 L 1 L 1 M 1 M 1 M 1 M 1 N 1 N

T T T T T T T T T T T T T T
TCTCCTCCCTGGAGGACCTGTAGTCTCTGTAGTCAGACAGGGACTCGTCCAACTCCCAATCCTCGACTCGTTTACTGGTCCCCCGTCCCCGAGCAAGTTCCACCAGGGAACTACCGTGTCGTGGTAGGGACGGTT
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GCTACCACCCATCTCAGAGTCAGGACGGCCCAAGGGGCGCATCCTAGACCTCACTTCTGTCTGCTGTCCCTCTCTCCCACCAGGTCAGGGAATCCCAGTGATAGAGCCCAGTGTCCCTGAGCTGGTCGTGAAGCC

CGATGGTGGGTAGAGTCTCAGTCCTGCCGGGTTCCCCGCGTAGGATCTGGAGTGAAGACAGACGACAGGGAGAGAGGGTGGTCCAGTCCCTTAGGGTCACTATCTCGGGTCACAGGGACTCGACCAGCACTTCGG
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AGGAGCAACGGTGACCTTGCGATGTGTGGGCAATGGCAGCGTGGAATGGGATGGCCCCCCATCACCTCACTGGACCCTGTACTCTGATGGCTCCAGCAGCATCCTCAGCACCAACAACGCTACCTTCCAAAACAC
M 1 M I M 1 M 1 M I M 1 M 1 M 1 M 1 M 1 " 1 M 1 " 1 M

+ T t T t T + T t T t T + T t T t T + T t T t T + T t
TCCTCGTTGCCACTGGAACGCTACACACCCGTTACCGTCGCACCTTACCCTACCGGGGGGTAGTGGAGTGACCTGGGACATGAGACTACCGAGGTCGTCGTAGGAGTCGTGGTTGTTGCGATGGAAGGTTTTGTG
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GGGGACCTATCGCTGCACTGAGCCTGGAGACCCCCTGGGAGGCAGCGCCGCCATCCACCTCTATGTCAAAGGTGAGGAGTCTGAGCCTCCTCCCAAGAGGCCTGACCCGGCAGGCCCCACTACAATGGGCCCTAA
1 M 1 M 1 : I N 1 M 1 " 1 N 1 " 1 M 1 M 1 M 1 M 1 M 1

T T T T T T T T T T T T T T T T T T T T T T T T T T T
CCCCTGGATAGCGACGTGACTCGGACCTCTGGGGGACCCTCCGTCGCGGCGGTAGGTGGAGATACAGTTTCCACTCCTCAGACTCGGAGGAGGGTTCTCCGGACTGGGCCGTCCGGGGTGATGTTACCCGGGATT
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AATTAACAATCGTAACAATTCAGCTCTGCATTTACTGAGTGCTGGCTATGAGCAAGGACCTGGAAGAGCTGCTAATGTAATGCAGTCCTCACAACAACCCTGCAAGTCGGGTCTATGATGATGCATTTTCTAGAA
+ 1 N 1 M 1 M 1 M 1 N 1 + 1 M 1 M 1 M 1 N 1 N 1 + 1 N

+ T t T t T + T t T t T + T t T t T + T t T t T + T t
TTAATTGTTAGCATTGTTAAGTCGAGACGTAAATGACTCACGACCGATACTCGTTCCTGGACCTTCTCGACGATTACATTACGTCAGGAGTGTTGTTGGGACGTTCAGCCCAGATACTACTACGTAAAAGATCTT

T ——————— N —. >

CSF1R-201 >

CSF1R-201

GTGCAGGGAGGTTATCCAAGGTCACACAGCCTCACATAGTGGGACTAGACTGGAGCCCAGGTGCGCCTGACTCTGGAGCCACCACGCTGAAGCATCCGCTGAACTGTCCTGGCGTGGTGTGACCTCAGATGAATG
1 M 1 M 1 M I M 1 M 1 M I N 1 M 1 M 1 M 1 " 1 " 1 M 1

T T T T T T T T T T T T T T T T T T T T T T T T T T T
CACGTCCCTCCAATAGGTTCCAGTGTGTCGGAGTGTATCACCCTGATCTGACCTCGGGTCCACGCGGACTGAGACCTCGGTGGTGCGACTTCGTAGGCGACTTGACAGGACCGCACCACACTGGAGTCTACTTAC

T T —~>
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CSF1R-201

ATCAGCCTCTCTGAGCTTCCTTGTCACCTATGTCCAGGTACTCCTTGGCCCAGTGGAGGGAGGGCAGTTGTAACCCTGTGCCCTCCTCTACTCTAGACCCTGCCCGGCCCTGGAACGTGCTAGCACAGGAGGTGG
M 1 N 1 N 1 M 1 M 1 N 1 M 1 N 1 N 1 : 1 M 1 N 1 : 1 N

+ T t T t T + T t T t T + T t T t T + T t T t T + T t
TAGTCGGAGAGACTCGAAGGAACAGTGGATACAGGTCCATGAGGAACCGGGTCACCTCCCTCCCGTCAACATTGGGACACGGGAGGAGATGAGATCTGGGACGGGCCGGGACCTTGCACGATCGTGTCCTCCACC
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TCGTGTTCGAGGACCAGGACGCACTACTGCCCTGTCTGCTCACAGACCCGGTGCTGGAAGCAGGCGTCTCGCTGGTGCGTGTGCGTGGCCGGCCCCTCATGCGCCACACCAACTACTCCTTCTCGCCCTGGCATG
1 N 1 M 1 M 1 N 1 M 1 M 1 1 1 " 1 M 1 M 1 M 1 M 1 " 1

T T T T T T T T T T T T T T T T T T T T T T T T T T T
AGCACAAGCTCCTGGTCCTGCGTGATGACGGGACAGACGAGTGTCTGGGCCACGACCTTCGTCCGCAGAGCGACCACGCACACGCACCGGCCGGGGAGTACGCGGTGTGGTTGATGAGGAAGAGCGGGACCGTAC
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CSF1R-201 >
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CSF1R-201

GCTTCACCATCCACAGGGCCAAGTTCATTCAGAGCCAGGACTATCAATGCAGTGCCCTGATGGGTGGCAGGAAGGTGATGTCCATCAGCATCCGGCTGAAAGTGCAGAAAGGTGCGTGGGGCATGGGGACCGGCA
M 1 M 1 M 1 M 1 M I M 1 " 1 M I M 1 M 1 M 1 M 1 M 1 :
t T t T t T t T t T t T t T t T t T t T t T t T t T t

CGAAGTGGTAGGTGTCCCGGTTCAAGTAAGTCTCGGTCCTGATAGTTACGTCACGGGACTACCCACCGTCCTTCCACTACAGGTAGTCGTAGGCCGACTTTCACGTCTTTCCACGCACCCCGTACCCCTGGCCGT
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GCCAGGCCTGAAGAGTGGGGACAGAGAGCCGGCGGCCACATGGGTGGTGACTGGGGACTGGGTGTGATGGGGGGCAGTGGGATGTCCTCTTTCTTTCACTTCTTCCCCTCAATGGTTCCACGATCATCTATGGGG
I M 1 M 1 M I N 1 M 1 M 1 M 1 M 1 " 1 M 1 M 1 : 1 N 1

T T T T T T T T T T T T T T T T T T T T T T T T T T T
CGGTCCGGACTTCTCACCCCTGTCTCTCGGCCGCCGGTGTACCCACCACTGACCCCTGACCCACACTACCCCCCGTCACCCTACAGGAGAAAGAAAGTGAAGAAGGGGAGTTACCAAGGTGCTAGTAGATACCCC
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CAGGACTGACAAGGTGTCGGGGCAGGGAGACAAACCACATGTGAGCAAATAACTCAGTGGGCAAGGTCATCTCAAGTCATTGGACATGCTACAAAAATAAACATTCAACATGGTAGCTGAATAAGGAGTGTGTAG
3 1 M 1 1 1 M 1 M 1 1 1 M 1 M 1 1 1 1 1 M 1 N 1 M 1 M

+ T t T t T + T t T t T + T t T t T + T t T t T + T t
GTCCTGACTGTTCCACAGCCCCGTCCCTCTGTTTGGTGTACACTCGTTTATTGAGTCACCCGTTCCAGTAGAGTTCAGTAACCTGTACGATGTTTTTATTTGTAAGTTGTACCATCGACTTATTCCTCACACATC

T . N S — —————,
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GGCGGGGAGCCTCACTGAGAAGGAAACACTTTATTAGAGCGGAAATCTGAATGACATGAAGAAGGTGGCTGTGCAAAGATCTGCTTCAGCAGGGGGACAGTGAGTACCAAGTGGTGAGGTGGGGACAGGCTCTGA
1 N 1 N 1 M 1 N 1 N 1 N 1 N 1 M 1 M 1 N 1 N 1 M 1 N 1

T T T T T T T T T T T T T T T T T T T T T T T T T T T
CCGCCCCTCGGAGTGACTCTTCCTTTGTGAAATAATCTCGCCTTTAGACTTACTGTACTTCTTCCACCGACACGTTTCTAGACGAAGTCGTCCCCCTGTCACTCATGGTTCACCACTCCACCCCTGTCCGAGACT
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ATGTTCTAGGTATGGAAAGAGGACGGAAGCTCAGCCTCAGACATGGATTTCCCACTGGGGGCCTGCCTAAGGCCAAGTGCTGGGCATGTGTAGGAGGGATGCTGAGCCAAGAGGCAGGGAGGAGATGGTGGGTGC
M 1 M 1 N 1 M 1 M 1 N 1 M 1 M 1 N 1 + 1 M 1 N 1 + 1 M
+ T + T t T + T + T t T + T + T t T + T + T t T + T +
TACAAGATCCATACCTTTCTCCTGCCTTCGAGTCGGAGTCTGTACCTAAAGGGTGACCCCCGGACGGATTCCGGTTCACGACCCGTACACATCCTCCCTACGACTCGGTTCTCCGTCCCTCCTCTACCACCCACG
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GTGTGATGGCTCTCGCGGTGGCCAGGTAACAGTGGAGGTGGAGTCTCACCCTGCTGGGATGGCAGGCAGGATTCTGGTTTCTGGGAGGACTGGTGAGAGCAAGCAGGACCCCAGCCTGAGGACCTGGGCTTGAGA
I M 1 M 1 M I M 1 M 1 " I M 1 " 1 M I M 1 M 1 M 1 M 1

T T T T
CACACTACCGAGAGCGCCACCGGTCCATTGTCACCTCCACCTCAGAGTGGGACGACCCTACCGTCCGTCCTAAGACCAAAGACCCTCCTGACCACTCTCGTTCGTCCTGGGGTCGGACTCCTGGACCCGAACTCT

T T —~>
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CAGCAATCAGTCCCTGTAACAAGGGCCAGGGTCAGAGTGAAGCAGCTAGCCCAATGCCACTGGGATCTGAAGCCACTAAACCTGCCCAGGGGGTCAAAGGACCCCAGCTGTGTGGGCAGAGGAGGCCATTAGGGC

GTCGTTAGTCAGGGACATTGTTCCCGGTCCCAGTCTCACTTCGTCGATCGGGTTACGGTGACCCTAGACTTCGGTGATTTGGACGGGTCCCCCAGTTTCCTGGGGTCGACACACCCGTCTCCTCCGGTAATCCCG

I R >
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TCTTTCCTGGCATTTCATCCTGCAGAGCCCTGGGCTGGCCAAGAGCCAAAGGTCCTGGGCCCTAGTTCTGCCTTGACACCCCCTCAGGGACCTTGGGTGAGTCCTTTCATGTCCCTGGGCCTTAGGAATCTGGAT
1 M 1 N 1 N 1 M 1 . 1 N 1 M 1 N 1 X 1 N 1 M 1 N 1 M 1

T ¥ T ¥ T . T . T . T ¥ T . T . T . T ¥ T ¥ T ¥ T . T
AGAAAGGACCGTAAAGTAGGACGTCTCGGGACCCGACCGGTTCTCGGTTTCCAGGACCCGGGATCAAGACGGAACTGTGGGGGAGTCCCTGGAACCCACTCAGGAAAGTACAGGGACCCGGAATCCTTAGACCTA

= S >

CSF1R-201 >
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TAGATTATCTTTCAACAGCAGCAATGGGCATAAATATGAATTCAAGGCCTACTGTGCATCAGGCATCTTGCTGGCTGCTGGAATATTCCTGTCACGGATTTGACATTCGACTAGAGTCTAACTATTAAATAGAAA
M 1 N 1 M 1 M 1 N 1 M 1 N 1 N 1 N 1 N 1 N 1 N 1 M 1 N

t T t T t T t T t T t T t T t T t T t T t T t T t T t
ATCTAATAGAAAGTTGTCGTCGTTACCCGTATTTATACTTAAGTTCCGGATGACACGTAGTCCGTAGAACGACCGACGACCTTATAAGGACAGTGCCTAAACTGTAAGCTGATCTCAGATTGATAATTTATCTTT
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CSF1R-201

GTAAATACAAATGTGATGAGCAAGAAACCAAGCTGGGGAGTGGCGGGCATGGAGGTGCTGGGGAGGCTAATTCATATCAGCTGGTCACAGAAGCCTTGCTGAGGAATTTTTGAGCTAAAGATCTGAAGGATGAGA
1 N 1 L 1 N 1 M 1 M 1 L 1 N 1 L 1 L 1 M 1 M 1 L 1 L 1

T T T T t T y T t T y T t T
CATTTATGTTTACACTACTCGTTCTTTGGTTCGACCCCTCACCGCCCGTACCTCCACGACCCCTCCGATTAAGTATAGTCGACCAGTGTCTTCGGAACGACTCCTTAAAAACTCGATTTCTAGACTTCCTACTCT

CSF1R-201 >

CSF1R-201

ACAGCCTCCCATTTGAAGTGTGGGAGGAAAGGCATTCCAGGAGGGAAAGGTGGGTGCAAAGGCCCTGTGGTAGGAAAGAGGTCCAGCGGGCTGCAGTGCAGTGAACAAGGGGTGGGGTTATCAGGGCGGTCAGAA

TGTCGGAGGGTAAACTTCACACCCTCCTTTCCGTAAGGTCCTCCCTTTCCACCCACGTTTCCGGGACACCATCCTTTCTCCAGGTCGCCCGACGTCACGTCACTTGTTCCCCACCCCAATAGTCCCGCCAGTCTT

I S >
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CSF1R-201

ACAGGTTGGGCTGTGGAAGGACTTTGACTTCTTTTCTGAGAGTAATGGGAAGCCCCAAATGTTTACAGAGGAGAGAGGCATGGTCCCATTTATATTTGTAAGAGGTCACTTTAGTGAAGAATCTAGGTGTGGGGG
1 M 1 N 1 M 1 N 1 N 1 M 1 M 1 . 1 M 1 N 1 M 1 . 1 M 1

T ¥ T . T X T g T W T o T . T B T . T £ T ¥ T . T i T
TGTCCAACCCGACACCTTCCTGAAACTGAAGAAAAGACTCTCATTACCCTTCGGGGTTTACAAATGTCTCCTCTCTCCGTACCAGGGTAAATATAAACATTCTCCAGTGAAATCACTTCTTAGATCCACACCCCC

I S >

CSF1R-201 >
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GCTTGGAGGGAGGCAGGGAGGTCTCTGAGGAGGCTGGTGCAGAAGTCCAGAGTGGAGAATGGTGACGGGACTGGGGAGGGGTAGAGGTGATGGAGAAAGTAGACTTTCCAAGGTCTCTTTAGGACAGGCCTTGCA
N 1 N 1 N 1 M 1 N 1 M 1 N 1 N 1 N 1 N 1 M 1 M 1 N 1 N

t T t T t T t T t T t T t T t T t T t T t T t T t T t
CGAACCTCCCTCCGTCCCTCCAGAGACTCCTCCGACCACGTCTTCAGGTCTCACCTCTTACCACTGCCCTGACCCCTCCCCATCTCCACTACCTCTTTCATCTGAAAGGTTCCAGAGAAATCCTGTCCGGAACGT

= S >

CSF1R-201 >

CSF1R-201

GTGGGGGGACTGGGAGCATCAAGGCTGCCTCCCAGGATTTGGGATGGGGCAGTGATGGGGACCCTGGCCTGTGTGTCCTGGCCCATGGCAGGGAGGAGAGCAATATCTCTATCATGTTCAGGGAGCCTGGGTGTT
1 M 1 L 1 L 1 M 1 L 1 N 1 M 1 L 1 L 1 N 1 M 1 L 1 M 1

T T T T T T T T T T T T T T
CACCCCCCTGACCCTCGTAGTTCCGACGGAGGGTCCTAAACCCTACCCCGTCACTACCCCTGGGACCGGACACACAGGACCGGGTACCGTCCCTCCTCTCGTTATAGAGATAGTACAAGTCCCTCGGACCCACAA

I ., >
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CSF1R-201

CAGGGGTCTCTCCCCCGGTCTCAGTCATCCCAGGGCCCCCAGCCTTGACACTGGTGCCTGCAGAGCTGGTGCGGATTCGAGGGGAGGCTGCCCAGATCGTGTGCTCAGCCAGCAGCGTTGATGTTAACTTTGATG

GTCCCCAGAGAGGGGGCCAGAGTCAGTAGGGTCCCGGGGGTCGGAACTGTGACCACGGACGTCTCGACCACGCCTAAGCTCCCCTCCGACGGGTCTAGCACACGAGTCGGTCGTCGCAACTACAATTGAAACTAC
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TCTTCCTCCAACACAACAACACCAAGGTCAGTCCCTGCAGATCACAAGGTGAAGTCTGGCCATCCTCCCAGCACACCAGGTTTCCCATGGTGGAGTCCTGGGCCCCCAACTCCAAACTGGCTGTCTTAGCTGAAG
1 L 1 L 1 L 1 N 1 L 1 L 1 N 1 L 1 L 1 M 1 L 1 L 1 M 1

T T T T T T T T T T T T T T
AGAAGGAGGTTGTGTTGTTGTGGTTCCAGTCAGGGACGTCTAGTGTTCCACTTCAGACCGGTAGGAGGGTCGTGTGGTCCAAAGGGTACCACCTCAGGACCCGGGGGTTGAGGTTTGACCGACAGAATCGACTTC
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GCACAGCTCAGACTCCAGAGAGGGGTGCAGACTCACCCGAGATCTCACTCCCAGTCAGTAGCTGACACAGAATCAGGACTCATGCTTGTGCCGCTGAACTTTGTGGGGGTGGGTGGGGGGAGGTGGTTCTCTGTC
M 1 M I M 1 M 1 " 1 M 1 M 1 M 1 " 1 " 1 M 1 M 1 M 1 M

+ T T t T + T t
CGTGTCGAGTCTGAGGTCTCTCCCCACGTCTGAGTGGGCTCTAGAGTGAGGGTCAGTCATCGACTGTGTCTTAGTCCTGAGTACGAACACGGCGACTTGAAACACCCCCACCCACCCCCCTCCACCAAGAGACAG

T T —~>

CSF1R-201 >

CSF1R-201

ACCTTGACACATGGCCTTTGCCCCAGCCTTTAGACAAAAGCCAGAGGTGAGCTCACTTCTGATTTAGCAAGGGTTTCCTAGGCCACCATTGAAGCCCAGGAATATAACAGCTATTTCAGAAAGACATTGGGAGAG

TGGAACTGTGTACCGGAAACGGGGTCGGAAATCTGTTTTCGGTCTCCACTCGAGTGAAGACTAAATCGTTCCCAAAGGATCCGGTGGTAACTTCGGGTCCTTATATTGTCGATAAAGTCTTTCTGTAACCCTCTC

I R >
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CSF1R-201

AGGGAGGAGGAGGGAGGATTCCAGGAGGGACTCACGTTGGGCTGCCTCTAAGAGCCCCCTCCCTTCCCACTGCACCTGCCGTGTTCCAGACACAGCCCTAAGCCACTTGCATGCATATCTCATTTACTCCTCACT
N 1 . 1 M 1 N 1 N 1 M 1 M 1 N 1 M 1 N 1 N 1 N 1 M 1 M

t T t T t T t T t T t T t T t T t T t T t T t T t T t
TCCCTCCTCCTCCCTCCTAAGGTCCTCCCTGAGTGCAACCCGACGGAGATTCTCGGGGGAGGGAAGGGTGACGTGGACGGCACAAGGTCTGTGTCGGGATTCGGTGAACGTACGTATAGAGTAAATGAGGAGTGA

= S >
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CSF1R-201

ACAGTCTTGGGGCAGGGAGCCAGTATTAGCCCCATTTTACAAGTGAAGCAACAGGCTCAGAGGAAAGGCAGATAGTAATCCTTAAAGGCTGAGGATTGGAACCCAGATCTTTCTAATCCCTAAACTACCTTGGTA
1 N 1 N 1 M 1 M 1 N 1 N 1 N 1 N 1 M 1 N 1 M 1 N 1 M 1

T T T T T T T T T T T T T T T T T T T T T T T T T T T
TGTCAGAACCCCGTCCCTCGGTCATAATCGGGGTAAAATGTTCACTTCGTTGTCCGAGTCTCCTTTCCGTCTATCATTAGGAATTTCCGACTCCTAACCTTGGGTCTAGAAAGATTAGGGATTTGATGGAACCAT
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TAACATCTCCATTCCTTCTGGCTGCAGCTCGCAATCCCTCAACAATCTGACTTTCATAATAACCGTTACCAAAAAGTCCTGACCCTCAACCTCGATCAAGTAGATTTCCAACATGCCGGCAACTACTCCTGCGTG
L 1 L 1 L 1 M 1 N 1 M 1 L 1 N 1 M 1 L 1 L 1 M 1 L 1 L

T T T T T T T T T T T T T T
ATTGTAGAGGTAAGGAAGACCGACGTCGAGCGTTAGGGAGTTGTTAGACTGAAAGTATTATTGGCAATGGTTTTTCAGGACTGGGAGTTGGAGCTAGTTCATCTAAAGGTTGTACGGCCGTTGATGAGGACGCAC
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GCCAGCAACGTGCAGGGCAAGCACTCCACCTCCATGTTCTTCCGGGTGGTAGGTAAGCATCAGGGTGGTGGTGGACAGTCGGTAGGGATCCTGCAGGAGTGTGAGCAGAAGGGTTTTGAGGAGGAAGCTGATGTC
1 N 1 N 1 M 1 M 1 M 1 M 1 M 1 N 1 M 1 M 1 N 1 N 1 M 1
t T t T t T t T t T t T t T t T t T t T t T t T t

T T
CGGTCGTTGCACGTCCCGTTCGTGAGGTGGAGGTACAAGAAGGCCCACCATCCATTCGTAGTCCCACCACCACCTGTCAGCCATCCCTAGGACGTCCTCACACTCGTCTTCCCAAAACTCCTCCTTCGACTACAG
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AGGGAAGGAGACCTGCTGAGGATATCTCTGCTGGAGTTTGTTTATCCAAGGCCTGGCTAAGGAGCCACTCTCCAGGAGCTTTCCCTTACCCTCTCCTGGGATCTCTCTCCCATCTTGGAGCTCTTACAGTGCATG

TCCCTTCCTCTGGACGACTCCTATAGAGACGACCTCAAACAAATAGGTTCCGGACCGATTCCTCGGTGAGAGGTCCTCGAAAGGGAATGGGAGAGGACCCTAGAGAGAGGGTAGAACCTCGAGAATGTCACGTAC
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GCTGCATTGGGTGCACCTTAGTGCCATTTTTTGTTTATTTGGGGATTGGGGTCCAGTAGCTCCCTACTGGACTTCATTTGTTCATTCTTTCATGCATTCCTTTATGGAAACATGAAAAGACAATGATCACCCAGT

CGACGTAACCCACGTGGAATCACGGTAAAAAACAAATAAACCCCTAACCCCAGGTCATCGAGGGATGACCTGAAGTAAACAAGTAAGAAAGTACGTAAGGAAATACCTTTGTACTTTTCTGTTACTAGTGGGTCA
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GATTATGGGGGAAGCACAAGGTGTCCTGGGAACACTGAAGAGTCCCCCCAACCCAGGCTTCGAGAAGGTGGCCTCTAAACTGGGATGGGAAGAATGAAGGTGAGTTGGCCGGGCAGAAGGGTGGGAAAGGAAGGG
i 1 N 1 M 1 N 1 N 1 N 1 i 1 N 1 N 1 M 1 M 1 N 1 N 1 N
t T t T t T t T t T t T t T t T t T t T t T t T t T t

CTAATACCCCCTTCGTGTTCCACAGGACCCTTGTGACTTCTCAGGGGGGTTGGGTCCGAAGCTCTTCCACCGGAGATTTGACCCTACCCTTCTTACTTCCACTCAACCGGCCCGTCTTCCCACCCTTTCCTTCCC
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GAACAGCGCTTCTGGCAGAGGGAGGAACATATGCAAGGCTCAAAGGCAAAGAGAACATAGATCATTTGGAACACTGAAAGAACTTGACAACAGCTGGGATGTGGAGTGGTGTGAGGAGTGGCCACAGGGGAGCAG
1 1 1 1 1 1 1 1 1 1 1 1 1 1

T T
CTTGTCGCGAAGACCGTCTCCCTCCTTGTATACGTTCCGAGTTTCCGTTTCTCTTGTATCTAGTAAACCTTGTGACTTTCTTGAACTGTTGTCGACCCTACACCTCACCACACTCCTCACCGGTGTCCCCTCGTC

= . >

CSF1R-201 >
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AGGAGGTGGCAGAAGCCGGAGGTAAAGGTGTCTTAAAGTGAGAAAGAATAACTGCATCTTAACCTATTGGGAGGTCATTGTAAAGAGGAGAGTGATGGGGTCAGATTGTACAGAGGAGGCACTTCGTGGTGGTCA
N 1 N 1 N 1 N 1 N 1 M 1 M 1 N 1 N 1 N 1 N 1 N 1 M 1 N
t T t T t T t T t T t T t T t T t T t T t T t T t T t

TCCTCCACCGTCTTCGGCCTCCATTTCCACAGAATTTCACTCTTTCTTATTGACGTAGAATTGGATAACCCTCCAGTAACATTTCTCCTCTCACTACCCCAGTCTAACATGTCTCCTCCGTGAAGCACCACCAGT

I = S >

CSF1R-201 >

I L L e L T R R T

CSF1R-201

35,505

35,640

35,775

35,910

36,045

36,180

36,315

36,450

36,585

36,720

36,855



GGAGCACACACTCCAGGGCAGTGTTCCAACCTGAGTCTGCCAAGGACTAGCAGGTTGCTAACCACCCTGTGTCTCAGTTTTCCTACCTGTAAAATGAAGATATTAACAGTAACTGCCTTCATAGATAGAAGATAG
1 N 1 M 1 M 1 M 1 " 1 M 1 " 1 " 1 M 1 1 1 " 1 M 1 1 1

T T T T
CCTCGTGTGTGAGGTCCCGTCACAAGGTTGGACTCAGACGGTTCCTGATCGTCCAACGATTGGTGGGACACAGAGTCAAAAGGATGGACATTTTACTTCTATAATTGTCATTGACGGAAGTATCTATCTTCTATC

T T —~>

CSF1R-201 >

CSF1R-201

ATAGATTAGATAGATAGATAGATAGATAGATAGATAGATAGATAGATAGATAGATAGATAGGAAGTACTTAGAACAGGGTCTGACACAGGAAATGCTGTCCAAGTGTGCACCAGGAGATAGTATCTGAGAAGGCT

TATCTAATCTATCTATCTATCTATCTATCTATCTATCTATCTATCTATCTATCTATCTATCCTTCATGAATCTTGTCCCAGACTGTGTCCTTTACGACAGGTTCACACGTGGTCCTCTATCATAGACTCTTCCGA

I R >

CSF1R-201 >

CSF1R-201

CAGTCTGGCACCATGTGGGTTGGGTGGGAACCTGGAGGCTGGAGAATGGGCTGAAGATGGCCAGTGGTGTGTGGAAGAGTCTGAGATGCAGGGATGAGGAAGAGAAAGGAGATAAGGATGACCTCCAGGTCTCTG
1 N 1 M 1 . 1 M 1 N 1 N 1 M 1 M 1 . 1 N 1 N 1 N 1 N 1

T ¥ T ¥ T x T . T . T . T . T . T . T ¥ T ¥ T ¥ T ¥ T
GTCAGACCGTGGTACACCCAACCCACCCTTGGACCTCCGACCTCTTACCCGACTTCTACCGGTCACCACACACCTTCTCAGACTCTACGTCCCTACTCCTTCTCTTTCCTCTATTCCTACTGGAGGTCCAGAGAC

= S >

CSF1R-201 >

L L L

CSF1R-201

GCTATGGTGATTGGGTGCAGGCAGTGGCAGTCACTGGACTCAGACCCTGAAGCAAGGCAGCAGCTCATCGGAGTGGGAGCAGGCTCTGAGACATTTAGGTCTGGCCGTGCCTCATGTGTTGAATGTTATGGGAGA
M 1 N 1 M 1 M 1 N 1 N 1 M 1 N 1 M 1 M 1 N 1 M 1 N 1 N

t T t T t T t T t T t T t T t T t T t T t T t T t T t
CGATACCACTAACCCACGTCCGTCACCGTCAGTGACCTGAGTCTGGGACTTCGTTCCGTCGTCGAGTAGCCTCACCCTCGTCCGAGACTCTGTAAATCCAGACCGGCACGGAGTACACAACTTACAATACCCTCT

@ ______________________pg

CSF1R-201 >

CSF1R-201

TGGAGGTGGCGAGGAGCATGAGAATCATGAGCATCACTGCCCCTAGAGTATGTGCAAGGCACTGGACTTGCAGCAGATTGTGAGCTCTGCTGTGGACCCCAATCTGCACTGGGAGCTTTGGCAGGGTAAAGGGGA
1 N 1 L 1 L 1 L 1 N 1 L 1 L 1 L 1 L 1 M 1 M 1 L 1 L 1

T T T T t T y T t T y T t T
ACCTCCACCGCTCCTCGTACTCTTAGTACTCGTAGTGACGGGGATCTCATACACGTTCCGTGACCTGAACGTCGTCTAACACTCGAGACGACACCTGGGGTTAGACGTGACCCTCGAAACCGTCCCATTTCCCCT

CSFIR-201 >

CSF1R-201

AGAAGAGCAAAAGCACAAGAATTCAGTTACGGCTTCTAATCCTGTCTGCTTTCTAGTACAGGCATACAGTCATCACTCAAGAAATGTTTATGTTCATTCACACTTTGGGCCAGACACTGTTCTAGACATCGAGGA

TCTTCTCGTTTTCGTGTTCTTAAGTCAATGCCGAAGATTAGGACAGACGAAAGATCATGTCCGTATGTCAGTAGTGAGTTCTTTACAAATACAAGTAAGTGTGAAACCCGGTCTGTGACAAGATCTGTAGCTCCT

I S >

CSFIR-201 >
_____________________________________________________________________________________________________________ >
CSF1R-201

TACAGCTGCAAGTGAAACAGATACAACAACCCCCGACTCATGAAGTGTGTGCTCTAGCTGGGAGTGGGCAAGCAATGAGCCAAGTAAATTATTAAAAAAACAAATTATATAGCATTTGCAGCTTCAGATAGGGTG

ATGTCGACGTTCACTTTGTCTATGTTGTTGGGGGCTGAGTACTTCACACACGAGATCGACCCTCACCCGTTCGTTACTCGGTTCATTTAATAATTTTTTTGTTTAATATATCGTAAACGTCGAAGTCTATCCCAC

_____________________________________________________________@=_________________pJ

CSF1R-201 >

CSF1R-201

TTCACCAAGGAAGATCTCACTAGAAAGCTGATATTTGAGCAAAGGCTTAAATTGCTGAAGGAGCAAGCCATGCGGCCATTTTGGAGAAGGGAGCTCCATCCTGCAGCGGGACTGTGCTTGCCATGTTCAGGGGAC
N 1 M 1 N 1 M 1 N 1 M 1 N 1 N 1 N 1 M 1 N 1 M 1 N 1 N

t T t T t T t T t T t T t T t T t T t T t T t T t T t
AAGTGGTTCCTTCTAGAGTGATCTTTCGACTATAAACTCGTTTCCGAATTTAACGACTTCCTCGTTCGGTACGCCGGTAAAACCTCTTCCCTCGAGGTAGGACGTCGCCCTGACACGAACGGTACAAGTCCCCTG

I >

CSFIR201 >

CSF1R-201

AAGTGGGCCAGTGTGGCTGCGGGGAGAGAGTGAGAAAAAAAGTGGTCTCAGATGAGGTCAGAGAGCTAAAGTGGGAAGGTGAGATGAAAGGAGGCTACCGCAGTGGTCCAGGCTGGAGCTGATGGTGGGTGGACT
1 N 1 N 1 N 1 N 1 X 1 i 1 N 1 M 1 N 1 M 1 N 1 M 1 M 1

T T T T T T T T T T T T T T T T T T T T T T T T T T T
TTCACCCGGTCACACCGACGCCCCTCTCTCACTCTTTTTTTCACCAGAGTCTACTCCAGTCTCTCGATTTCACCCTTCCACTCTACTTTCCTCCGATGGCGTCACCAGGTCCGACCTCGACTACCACCCACCTGA

I R >

CSF1R-201 >

.-----------------------------------------------------.-----------------------------------------------------.>

CSF1R-201

AGAGTGGTAATGGTGAAGGCAGCAGGAAGTTGTTGGTGTTTGGATGGATGAATGGACTAATGGATGGATGAATAATAGATAGATGGATTGTTGAGAGAGACAGAGAAGAGAAAAGCCTTGCCCCCAAAAGCTCAC
M 1 N 1 N 1 N 1 M 1 N 1 M 1 N 1 M 1 N 1 N 1 N 1 N 1 M

t T t T t T t T t T t T t T t T t T t T t T t T t T t
TCTCACCATTACCACTTCCGTCGTCCTTCAACAACCACAAACCTACCTACTTACCTGATTACCTACCTACTTATTATCTATCTACCTAACAACTCTCTCTGTCTCTTCTCTTTTCGGAACGGGGGTTTTCGAGTG

I ———————m—————————>

CSF1R-201 >

CSF1R-201

AGACTACTTGGAGAGAGAAGAAAGCTACCTGGAGGGAGAACCAGATGCATGAAGCAGTGCAGATGTGGTGCCTAATGAGTGTGTAGTCTGGAAGGGCAGCAAAAGTCGAGTGGAGTGAGAGGTTCCTGTGTCCTG
1 M 1 L 1 M 1 N 1 L 1 L 1 M 1 N 1 L 1 L 1 L 1 L 1 M 1

T T T T t T y T t T y T ¥ T
TCTGATGAACCTCTCTCTTCTTTCGATGGACCTCCCTCTTGGTCTACGTACTTCGTCACGTCTACACCACGGATTACTCACACATCAGACCTTCCCGTCGTTTTCAGCTCACCTCACTCTCCAAGGACACAGGAC

CSF1R-201 >

CSF1R-201

36,990

37,125

37,260

37,395

37,530

37,665

37,800

37,935

38,070

38,205

38,340



GAGCACTGAGTAGAGACTCCCTCATGGGGGTGAATCTTAAAGGATAAAGGGGCCTCTATAATGAAAAGGAGGAGGATGGGATTTCTGGTAGAGGAAATTGCTTGAGCAAAACCTCCAAGGTTGGAATGACTATGG
M 1 M 1 " 1 " 1 M 1 " 1 3 1 M 1 M 1 " 1 M 1 M 1 M 1 M

+ T T t T + T t
CTCGTGACTCATCTCTGAGGGAGTACCCCCACTTAGAATTTCCTATTTCCCCGGAGATATTACTTTTCCTCCTCCTACCCTAAAGACCATCTCCTTTAACGAACTCGTTTTGGAGGTTCCAACCTTACTGATACC

T T —~>

CSF1R-201 >

CSF1R-201

TGTGTTCAGGGATGTTAGGAGACCCAGATGGGTGGAGCGTTGAGTGTGTGTGTGTAGGAAGGAAGAGGGGAGGTGGCTGGATGAGCACAGTGAGACCTGATTTGATTGAGAGCCTTGAACGCCACGCTGAATAAT

ACACAAGTCCCTACAATCCTCTGGGTCTACCCACCTCGCAACTCACACACACACATCCTTCCTTCTCCCCTCCACCGACCTACTCGTGTCACTCTGGACTAAACTAACTCTCGGAACTTGCGGTGCGACTTATTA

I R >

CSF1R-201 >

CSF1R-201

GGAGGCAATGGGACTCCATAGAGGGCTTTTGAGTAGACATATATCAGTGTAGAAGGGTGAATTTCAGATTTTTAGACAGAATAGAGTAAGGAGAGGAGCTCTTAGAAATCATCTAGTCCAGGGCTTGTGGCAGAG
N 1 M 1 M 1 N 1 N 1 M 1 N 1 N 1 N 1 N 1 N 1 N 1 M 1 N

t T t T t T t T t T t T t T t T t T t T t T t T t T t
CCTCCGTTACCCTGAGGTATCTCCCGAAAACTCATCTGTATATAGTCACATCTTCCCACTTAAAGTCTAAAAATCTGTCTTATCTCATTCCTCTCCTCGAGAATCTTTAGTAGATCAGGTCCCGAACACCGTCTC

= S >

CSF1R-201 >

L L L

CSF1R-201

CCCTGAGGTTTTAAGAAGGCATGTCAGGGGCTACCATGACAGGCACGGAGAGGCTGAGTGAATTGGGGTTCTTGCCACAATTCCCTTGCCTGAGATTCAACAAGAGCAGCTGTATTACAATCTGTGCAAAATGTC
1 M 1 N 1 N 1 M 1 N 1 N 1 M 1 N 1 N 1 N 1 N 1 N 1 N 1

T T T T T T T T T T T T T T T T T T T T T T T T T T T
GGGACTCCAAAATTCTTCCGTACAGTCCCCGATGGTACTGTCCGTGCCTCTCCGACTCACTTAACCCCAAGAACGGTGTTAAGGGAACGGACTCTAAGTTGTTCTCGTCGACATAATGTTAGACACGTTTTACAG

@ ______________________pg

CSF1R-201 >

CSF1R-201

ATTAGGAGAAACTAGTTAGTAGCTGGGCGTGGTGGCATGCAACTGTTGTCCCAGCTACTCGGGAGGCTGAGGCCGGAGAATCGCTTGAACCTGGGAGGCGGAGGTTGCAGTGAGCAGAGACTGTGCCACTGCACT
L 1 L 1 M 1 L 1 L 1 M 1 L 1 L 1 M 1 L 1 L 1 M 1 L 1 M

t T t T t T t T t T t T T T
TAATCCTCTTTGATCAATCATCGACCCGCACCACCGTACGTTGACAACAGGGTCGATGAGCCCTCCGACTCCGGCCTCTTAGCGAACTTGGACCCTCCGCCTCCAACGTCACTCGTCTCTGACACGGTGACGTGA

CSFIR-201 >

CSF1R-201

CCAGCCTGGATGACAGAGCAAGACTCTGTTTCAAAAAAAAAAAAAAAAAAAACTAGTCAGGACTCTTTCAGATACAAGTAATAGAAACCAACTCAAACTGGCCTAATTAAAAGGATTTTTTTCCTTATAGCTAAA

GGTCGGACCTACTGTCTCGTTCTGAGACAAAGTTTTTTTTTTTTTTTTTTTTGATCAGTCCTGAGAAAGTCTATGTTCATTATCTTTGGTTGAGTTTGACCGGATTAATTTTCCTAAAAAAAGGAATATCGATTT

I S >

CSFIR-201 >
_____________________________________________________________________________________________________________ >
CSF1R-201

AAGCTCATGGATATCAGCTTCAGGAACACTTGGATCCAGGTGTTCAGCTGATGCTGGAAAGAATCTATGACTCCCCAACTCTCAGCCCTGCCAGGAAGGCTTTCCCCTTGTAGGACTCCGACTATCCGCCTTGTA

TTCGAGTACCTATAGTCGAAGTCCTTGTGAACCTAGGTCCACAAGTCGACTACGACCTTTCTTAGATACTGAGGGGTTGAGAGTCGGGACGGTCCTTCCGAAAGGGGAACATCCTGAGGCTGATAGGCGGAACAT

_____________________________________________________________@=_________________pJ

CSF1R-201 >

CSF1R-201

GTATCTGATCCAGCAACACCAGTAAAATGAGGGCTTCTCTTTTCCCAGAGTCTTAACAAAAATCATGGAATTGAGTGTTATGGACTCATGGATTCATGGTAACCCAAACCAATCACCGGGCCAGAGGGGACAGAG
1 M 1 N 1 . 1 M 1 N 1 N 1 N 1 L 1 N 1 M 1 N 1 N 1 N 1

T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T
CATAGACTAGGTCGTTGTGGTCATTTTACTCCCGAAGAGAAAAGGGTCTCAGAATTGTTTTTAGTACCTTAACTCACAATACCTGAGTACCTAAGTACCATTGGGTTTGGTTAGTGGCCCGGTCTCCCCTGTCTC

I >

CSFIR201 >

CSF1R-201

TACCCTCACTGGTTGGCCTGGGTTACACACCTACTCCAGAGCTATATTTGGAAGCCGCATTGACTAATTTATGACCAGAAGAAAGGGAAATGGATGAGGACACGTGAAATTGTGTGTGTATGTGTGTGTGTGTTT
N 1 N 1 N 1 M 1 M 1 M 1 M 1 N 1 M 1 M 1 M 1 M 1 M 1 M

t T t T t T t T t T t T t T t T t T t T t T t T t T t
ATGGGAGTGACCAACCGGACCCAATGTGTGGATGAGGTCTCGATATAAACCTTCGGCGTAACTGATTAAATACTGGTCTTCTTTCCCTTTACCTACTCCTGTGCACTTTAACACACACATACACACACACACAAA

I R >

CSF1R-201 >

.-----------------------------------------------------.-----------------------------------------------------.>

CSF1R-201

TCTTGCTGCCAAAAATTTTTCAAAAACTTGGAAAATCACAGATATATTCAATCTCTTCATTACACAAATAAGGAGATGGAGGCACAAATGGGGATAGGGATTTGCCCAGGTTCTCCTAGGGCTTCAGTGAGAAAA
1 M 1 M 1 N 1 N 1 N 1 M 1 N 1 N 1 N 1 N 1 N 1 N 1 N 1

T T T T T T T T T T T T T T T T T T T T T T T T T T T
AGAACGACGGTTTTTAAAAAGTTTTTGAACCTTTTAGTGTCTATATAAGTTAGAGAAGTAATGTGTTTATTCCTCTACCTCCGTGTTTACCCCTATCCCTAAACGGGTCCAAGAGGATCCCGAAGTCACTCTTTT

I ———————m—————————>

CSF1R-201 >

CSF1R-201

GTTTTGATCCAGGGATTCTGAAGGGGGTGGTGAGAAGAGGGGTGTCAGAGGACCTGTCTTGGGTGGTGGGGACTATGTACCTGTGACATAGCTGCTCAGGGACTGGATCAATGGGTGGATGACAAAATGGACAAA
M 1 N 1 M 1 L 1 M 1 M 1 L 1 L 1 L 1 L 1 L 1 L 1 L 1 L

t T t T t T t T t T t T T T
CAAAACTAGGTCCCTAAGACTTCCCCCACCACTCTTCTCCCCACAGTCTCCTGGACAGAACCCACCACCCCTGATACATGGACACTGTATCGACGAGTCCCTGACCTAGTTACCCACCTACTGTTTTACCTGTTT

CSF1R-201 >

CSF1R-201

38,475

38,610

38,745

38,880

39,015

39,150

39,285

39,420

39,555

39,690

39,825



TAAACAAGGACATCTTCCCACTAATGCCAGATGCTTGTGTGTTCTGCTTTCCAGAGAGTGCCTACTTGAACTTGAGCTCTGAGCAGAACCTCATCCAGGAGGTGACCGTGGGGGAGGGGCTCAACCTCAAAGTCA
1 N 1 M 1 M 1 " 1 " 1 M 1 1 1 " 1 M 1 1 1 " 1 M 1 1 1

T T T T
ATTTGTTCCTGTAGAAGGGTGATTACGGTCTACGAACACACAAGACGAAAGGTCTCTCACGGATGAACTTGAACTCGAGACTCGTCTTGGAGTAGGTCCTCCACTGGCACCCCCTCCCCGAGTTGGAGTTTCAGT

T T —~>

CSFIR-201 >
. ., ., 300 , ., ., 305 , ., ., ., 310 , ., ., ., 315 ., ., ., 30 ,
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CSF1R-201

TGGTGGAGGCCTACCCAGGCCTGCAAGGTTTTAACTGGACCTACCTGGGACCCTTTTCTGACCACCAGCCTGAGCCCAAGCTTGCTAATGCTACCACCAAGGACACATACAGGTACCACTTATCAGCTCCCGTCT
N 1 N 1 N 1 N 1 N 1 M 1 N 1 N 1 M 1 N 1 i 1 N 1 . 1 M
t T t T t T t T t T t T t T t T t T t T t T t T t T t

ACCACCTCCGGATGGGTCCGGACGTTCCAAAATTGACCTGGATGGACCCTGGGAAAAGACTGGTGGTCGGACTCGGGTTCGAACGATTACGATGGTGGTTCCTGTGTATGTCCATGGTGAATAGTCGAGGGCAGA

I . - >

CSF1R-201 >
L 325 L L L 330 L L L 335 L L L 340 L L L 345 L L L 350 L L L 355 L L L 360
M V. E A ¥ P G L Q G F N W T ¥. L G P F S D H Q P E P K L A N A T T K D X ;3 R
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CSF1R-201

ACACAGCCCGACAACCAGATGGGGTATGCTTCAGCAAGCATCAGGACGCTTGGCTCATGTCCCAACCTTGGTGTATGACCTTGAGCAAGTCCCTGCCCCTTTCTGGGCTTCGCTTTCCCTGACTTCATGGAATCC

TGTGTCGGGCTGTTGGTCTACCCCATACGAAGTCGTTCGTAGTCCTGCGAACCGAGTACAGGGTTGGAACCACATACTGGAACTCGTTCAGGGACGGGGAAAGACCCGAAGCGAAAGGGACTGAAGTACCTTAGG

I . >

CSF1R-201 >

CSF1R-201

CAATATTGGTCATCTGTGTTTGAGATCTAGATGAAATTGACCTACCTCTCCATCCCACATCCTTGGGATAGTCAATGCCCCACCCAAGGATTCTACCATTTCTTGGGAGTGTGCATTCTCATTGGTCCCTCAAGA
i 1 M 1 N 1 i 1 N 1 M 1 N 1 . 1 M 1 N 1 N 1 N 1 N 1 i

t T t T t T t T t T t T t T t T t T t T t T t T t T t
GTTATAACCAGTAGACACAAACTCTAGATCTACTTTAACTGGATGGAGAGGTAGGGTGTAGGAACCCTATCAGTTACGGGGTGGGTTCCTAAGATGGTAAAGAACCCTCACACGTAAGAGTAACCAGGGAGTTCT

I S >

CSF1R-201 >

CSF1R-201

ACCCTCAGCCTCATTCATTTTCCTCTCTTGGGGCCAATCCAAATGCAGAAAACAGCCCCACTCATAGACACACTCCTGATAATGACTGCACAAGTTATCTGCTACATACAAAAGCTTGGAGGGAGGGGAAGAGGG
1 M 1 M 1 N 1 M 1 . 1 N 1 N 1 M 1 N 1 M 1 N 1 N 1 N 1

T T T T T T T T T T T T T T T T T T T T T T T T T T T
TGGGAGTCGGAGTAAGTAAAAGGAGAGAACCCCGGTTAGGTTTACGTCTTTTGTCGGGGTGAGTATCTGTGTGAGGACTATTACTGACGTGTTCAATAGACGATGTATGTTTTCGAACCTCCCTCCCCTTCTCCC

= - S >

CSF1R-201 >

.-----------------------------------------------------.-----------------------------------------------------.>

CSF1R-201

AATTAAGATCACACAATCACAGATACATGAAATGTTCTTTAAAGGATTGTGATCACCCAGCCCCAAGAATTTCTCACTGGCTGCTCTTCTCTGTAAGCTCAAAACTCTTCCCATGAAGTGCAATCTATAATAACT
N 1 N 1 N 1 N 1 N 1 N 1 N 1 N 1 M 1 N 1 N 1 N 1 N 1 N

t T t T t T t T t T t T t T t T t T t T t T t T t T t
TTAATTCTAGTGTGTTAGTGTCTATGTACTTTACAAGAAATTTCCTAACACTAGTGGGTCGGGGTTCTTAAAGAGTGACCGACGAGAAGAGACATTCGAGTTTTGAGAAGGGTACTTCACGTTAGATATTATTGA

I ————m— —————————

CSF1R-201 >

CSF1R-201

CCACACCCCTCTTCTTCCGTCTCTCCACTCCCACAATCCTGTGTATTCCACACACATTTTAGAAATCTTTTTCCTGTCTGCTTGTGAACTGTGTTCTTGGGGTCTTGCTTTCTCATCCAAAGTGGCTTAAGCAGG

GGTGTGGGGAGAAGAAGGCAGAGAGGTGAGGGTGTTAGGACACATAAGGTGTGTGTAAAATCTTTAGAAAAAGGACAGACGAACACTTGACACAAGAACCCCAGAACGAAAGAGTAGGTTTCACCGAATTCGTCC

I >

CSF1R-201 >

CSF1R-201

TAGGTTCTAAATAAGAAAGCTTTGTGCCTAAGAGGAACACTCATACCAGGTATATCAGGTATTAACTCAGGTATTAAAATAGTTCCTTCTTTTCTTTCTTTTTATTATTTTTTTTAGATGGAGTTTTGCTCTTGT
M 1 N 1 M 1 N 1 . 1 M 1 . 1 M 1 M 1 M 1 M 1 N 1 M 1 M
t T t T t T t T t T t T t T t T t T t T t T t T t T t

ATCCAAGATTTATTCTTTCGAAACACGGATTCTCCTTGTGAGTATGGTCCATATAGTCCATAATTGAGTCCATAATTTTATCAAGGAAGAAAAGAAAGAAAAATAATAAAAAAAATCTACCTCAAAACGAGAACA

CSF1R-201 >

CSF1R-201

TGCTGGAGTGCAATGGCACAATCTCGGCTCACTGCAAACTCGGCCTCCCGGGTTCAAGTGATTCTCCTGCCTCAGCCTCCCGAGTAGCTGGGATTACAGATGCCCACCACCACACCCAGCTAATTTTTGTATTTT
1 M 1 : 1 N 1 M 1 N 1 N 1 M 1 N 1 N 1 N 1 N 1 N 1 M 1
t T t T t T t T t T t T t T t T t T t T t T t T t

T T
ACGACCTCACGTTACCGTGTTAGAGCCGAGTGACGTTTGAGCCGGAGGGCCCAAGTTCACTAAGAGGACGGAGTCGGAGGGCTCATCGACCCTAATGTCTACGGGTGGTGGTGTGGGTCGATTAAAAACATAAAA

I . >

CSF1R-201 >

L R L Y

CSF1R-201

TAGTAGAGACAGAGTTTCACCATGTTGGCCAGGCTGGTCTCGAACTCCTGACCTCAGGTGATCTGCCTGCCTCGGCCTCCCAAGGTGCTAGGATTACAGGTGTGAGCCATCGTGCCTGGCCTGAAATAATCATTC
N 1 N 1 M 1 M 1 N 1 M 1 N 1 N 1 N 1 N 1 N 1 N 1 N 1 M
t T t T t T t T t T t T t T t T t T t T t T t T t T t

ATCATCTCTGTCTCAAAGTGGTACAACCGGTCCGACCAGAGCTTGAGGACTGGAGTCCACTAGACGGACGGAGCCGGAGGGTTCCACGATCCTAATGTCCACACTCGGTAGCACGGACCGGACTTTATTAGTAAG

I S >

CSF1R-201 >

CSF1R-201

ATACCCTGCCCTTTCAGAGGGAGACAGTACAGCTTAAGGGCAGCGAATACGTGGTGTGCATGCCACACTCACTCTCATTCTTGTTTCTGCAACTCTGTTCTGCAGAGTGTAGATGCGGCCTCAGAGTCCTCCTCA
1 1 1 1 1 1 1 1 1 1 1 1 1 1

T T
TATGGGACGGGAAAGTCTCCCTCTGTCATGTCGAATTCCCGTCGCTTATGCACCACACGTACGGTGTGAGTGAGAGTAAGAACAAAGACGTTGAGACAAGACGTCTCACATCTACGCCGGAGTCTCAGGAGGAGT

I . 1 >

CSF1R-201 >

L e L e L)

CSF1R-201

39,960

40,095

40,230

40,365

40,500

40,635

40,770

40,905

41,040

41,175

41,310



ACACAGGTCCCAGGCAGTATTTCCAGCATAGTTGGCTCATGAGAGATCTGTTTGTCATCCCTGTGTGGATCCCTTAGACAACTTCAAAACTCTTTGGGATTCTCGTTCTAGCTCTGGAAGCCCAAACCTCATTGA
M 1 M 1 i 1 " 1 M 1 " 1 " 1 M 1 M 1 " 1 M 1 " 1 M 1 M

+ T T t T + T t
TGTGTCCAGGGTCCGTCATAAAGGTCGTATCAACCGAGTACTCTCTAGACAAACAGTAGGGACACACCTAGGGAATCTGTTGAAGTTTTGAGAAACCCTAAGAGCAAGATCGAGACCTTCGGGTTTGGAGTAACT

T T —~>

CSF1R-201 >

CSF1R-201

TTCCCACAATCTTGCTTGTCAATTGTCAGAAGCAACAAGGATGTTTTCTTGTCCTCATCTTCCTCCTCTCAGTTCCCTTCTGGTCCTTTCTGGCCAGGTCTCTGTCTTCCTCTCATTTAAAGCAGAAGTTCTGAA

AAGGGTGTTAGAACGAACAGTTAACAGTCTTCGTTGTTCCTACAAAAGAACAGGAGTAGAAGGAGGAGAGTCAAGGGAAGACCAGGAAAGACCGGTCCAGAGACAGAAGGAGAGTAAATTTCGTCTTCAAGACTT

I R >

CSF1R-201 >

CSF1R-201

TCTGGAATGTGTAGGCCCTTTGGAGGGGGCTGGTCCATGGATCGGTTTAATGGGTCCATAAGCCACAGAGACATTGAGGAAAGGAACACGAGATCCCCTAAAACACAGTAGTCTGGGCCCATTCAGCACAAGGCA
N 1 N 1 M 1 N 1 N 1 M 1 N 1 M 1 N 1 N 1 N 1 M 1 N 1 N

t T t T t T t T t T t T t T t T t T t T t T t T t T t
AGACCTTACACATCCGGGAAACCTCCCCCGACCAGGTACCTAGCCAAATTACCCAGGTATTCGGTGTCTCTGTAACTCCTTTCCTTGTGCTCTAGGGGATTTTGTGTCATCAGACCCGGGTAAGTCGTGTTCCGT

= S >

CSF1R-201 >

L L L

CSF1R-201

GACAAGCCTGGACACCAAACAGCCACAGAATTTTAGTTCATGTGATGGGTTGTTCATAATGGTGACTTTCAATTATCCAAAAAAGTCAAATTATTTTTAGTTAAAGGGGTTAGTTATCTCAAGAAGTGACCTGGG
1 N 1 N 1 N 1 N 1 N 1 M 1 N 1 N 1 N 1 N 1 N 1 N 1 N 1

T T T T T T T T T T T T T T T T T T T T T T T T T T T
CTGTTCGGACCTGTGGTTTGTCGGTGTCTTAAAATCAAGTACACTACCCAACAAGTATTACCACTGAAAGTTAATAGGTTTTTTCAGTTTAATAAAAATCAATTTCCCCAATCAATAGAGTTCTTCACTGGACCC

@ ______________________pg

CSF1R-201 >

CSF1R-201

CAGAGGCCTTGTATATGCCCAGGGTCTGGCTGGATGAGACTGCTCTCTGAATACCATAGATTTTAGTCTAGTAGTAGCTGCAGACATTTCCCAAGCAAGAACTGGCCATTTGCTATAATTTTTAAAATTTTATTT
L 1 L 1 M 1 N 1 N 1 M 1 L 1 M 1 M 1 L 1 L 1 N 1 L 1 M

t T t T t T t T t T t T T T
GTCTCCGGAACATATACGGGTCCCAGACCGACCTACTCTGACGAGAGACTTATGGTATCTAAAATCAGATCATCATCGACGTCTGTAAAGGGTTCGTTCTTGACCGGTAAACGATATTAAAAATTTTAAAATAAA

CSFIR-201 >

CSF1R-201

ATTTTGACAGTGAACTGGGGGACTTTTTAAAAAATGTATTTATTACCTAAACAACACATGTTCATTATGGACAAATTGTAAAATAGAGATTAAAGAAAGAATAAAACAAAAAATTTCCCAGAATCAGCCAAAGAT

TAAAACTGTCACTTGACCCCCTGAAAAATTTTTTACATAAATAATGGATTTGTTGTGTACAAGTAATACCTGTTTAACATTTTATCTCTAATTTCTTTCTTATTTTGTTTTTTAAAGGGTCTTAGTCGGTTTCTA

I S >

CSFIR-201 >
_____________________________________________________________________________________________________________ >
CSF1R-201

GATTTTTATTGTTAGTTTTTGCTCCAGGGCCTTTTCTGTAATAAAGGGTACCATTGAATTGAGTGCCCACAAAGATTCAACTTCTGTGTCAAGCACCCTAAAAAGGTCCTTTAATCCTCAAGCCAAGCCTGTGAA

CTAAAAATAACAATCAAAAACGAGGTCCCGGAAAAGACATTATTTCCCATGGTAACTTAACTCACGGGTGTTTCTAAGTTGAAGACACAGTTCGTGGGATTTTTCCAGGAAATTAGGAGTTCGGTTCGGACACTT

_____________________________________________________________@=_________________pJ

CSF1R-201 >

CSF1R-201

TTAATAACCATCGATATCACTCTCACAGCAAAGGAAGTGAGGGATCAGAGAGGTTAAGTACTTGTCTAAGATCACACAGCCAAGAAACAGCAGCACCAGGACTTGAACCCCAGTCTCTGCAGCAACATGGCTCAG
1 N 1 N 1 N 1 N 1 N 1 N 1 M 1 N 1 N 1 M 1 N 1 N 1 M 1

T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T
AATTATTGGTAGCTATAGTGAGAGTGTCGTTTCCTTCACTCCCTAGTCTCTCCAATTCATGAACAGATTCTAGTGTGTCGGTTCTTTGTCGTCGTGGTCCTGAACTTGGGGTCAGAGACGTCGTTGTACCGAGTC

I >

CSFIR201 >

CSF1R-201

AACCCAGGGCCCTACATCCTGCCTCTTGTCTCTTTCTCAGTCCCTCTTGGCAAGGTTGGCACTTCAGGGATTTGTAGCAGGGATTGCAGCTTTCATGAAAGCTTAGTCCAGTGACAGTGGTCAACGTAGGCGACC
N 1 N 1 M 1 M 1 M 1 M 1 N 1 M 1 M 1 X 1 . 1 M 1 N 1 N

t T t T t T t T t T t T t T t T t T t T t T t T t T t
TTGGGTCCCGGGATGTAGGACGGAGAACAGAGAAAGAGTCAGGGAGAACCGTTCCAACCGTGAAGTCCCTAAACATCGTCCCTAACGTCGAAAGTACTTTCGAATCAGGTCACTGTCACCAGTTGCATCCGCTGG

I R >

CSF1R-201 >

.-----------------------------------------------------.-----------------------------------------------------.>

CSF1R-201

TGTGATAGGCCTCCCAGCACCTTGAAGACATCACCTCTATTAAACCTCGGGAAAAAAACACTTTCAGATAAGAAAACCAACTAAGGAAATGGGATTGGTGGTTTTTGCATGTCTCAATGGCACCCTGTCTGAGTA
1 M 1 N 1 N 1 M 1 N 1 N 1 N 1 N 1 M 1 M 1 M 1 N 1 M 1

T T T T T T T T T T T T T T T T T T T T T T T T T T T
ACACTATCCGGAGGGTCGTGGAACTTCTGTAGTGGAGATAATTTGGAGCCCTTTTTTTGTGAAAGTCTATTCTTTTGGTTGATTCCTTTACCCTAACCACCAAAAACGTACAGAGTTACCGTGGGACAGACTCAT

I ———————m—————————>

CSF1R-201 >

CSF1R-201

TCTGGCTTACCCAAGGCCGTTGGGCCCTGAATATTTTACCAAAAATAAAATAAACCCCTTTAAGGCTGTTATCTGACTGCAATCCTGGCAGGGGCCATACTAGGCTGGGGCTCACCAACACCACCTGATTCTCTC
L 1 N 1 M 1 L 1 L 1 N 1 L 1 L 1 L 1 L 1 L 1 L 1 L 1 L

t T t T t T t T t T t T T T
AGACCGAATGGGTTCCGGCAACCCGGGACTTATAAAATGGTTTTTATTTTATTTGGGGAAATTCCGACAATAGACTGACGTTAGGACCGTCCCCGGTATGATCCGACCCCGAGTGGTTGTGGTGGACTAAGAGAG

CSF1R-201 >

CSF1R-201

41,445

41,580

41,715

41,850

41,985

42,120

42,255

42,390

42,525

42,660

42,795



CTGCAGGCACACCTTCACCCTCTCTCTGCCCCGCCTGAAGCCCTCTGAGGCTGGCCGCTACTCCTTCCTGGCCAGAAACCCAGGAGGCTGGAGAGCTCTGACGTTTGAGCTCACCCTTCGATGTGAGTGCTGGGG
1 M 1 M 1 M 1 M 1 M 1 M 1 M 1 M 1 M I M 1 M 1 M I " 1

T T T T
GACGTCCGTGTGGAAGTGGGAGAGAGACGGGGCGGACTTCGGGAGACTCCGACCGGCGATGAGGAAGGACCGGTCTTTGGGTCCTCCGACCTCTCGAGACTGCAAACTCGAGTGGGAAGCTACACTCACGACCCC

T T —~>

CSF1R-201 >
L L , 365 L s L 370 L s L 375 L L , 380 s L , 385 L L L 390 s L L 395 L s L
H T F T L S L P R L K P S E A G R Y S F L A R N P G G W R A L T F E L T L R
----- ENSE00001023092 e - >
CSF1R-201

CCGAGCGCCACCTGGGGCGGAGGCCCTGGGACTGCCTGGAGGGATGGGGTTGACTGGGGCAGGGCACAGGGAAGTAGGTACTGGGAGATTGGGAGGTGGCGGGGAAAGTGTGACTTGGGGCCTCCTCCTTTCTTC
N 1 N 1 M 1 N 1 M 1 M 1 N 1 M 1 M 1 N 1 i 1 M 1 N 1 N
t T t T t T t T t T t T t T t T t T t T t T t T t T t

GGCTCGCGGTGGACCCCGCCTCCGGGACCCTGACGGACCTCCCTACCCCAACTGACCCCGTCCCGTGTCCCTTCATCCATGACCCTCTAACCCTCCACCGCCCCTTTCACACTGAACCCCGGAGGAGGAAAGAAG

I . - >

CSF1R-201 >

CSF1R-201

CTCAGACCCCCCAGAGGTAAGCGTCATATGGACATTCATCAACGGCTCTGGCACCCTTTTGTGTGCTGCCTCTGGGTACCCCCAGCCCAACGTGACATGGCTGCAGTGCAGTGGCCACACTGATAGGTAAGTGGG
1 M 1 . 1 N 1 M 1 N 1 M 1 N 1 N 1 . 1 M 1 N 1 N 1 N 1
t T t T t T t T t T t T t T t T t T t T t T t T t

T T
GAGTCTGGGGGGTCTCCATTCGCAGTATACCTGTAAGTAGTTGCCGAGACCGTGGGAAAACACACGACGGAGACCCATGGGGGTCGGGTTGCACTGTACCGACGTCACGTCACCGGTGTGACTATCCATTCACCC

_____________________________________________________________©@== __________________pJ

CSF1R-201 >
400 ! ! ! 405 ! ! L 410 ! ! ! 415 ! ! ! 420 ! ! L 425 ! L ! 430 ! ! ! 435 ! ! ! 440
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----- ENSE00001023097 = i e e >
CSF1R-201

CTCCACTCACCTCCCTCACCTGGGCTCAGGGGCTGGGCACCCTGTGAGTGGGAGGGACATGCTGGCGCTGGGAACCCTGAAGCTCTGAGCCACATTCTGCTTTTGCCAGGTGTGATGAGGCCCAAGTGCTGCAGG
i 1 N 1 M 1 N 1 M 1 M 1 N 1 N 1 M 1 N 1 N 1 N 1 N 1 N

t T t T t T t T t T t T t T t T t T t T t T t T t T t
GAGGTGAGTGGAGGGAGTGGACCCGAGTCCCCGACCCGTGGGACACTCACCCTCCCTGTACGACCGCGACCCTTGGGACTTCGAGACTCGGTGTAAGACGAAAACGGTCCACACTACTCCGGGTTCACGACGTCC

I S >

CSF1R-201

CSF1R-201

TCTGGGATGACCCATACCCTGAGGTCCTGAGCCAGGAGCCCTTCCACAAGGTGACGGTGCAGAGCCTGCTGACTGTTGAGACCTTAGAGCACAACCAAACCTACGAGTGCAGGGCCCACAACAGCGTGGGGAGTG
1 1 1 1 1 1 1 1 1 1 1 1 1 1

T T T T T T T T T T T T T T
AGACCCTACTGGGTATGGGACTCCAGGACTCGGTCCTCGGGAAGGTGTTCCACTGCCACGTCTCGGACGACTGACAACTCTGGAATCTCGTGTTGGTTTGGATGCTCACGTCCCGGGTGTTGTCGCACCCCTCAC

@@= _________________pJ

CSFiR-201 >
L 450 L L L L 455 L L L L 460 L L L L 465 L L L L 470 L L L L 475 L L L L 480 L L L L 485 L L L L 490 L L
\ ENSE0000102_>094 >
CSF1R-201

GCTCCTGGGCCTTCATACCCATCTCTGCAGGTGAGAGGGAGCCTTCGCACCCGCACCGCCCCCCCGCCCGCCCCCCGCCCCTGCTCCTTTAGGCGGCTCCTCCCCCACCCCCCACCGAGGGAGCTGGGGTTGGCT
1 1 1 1 1 1 1 1 1 1 1 1 1

CGAGGACCCGGAAGTATGGGTAGAGACGTCCACTCTCCCTCGGAAGCGTGGGCGTGGCGGGGGGGCG6GCGGGGGGCGGGGACGAGGAAATCCGCCGAGGAGGGGGTGGGGGGTGGCTCCCTCGACCCCAACCGA

I . - >

CSF1R-201 >
s 495 L s L 500 L L
G S W A F I P 1 S A
] ENSE00001023094 B e e D)
CSF1R-201

CCACCTTTGGAGCAGATCCTAGCAGTACCAAGGTCCACCTCTCTGGGCCAGTCCAAGCCCCTCCTGCCTGGCAGGTCCCCCGAAGCAGTAGGACGGGGTAGTCTCTGAGAAAGCAGAGAGAAAGCAGCCTGAAGA
1 N 1 M 1 N 1 M 1 N 1 N 1 M 1 M 1 N 1 N 1 N 1 N 1 M 1

T T T T T T T T T T T T T T T T T T T T T T T T T T T
GGTGGAAACCTCGTCTAGGATCGTCATGGTTCCAGGTGGAGAGACCCGGTCAGGTTCGGGGAGGACGGACCGTCCAGGGGGCTTCGTCATCCTGCCCCATCAGAGACTCTTTCGTCTCTCTTTCGTCGGACTTCT

N S ————T——— <

CSF1R-201 >

CSF1R-201

AACTGGCCCCCACTCTTGTCCCTGCACTCTAACTCATGCATCTATTCACAAGTATGTGCAGGCATTATGCACCGTGTGCCAGGGACGTGCCCTATGCAGGGAAGCAGTGCCTCCCCAGAGCTCAGAGGCTGATGA
L 1 L 1 M 1 L 1 M 1 M 1 M 1 M 1 N 1 M 1 L 1 M 1 L 1 L

T T T T T T T T T T T T T T
TTGACCGGGGGTGAGAACAGGGACGTGAGATTGAGTACGTAGATAAGTGTTCATACACGTCCGTAATACGTGGCACACGGTCCCTGCACGGGATACGTCCCTTCGTCACGGAGGGGTCTCGAGTCTCCGACTACT

__________________________________________________________war__________________pg

CSF1IR-201 >

CSF1R-201

GGGAGGCAGGCAATGAGCAAGGAAACAGTCCATCTCCAGCTCGGGGCCAGCTAAGGACGGCCTTCTCCAACTCTCCCCTCTTGCTCCAGACACAGTCTATCCATTTGAGGTTGCTGTGCAAGAGGCTGCCCCGGG

CCCTCCGTCCGTTACTCGTTCCTTTGTCAGGTAGAGGTCGAGCCCCGGTCGATTCCTGCCGGAAGAGGTTGAGAGGGGAGAACGAGGTCTGTGTCAGATAGGTAAACTCCAACGACACGTTCTCCGACGGGGCCC

I - >

CSF1R-201 >

CSF1R-201

GGATGATGCCCGGCCCTGTGCACAACACAGGCTGCCTCTCTGCTTTACACAAAGGCTCCTTACCAGCTAGTTCTGTGATTCTCAGAGGCCCACAGCATCCTCAGGCTTTTGACAACCAGGCTCTGGCACCCACTG
N 1 N 1 N 1 N 1 M 1 M 1 N 1 N 1 M 1 N 1 N 1 N 1 N 1 N
t T t T t T t T t T t T t T t T t T t T t T t T t T t

CCTACTACGGGCCGGGACACGTGTTGTGTCCGACGGAGAGACGAAATGTGTTTCCGAGGAATGGTCGATCAAGACACTAAGAGTCTCCGGGTGTCGTAGGAGTCCGAAAACTGTTGGTCCGAGACCGTGGGTGAC

I . >

CSF1R-201 >

CSF1R-201

TGTGCCAGACCCTGGCATCTGCCTGGCTCAGGGGTGGTCACTCACGTCCCCAGCTGCTGGCCTTGGAGCAACTGCTACCAGGGTCCAGCTGCAAGCAGGAGCCTGCGGCCGCGCTGGGCCTCACTGCTGGAGGTT
1 1 1 1 1 1 1 1 1 1 1 1 1 1

T T T T T T T T T T T T T T
ACACGGTCTGGGACCGTAGACGGACCGAGTCCCCACCAGTGAGTGCAGGGGTCGACGACCGGAACCTCGTTGACGATGGTCCCAGGTCGACGTTCGTCCTCGGACGCCGGCGCGACCCGGAGTGACGACCTCCAA

______________________________________________________________oo==_______________________________Ppg

CSF1R-201 >

CSF1R-201

42,930

43,065

43,200

43,335

43,470

43,605

43,740

43,875

44,010

44,145

44,280



GTATATTATAATAAAGCCAACATTTTGTTGAAGGCTTCTGCTGCGCCAGGCACTGTGTTAAGCTCTTTGTGGGGATTATCTCGATTAACTCCTACAAACCTAGGAAATAAATAGAATTTTCCCTAGGCTCAATGT
M 1 M 1 " 1 M 1 M 1 M 1 M 1 M 1 " 1 M 1 M 1 N 1 M 1 M

+ T T t T + T t
CATATAATATTATTTCGGTTGTAAAACAACTTCCGAAGACGACGCGGTCCGTGACACAATTCGAGAAACACCCCTAATAGAGCTAATTGAGGATGTTTGGATCCTTTATTTATCTTAAAAGGGATCCGAGTTACA

T T —~>

CSF1R-201 >

CSF1R-201

CACACAGCTCCCAAGTGGCACAGGTGAAACTTGACTGCAGATCTAAGTTACTGATCTGAGCAAGGAAGTGGAAATTATGTTCTCCAAAACATCACTAGAACTAGTAGTATAGATTCTGGGAAGAGGAGACTCAGG

GTGTGTCGAGGGTTCACCGTGTCCACTTTGAACTGACGTCTAGATTCAATGACTAGACTCGTTCCTTCACCTTTAATACAAGAGGTTTTGTAGTGATCTTGATCATCATATCTAAGACCCTTCTCCTCTGAGTCC

I R >

CSF1R-201 >

CSF1R-201

GGCCACAAGCCTGGCTTGCTAGACCCTCAGAAGGGCTGTATGATTCCAAAGGCATGTGGAGAAGCTGCAGGGGAAATGCAGGAGAGGAAGGTTGCAGTGTGACCTCCAGAAGGCCTTTCTGAACGAGCTTCCTGG
N 1 N 1 M 1 N 1 M 1 M 1 N 1 N 1 N 1 N 1 M 1 M 1 N 1 N

t T t T t T t T t T t T t T t T t T t T t T t T t T t
CCGGTGTTCGGACCGAACGATCTGGGAGTCTTCCCGACATACTAAGGTTTCCGTACACCTCTTCGACGTCCCCTTTACGTCCTCTCCTTCCAACGTCACACTGGAGGTCTTCCGGAAAGACTTGCTCGAAGGACC

= S >

CSF1R-201 >

L L L

CSF1R-201

AGGTGTAGTGCATGCAAGCCATGGCTGGGCACCAGGCCAGGCCGCTGCAGAGAGGTTTCTTGCACTGG6CAGAGGGTGAGACTGCATGACCCCAGAGGCTCCCTACCCCCAGCCACAGGAGGCTGTGACTCTGGAC
1 M 1 N 1 M 1 M 1 N 1 M 1 N 1 N 1 N 1 N 1 N 1 N 1 N 1

T T T T T T T T T T T T T T T T T T T T T T T T T T T
TCCACATCACGTACGTTCGGTACCGACCCGTGGTCCGGTCCGGCGACGTCTCTCCAAAGAACGTGACCGTCTCCCACTCTGACGTACTGGGGTCTCCGAGGGATGGGGGTCGGTGTCCTCCGACACTGAGACCTG

@ ______________________pg

CSF1R-201 >

CSF1R-201

AGGGTTTGGGGCTGGGCATGAGCAGAGCTGAAGAGGCCGTCCTCTCTGCCTTTCTCGGGGAGGGTGTGCAGGAGAGGCTCCAGAGGCTTCCAGTGGAGGATGCTTCATTCAGTCAACAAGCATTTATTGAGCACC
L 1 L 1 M 1 N 1 M 1 M 1 L 1 N 1 N 1 L 1 L 1 N 1 M 1 N

t T t T t T t T t T t T T T
TCCCAAACCCCGACCCGTACTCGTCTCGACTTCTCCGGCAGGAGAGACGGAAAGAGCCCCTCCCACACGTCCTCTCCGAGGTCTCCGAAGGTCACCTCCTACGAAGTAAGTCAGTTGTTCGTAAATAACTCGTGG

CSF1R-201 >

CSF1R-201

CACTGTGTTCCAGGCAGTGTGCAGGCCTGACCTCAGGGGGCTCGGAGGCACCCCTGCCTGCTCACTGCTTTGCTTCATGCCTTCCAGGAGCCCACACGCATCCCCCGGATGAGTTCCTCTTCACACCAGTGGTGG

GTGACACAAGGTCCGTCACACGTCCGGACTGGAGTCCCCCGAGCCTCCGTGGGGACGGACGAGTGACGAAACGAAGTACGGAAGGTCCTCGGGTGTGCGTAGGGGGCCTACTCAAGGAGAAGTGTGGTCACCACC

I S >

CSFIR-201 >
L 505, ., o, st0 ., o, 515,
G A H T H P P D E F L F T P V V
---------------------------------------------------------------------- ENSE00001023090 >
CSF1R-201

TCGCCTGCATGTCCATCATGGCCTTGCTGCTGCTGCTGCTCCTGCTGCTATTGTACAAGTATAAGCAGGTGAGCCGGAGCGGAGTGGGGCTGCCAGGTGCCTGAGTGAGCCAGATTTGGATGGTACCCCCAGGCT
N 1 N 1 M 1 N 1 N 1 N 1 N 1 N 1 M 1 N 1 N 1 N 1 N 1 M
t T t T t T t T t T t T t T t T t T t T t T t T t T t

AGCGGACGTACAGGTAGTACCGGAACGACGACGACGACGAGGACGACGATAACATGTTCATATTCGTCCACTCGGCCTCGCCTCACCCCGACGGTCCACGGACTCACTCGGTCTAAACCTACCATGGGGGTCCGA

@ ______________________Ppg

CSFiR-201 >
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] ENSE00001023090 SR e T T >
CSF1R-201

GCATGGATTCACCCTTCCTCCTCCTCAGTCAGTCCATCAGCTAACAGCTCTTTAGTGGGTGCCTACTGTATGCCAACATGAGTCAGCTGCTGGGTGGCCTCTGAGGCTCTGCCCTAATAGCGTTTACTGTCTAGT

CGTACCTAAGTGGGAAGGAGGAGGAGTCAGTCAGGTAGTCGATTGTCGAGAAATCACCCACGGATGACATACGGTTGTACTCAGTCGACGACCCACCGGAGACTCCGAGACGGGATTATCGCAAATGACAGATCA

e ______________Pg

CSF1R-201 >

CSF1R-201

GCGAGAGACAGGTGCTAATCAAATAGCCATTAAAGCAAGGGCACACCTGTAATCCCAGCTACTTGGGAGGTTGAGGCAGGGGGATTGCTTGAGGCCAGGAGTTAGGGACCAGCCTGGGTGATACAGCCAGATCCC
N 1 N 1 N 1 N 1 . 1 M 1 N 1 N 1 M 1 N 1 N 1 M 1 N 1 N
t T t T t T t T t T t T t T t T t T t T t T t T t T t

CGCTCTCTGTCCACGATTAGTTTATCGGTAATTTCGTTCCCGTGTGGACATTAGGGTCGATGAACCCTCCAACTCCGTCCCCCTAACGAACTCCGGTCCTCAATCCCTGGTCGGACCCACTATGTCGGTCTAGGG

@@= ___________________________pJ

CSF1R-201 >

CSF1R-201

AGCTCAAAAAACAAACAAAAAGCCGTGAAAGCAAGAGCATGGATTATAGAGTGAGAGGCTATGAGGAGAGGAATGGCATTCTGAGGCAGCGCAGCCCTGGGATCCTGTCTCAGCCCAGGGGTGTCCTGGCACCCA
1 1 1 1 1 1 1 1 1 1 1 1 1 1

T T
TCGAGTTTTTTGTTTGTTTTTCGGCACTTTCGTTCTCGTACCTAATATCTCACTCTCCGATACTCCTCTCCTTACCGTAAGACTCCGTCGCGTCGGGACCCTAGGACAGAGTCGGGTCCCCACAGGACCGTGGGT

= . >

CSF1R-201 >

I N e T T

CSF1R-201

GCACGGGGCAGAGGAAATGGATATACAAGCGTGGTGTCCCCTGGGCCAGGCCTGAGCCCTGCCCTAAGAAGCACATGGTCTAGTGAAGACGAGGGCCTGTGACCATCATCCTCTTCATTATTTCATGTTACTGTC
N 1 N 1 N 1 M 1 N 1 N 1 M 1 N 1 M 1 . 1 N 1 M 1 N 1 N
t T t T t T t T t T t T t T t T t T t T t T t T t T t

CGTGCCCCGTCTCCTTTACCTATATGTTCGCACCACAGGGGACCCGGTCCGGACTCGGGACGGGATTCTTCGTGTACCAGATCACTTCTGCTCCCGGACACTGGTAGTAGGAGAAGTAATAAAGTACAATGACAG

I = S >

CSF1R-201 >

I L L e L T R R T

CSF1R-201

44,415

44,550

44,685

44,820

44,955

45,090

45,225

45,360

45,495

45,630

45,765



CTATTAGCCAAAGCCACAATTTAGTGCATGTTGCGTATAGTGTGCTTCCTGTCACTGTCTGCTCAGTATATGACAGTGATTTGAGGGGCATTTTTCTATAGCATGTTACCTACATCATCTCATTTAATGCCCTCA
1 N 1 " 1 M 1 " 1 " 1 M 1 1 1 " 1 M 1 1 1 " 1 M 1 M 1

T T T T
GATAATCGGTTTCGGTGTTAAATCACGTACAACGCATATCACACGAAGGACAGTGACAGACGAGTCATATACTGTCACTAAACTCCCCGTAAAAAGATATCGTACAATGGATGTAGTAGAGTAAATTACGGGAGT

T T —~>

CSF1R-201 >

CSF1R-201

GCAACCACTGTATGCAGCTAGCATTAGTCTGTTTTACAGAGTTGTAAACTGAGGTTCTGAGAGGTTGGGACAGTTGCCCTTGTCTACAGCTGGTCAAAGGCAGAGTCTGGTTTTTAACCCTGAAGGAGGACTCAC

CGTTGGTGACATACGTCGATCGTAATCAGACAAAATGTCTCAACATTTGACTCCAAGACTCTCCAACCCTGTCAACGGGAACAGATGTCGACCAGTTTCCGTCTCAGACCAAAAATTGGGACTTCCTCCTGAGTG

I R >

CSF1R-201 >

CSF1R-201

TCCAAAGCATGTCCCAATCATTATGTGAAACATTGACTCATCTTATTTTACCCTCACAAGAAGCTGGAGGCAGGAAGTATACTAGTCAGTATCTTACCCATCAGGAAGCTGAGGCTCAGCAAGGTTAAAAAAAAA
1 M 1 N 1 . 1 N 1 . 1 N 1 M 1 M 1 M 1 N 1 M 1 N 1 N 1

T ¥ T ¥ T x T . T . T . T ¥ T . T . T ¥ T ¥ T ¥ T . T
AGGTTTCGTACAGGGTTAGTAATACACTTTGTAACTGAGTAGAATAAAATGGGAGTGTTCTTCGACCTCCGTCCTTCATATGATCAGTCATAGAATGGGTAGTCCTTCGACTCCGAGTCGTTCCAATTTTTTTTT

= S >

CSF1R-201 >

L L L

CSF1R-201

AACCCCAAGGGGCTGAGGGATAGGGTTGGCACTGGGCCCCAGGGGCTTCTGTCCCTAGAGCCCATGGCCTCCACTGCCTGCCTGCCCACACAAAGACCATGTGCAATGTGATCAGAAGCTGAGAGGACCAGGCCA
N 1 N 1 M 1 M 1 N 1 M 1 M 1 M 1 M 1 M 1 N 1 N 1 N 1 N

t T t T t T t T t T t T t T t T t T t T t T t T t T t
TTGGGGTTCCCCGACTCCCTATCCCAACCGTGACCCGGGGTCCCCGAAGACAGGGATCTCGGGTACCGGAGGTGACGGACGGACGGGTGTGTTTCTGGTACACGTTACACTAGTCTTCGACTCTCCTGGTCCGGT

@ ______________________pg

CSF1R-201 >

CSF1R-201

GAGGGCTGTGGGAGTTCAGAGGTGGACGGACTTTTCAGGCTGGTGGGTAAGGGAGACTGCCTGGAGGAGGTGGCTTGGCATTGGTGGGACGGGCTTTGGAGGATGAGGATGCAGCAGGGGAGATGACACTAAGGG
1 N 1 N 1 N 1 L 1 N 1 L 1 L 1 L 1 L 1 N 1 M 1 L 1 M 1

T T T T t T y T t T y T t T
CTCCCGACACCCTCAAGTCTCCACCTGCCTGAAAAGTCCGACCACCCATTCCCTCTGACGGACCTCCTCCACCGAACCGTAACCACCCTGCCCGAAACCTCCTACTCCTACGTCGTCCCCTCTACTGTGATTCCC

CSFIR-201 >

CSF1R-201

AAAGGGTACCTCTGGGGGAGAGGGCAGAGTGTGCAGAGGTGCAGGTGAGGGAAGGACCAGGGTGGGGTTGGGGGTCTGAAGGGTTGGACCCCACCCTGTCGGTCCAAGGCCATCAGTGGGTTTGAACAAGGGAGT

TTTCCCATGGAGACCCCCTCTCCCGTCTCACACGTCTCCACGTCCACTCCCTTCCTGGTCCCACCCCAACCCCCAGACTTCCCAACCTGGGGTGGGACAGCCAGGTTCCGGTAGTCACCCAAACTTGTTCCCTCA

I S >

CSFIR-201 >
_____________________________________________________________________________________________________________ >
CSF1R-201

GGTGTGATCAAGGACTGAATGACCCATCTTGTGTCCCCTTGGCTACCTTTTCTTCCCCACACCCCCTTGGGGCTTTTGTGAGAAGAGGGCTTGAAGTGGGCAGGGTGGGAAGGATGTTGGGGGAGCCCCAGGGGC

CCACACTAGTTCCTGACTTACTGGGTAGAACACAGGGGAACCGATGGAAAAGAAGGGGTGTGGGGGAACCCCGAAAACACTCTTCTCCCGAACTTCACCCGTCCCACCCTTCCTACAACCCCCTCGGGGTCCCCG

_____________________________________________________________@=_________________pJ

CSF1R-201 >

CSF1R-201

ACATGGATCGGGATCTCTACTCCTGCCAGCACTCAGCATGAGAAGGCTGCTCTGAGGGCAGCCCCGGTCAATACCTCCGGATCTAGGTCCAGCTCTGACACTGTTTTGCCATGTAACCTCAGCTGACTCGCTGTC
N 1 N 1 M 1 N 1 N 1 N 1 N 1 N 1 N 1 N 1 M 1 N 1 N 1 N

t T t T t T t T t T t T t T t T t T t T t T t T t T t
TGTACCTAGCCCTAGAGATGAGGACGGTCGTGAGTCGTACTCTTCCGACGAGACTCCCGTCGGGGCCAGTTATGGAGGCCTAGATCCAGGTCGAGACTGTGACAAAACGGTACATTGGAGTCGACTGAGCGACAG

I >

CSFIR201 >

CSF1R-201

CTCTCTGGGCCTTAGTTTCCCCTCTTATACCATGGGTCTGGGTGTTCTCTAACAGCCCCTCCTCCTCTGACATGCCAAGAGCCCACTGGTGGTCTAGTTTAAGCACCAGAAACTTGGACTTCAGTGAATCTGGGT
1 M 1 N 1 N 1 M 1 M 1 M 1 N 1 i 1 M 1 M 1 N 1 M 1 M 1

T T T T T T T T T T T T T T T T T T T T T T T T T T T
GAGAGACCCGGAATCAAAGGGGAGAATATGGTACCCAGACCCACAAGAGATTGTCGGGGAGGAGGAGACTGTACGGTTCTCGGGTGACCACCAGATCAAATTCGTGGTCTTTGAACCTGAAGTCACTTAGACCCA

I R >

CSF1R-201 >

.-----------------------------------------------------.-----------------------------------------------------.>

CSF1R-201

CCAAATCCTGCCTCTGCCAAGCTCTGGCTATGGGATGATGAGAAAGTTGGTGTGTCTGAGTCTCTTCTCCATTTGTAAAATGGGATCATTAACAGCCTGTTGTGAGGGATTCCGTACCACAACGCACATAGAGGA
N 1 M 1 M 1 i 1 N 1 M 1 M 1 N 1 N 1 N 1 N 1 M 1 M 1 N

t T t T t T t T t T t T t T t T t T t T t T t T t T t
GGTTTAGGACGGAGACGGTTCGAGACCGATACCCTACTACTCTTTCAACCACACAGACTCAGAGAAGAGGTAAACATTTTACCCTAGTAATTGTCGGACAACACTCCCTAAGGCATGGTGTTGCGTGTATCTCCT

I ———————m—————————>

CSF1R-201 >

CSF1R-201

CTGAGCGGGGTGCTGGACGAGACAGTCTCTGTGATGGGAGCTGCACACTCTTGTCCCAGGAGGAAGTTCGTTGGGGAACCAGAGTTAGCTCATGCCTCTTGGGATGGTGGAAGGAGGGGGAGGTCTGAGGTCGGG
1 L 1 L 1 M 1 N 1 L 1 L 1 M 1 N 1 L 1 M 1 L 1 L 1 M 1

T T T T t T y T t T y T ¥ T
GACTCGCCCCACGACCTGCTCTGTCAGAGACACTACCCTCGACGTGTGAGAACAGGGTCCTCCTTCAAGCAACCCCTTGGTCTCAATCGAGTACGGAGAACCCTACCACCTTCCTCCCCCTCCAGACTCCAGCCC

CSF1R-201 >

CSF1R-201

45,900

46,035

46,170

46,305

46,440

46,575

46,710

46,845

46,980

47,115

47,250



CATCATCTCCTTGACTACACACCCAAAGCGGTTGTTTGGCCCAGCCCACCCACCTCCAGGGACAGGACCTTACTCACTCTCGGGGCCACCTGTTCCTTCTCTGAGCAGCTCCAATGTTTGCAAAGTTCTTCCTTA
M 1 M 1 i 1 " 1 M 1 " 1 " 1 M 1 M 1 M 1 M 1 " 1 " 1 M

+ T T t T + T t
GTAGTAGAGGAACTGATGTGTGGGTTTCGCCAACAAACCGGGTCGGGTGGGTGGAGGTCCCTGTCCTGGAATGAGTGAGAGCCCCGGTGGACAAGGAAGAGACTCGTCGAGGTTACAAACGTTTCAAGAAGGAAT

T T —~>

CSF1R-201 >

CSF1R-201

CATGGAACTGAAAACTGCCTCGCAGTGCCCACAGAGCTGCCAGGACAGTCATGCAGAGATTCCAGAGAAGAGCCTAGGGCCCCCTGCGGCCCTTTCTGCCTTGGGCTGGCCAGCCCCCTTGGCTGTGGTTTAGGA

GTACCTTGACTTTTGACGGAGCGTCACGGGTGTCTCGACGGTCCTGTCAGTACGTCTCTAAGGTCTCTTCTCGGATCCCGGGGGACGCCGGGAAAGACGGAACCCGACCGGTCGGGGGAACCGACACCAAATCCT

I R >

CSF1R-201 >

CSF1R-201

ACTCTGTATCCCCTCTCCACGGGACCATTTTTGGAACATGTCACCTCCACACTTCCTGTCCAGGAAATTCAGCTGCCCCTGGAGCCCATGCAAGGCTGCGAGAAGACTTGCAGCTACCCTCCTCCCCTACACCCA
M 1 N 1 M 1 N 1 N 1 M 1 N 1 N 1 M 1 N 1 N 1 M 1 N 1 N

t T t T t T t T t T t T t T t T t T t T t T t T t T t
TGAGACATAGGGGAGAGGTGCCCTGGTAAAAACCTTGTACAGTGGAGGTGTGAAGGACAGGTCCTTTAAGTCGACGGGGACCTCGGGTACGTTCCGACGCTCTTCTGAACGTCGATGGGAGGAGGGGATGTGGGT

= S >

CSF1R-201 >

L L L

CSF1R-201

TTCACAGACCCTTTAGCTCCAGGCCGAGGTGTCCACCCATGGGAGCGGAGGGGGCAGGATGGTCATGCCCGTGCTAAGTGCCTGCCCTCCCATCCTCCTCTGCCTTGCCCCATGAGGTTCGGAGCCTTGCCCCTT
1 N 1 N 1 M 1 M 1 N 1 M 1 N 1 N 1 N 1 N 1 N 1 N 1 N 1

T T T T T T T T T T T T T T T T T T T T T T T T T T T
AAGTGTCTGGGAAATCGAGGTCCGGCTCCACAGGTGGGTACCCTCGCCTCCCCCGTCCTACCAGTACGGGCACGATTCACGGACGGGAGGGTAGGAGGAGACGGAACGGGGTACTCCAAGCCTCGGAACGGGGAA

@ ______________________pg

CSF1R-201 >

CSF1R-201

CACTGGGGACTCAGCCCAGCCTCTCCTCATTGCCCAGGCCTGGGGAAAGAAGTGGCCTGTCTGTGGGGAGTGTTTGTTCTGCCTCAGGGCTGAATCATCACCTTTCTGTCCCCCAGAGTGACCACAAGGGGGGCC
L 1 L 1 L 1 L 1 L 1 M 1 L 1 M 1 M 1 M 1 L 1 N 1 L 1 N

t T t T t T t T t T t T T T
GTGACCCCTGAGTCGGGTCGGAGAGGAGTAACGGGTCCGGACCCCTTTCTTCACCGGACAGACACCCCTCACAAACAAGACGGAGTCCCGACTTAGTAGTGGAAAGACAGGGGGTCTCACTGGTGTTCCCCCCGG

CSFIR-201 >

CSF1R-201

GTGGGGGAAGAGAAAAGGGCAGGAGTCAGCAGGCTCCCCTGGAGGAGGAGGCGCACAGGGAAATGGCTGAGGCAGCAGGGAAGGGAGGGTCCAGGGAGGCTGCTGGAAAGACTACGATTCTGGGGGCTGGAACTG

CACCCCCTTCTCTTTTCCCGTCCTCAGTCGTCCGAGGGGACCTCCTCCTCCGCGTGTCCCTTTACCGACTCCGTCGTCCCTTCCCTCCCAGGTCCCTCCGACGACCTTTCTGATGCTAAGACCCCCGACCTTGAC

I S >

CSFIR-201 >
_____________________________________________________________________________________________________________ >
CSF1R-201

AGCTCTGAGGAGCAACAGGAGGGTCCCCAAAGATTCCACTGGGAATTGTTCAGATCTCCACCTTCCTGGGATGGAGAACATCCACTCACCCAGAACCAGCAGGCCTAGATGGGGAGGGGACCGGGACTTTGTCTC

TCGAGACTCCTCGTTGTCCTCCCAGGGGTTTCTAAGGTGACCCTTAACAAGTCTAGAGGTGGAAGGACCCTACCTCTTGTAGGTGAGTGGGTCTTGGTCGTCCGGATCTACCCCTCCCCTGGCCCTGAAACAGAG

_____________________________________________________________@=_________________pJ

CSF1R-201 >

CSF1R-201

CATGCCCCCTTTGGTGGGGAGGATGGGAGGAAGGGAAGAAGTCAGGGGGTGGGCCTGGGGCTTAGGCCCATTGCAAGGAATGAATGGGGTGATGTGCTTCAAGCATCTAGCCCAGCGCCCCACTCCCAGGAAGAG
1 M 1 N 1 N 1 N 1 M 1 N 1 N 1 L 1 M 1 M 1 N 1 N 1 M 1

T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T
GTACGGGGGAAACCACCCCTCCTACCCTCCTTCCCTTCTTCAGTCCCCCACCCGGACCCCGAATCCGGGTAACGTTCCTTACTTACCCCACTACACGAAGTTCGTAGATCGGGTCGCGGGGTGAGGGTCCTTCTC

I >

CSFIR201 >

CSF1R-201

CTCAGGAAGAACCCGCTGCCATCATGACAATTACGTCCACCCTTCTCAGGGAGCCTCGCCCATCCCCACCTCTTGATCTCTCACTCATAGTTCTTTGGAAGAGAGGCTGCCTCTGGGTAGACGCCCATGAGCCCT
N 1 N 1 M 1 N 1 N 1 M 1 N 1 N 1 M 1 M 1 N 1 M 1 N 1 M

t T t T t T t T t T t T t T t T t T t T t T t T t T t
GAGTCCTTCTTGGGCGACGGTAGTACTGTTAATGCAGGTGGGAAGAGTCCCTCGGAGCGGGTAGGGGTGGAGAACTAGAGAGTGAGTATCAAGAAACCTTCTCTCCGACGGAGACCCATCTGCGGGTACTCGGGA

I R >

CSF1R-201 >

.-----------------------------------------------------.-----------------------------------------------------.>

CSF1R-201

TTCCAGGGATGGCACAGGTGCCCTGGGAGGTTTACATGCCCAGCAGGGGCAGGGGAGGGTTCCTGAGGCAGGCAGAAGGCAGCTTGGTCCGCTTCCAGAAATTAGGAGCCTAGGATTCAGAAATCTGAGAATCCA
1 M 1 N 1 N 1 N 1 N 1 M 1 N 1 N 1 N 1 N 1 M 1 N 1 N 1

T T T T T T T T T T T T T T T T T T T T T T T T T T T
AAGGTCCCTACCGTGTCCACGGGACCCTCCAAATGTACGGGTCGTCCCCGTCCCCTCCCAAGGACTCCGTCCGTCTTCCGTCGAACCAGGCGAAGGTCTTTAATCCTCGGATCCTAAGTCTTTAGACTCTTAGGT

I ———————m—————————>

CSF1R-201 >

CSF1R-201

GCCAAACCTCCATCCTCCTTGATCCCCTCCCTTTCAACAGTGCCCCCTGCCCAGCTGGGGGCAGGGAGGGGCTGACTCAGCCCAGCTGCAGAGGGACAGAGGAACAAGAAGTGGTAAGAAAAAACAGTCTTAGCC
L 1 N 1 M 1 L 1 L 1 M 1 L 1 L 1 L 1 L 1 L 1 M 1 L 1 L

t T t T t T t T t T t T T T
CGGTTTGGAGGTAGGAGGAACTAGGGGAGGGAAAGTTGTCACGGGGGACGGGTCGACCCCCGTCCCTCCCCGACTGAGTCGGGTCGACGTCTCCCTGTCTCCTTGTTCTTCACCATTCTTTTTTGTCAGAATCGG

CSF1R-201 >

CSF1R-201

47,385

47,520

47,655

47,790

47,925

48,060

48,195

48,330

48,465

48,600

48,735



ACAGAGGCTCCTAGAGATGGAAGTGGCCAGGAGAGGCTGAAGAATCCCCTCCTTGCCTTGTTGCTGTCTTTTGGGCTGGGAAGGCACCCACGGGCAGGATTTGGATCCTCAGAGGCTTGGGAAGTTCTTCTCCCT
1 M 1 M 1 M I N 1 " 1 M 1 M 1 M 1 M 1 M 1 M 1 M 1 " 1

T T T T
TGTCTCCGAGGATCTCTACCTTCACCGGTCCTCTCCGACTTCTTAGGGGAGGAACGGAACAACGACAGAAAACCCGACCCTTCCGTGGGTGCCCGTCCTAAACCTAGGAGTCTCCGAACCCTTCAAGAAGAGGGA

T T —~>

CSF1R-201 >

CSF1R-201

GGGTCCCGTTTCAGACTCTCTCCCAAGCTATAACGCAGAGGCTCTGAAGTTCACCTGCAGTCCGCCCTTCCGAATCAGAGCCTGGAAGTTAGTTCCTTCTCATTTCTAATTGCAGTCTTTTCTCTCTAACTACCA

CCCAGGGCAAAGTCTGAGAGAGGGTTCGATATTGCGTCTCCGAGACTTCAAGTGGACGTCAGGCGGGAAGGCTTAGTCTCGGACCTTCAATCAAGGAAGAGTAAAGATTAACGTCAGAAAAGAGAGATTGATGGT

I R >

CSF1R-201 >

CSF1R-201

GCTAGAAGTTCTTCCTGATGGTTAGCTGGAAGCTTTCTCCCTGTCTCTCTCTTTAAAAATGTCCACATTTTATTTTTGATTCAGGGGATAGACGTACAGGTTTGTTGCATGCGTATGTTTCGTGATGCTGAGCTT
1 N 1 N 1 . 1 M 1 M 1 M 1 N 1 M 1 X 1 M 1 M 1 M 1 M 1

T ¥ T ¥ T ¥ T e T . T . T . T . T . T ¥ T ¥ T ¥ T ¥ T
CGATCTTCAAGAAGGACTACCAATCGACCTTCGAAAGAGGGACAGAGAGAGAAATTTTTACAGGTGTAAAATAAAAACTAAGTCCCCTATCTGCATGTCCAAACAACGTACGCATACAAAGCACTACGACTCGAA

= S >

CSF1R-201 >

L L L

CSF1R-201

TGGAATATGGATCCCATCACCTGCTACTGAGCATAGCTCCCATAGTTTTTCAACCCTCGCCCGCTTCCACCCTCCCTGCTCTAGTAGCCCCCAGTGTCTGTTGGTGCCATCTTTATGCCCATGCACACTCAATAT
N 1 M 1 M 1 N 1 N 1 N 1 M 1 N 1 M 1 M 1 M 1 N 1 N 1 M

t T t T t T t T t T t T t T t T t T t T t T t T t T t
ACCTTATACCTAGGGTAGTGGACGATGACTCGTATCGAGGGTATCAAAAAGTTGGGAGCGGGCGAAGGTGGGAGGGACGAGATCATCGGGGGTCACAGACAACCACGGTAGAAATACGGGTACGTGTGAGTTATA

@ ______________________pg

CSF1R-201 >

CSF1R-201

TTAGCTCCCACTTATAAGTGAGAACATGCGGTATGTAGGTTTTCTGTTTCGGTGTTAATTTGCTTAGGATAATGGCCTTCAGCTGCACCACGTTGCTGCAAAGGACATGACTGGAATCTTCTCTCTCAACCAGGA
1 N 1 L 1 L 1 M 1 L 1 M 1 M 1 L 1 L 1 N 1 N 1 M 1 M 1

T T T T t T y T t T t T t T
AATCGAGGGTGAATATTCACTCTTGTACGCCATACATCCAAAAGACAAAGCCACAATTAAACGAATCCTATTACCGGAAGTCGACGTGGTGCAACGACGTTTCCTGTACTGACCTTAGAAGAGAGAGTTGGTCCT

CSFIR-201 >

CSF1R-201

CTTGCAGCTAAAGGCCAGCCTCCTCCCTAGCACCGGTCCACACTTCCTTTAAGTTTCTAGCTCGGGTGCCCAGGGAAGGAGCCCAGCTGCAGGCACAGCCAAGCTTGTCCCATCCCCAAGGCCTGGCCGGAAAGA

GAACGTCGATTTCCGGTCGGAGGAGGGATCGTGGCCAGGTGTGAAGGAAATTCAAAGATCGAGCCCACGGGTCCCTTCCTCGGGTCGACGTCCGTGTCGGTTCGAACAGGGTAGGGGTTCCGGACCGGCCTTTCT

I S >

CSFIR-201 >
_____________________________________________________________________________________________________________ >
CSF1R-201

GTTGCTCTGCTGACCCAGGGCCTCAGTGTCCTCCACCGCCCCAGCCCAGCTTCCACTTTCCCCCTCAACTTGGTCTTCCATCAGCATTTCTTGTGGGCAACCCTTAGCATGGTACTCCCCCTCAGCAGCTGACCC

CAACGAGACGACTGGGTCCCGGAGTCACAGGAGGTGGCGGGGTCGGGTCGAAGGTGAAAGGGGGAGTTGAACCAGAAGGTAGTCGTAAAGAACACCCGTTGGGAATCGTACCATGAGGGGGAGTCGTCGACTGGG

_____________________________________________________________@=_________________pJ

CSF1R-201 >

CSF1R-201

CTGGGCAAGAAACAGGGGCAGCCATTCCTCCTCCCCACATCCCAGGGCTTGCCTCCCCTGGCTGGGTGGTAACAGCATGGAGAGCCTAAGGAAGGAAATCAGGTCTTTCCAAAGGTGCTGGTCCTCCAGAATCTA
N 1 N 1 M 1 N 1 N 1 M 1 N 1 N 1 M 1 N 1 N 1 M 1 M 1 N

t T t T t T t T t T t T t T t T t T t T t T t T t T t
GACCCGTTCTTTGTCCCCGTCGGTAAGGAGGAGGGGTGTAGGGTCCCGAACGGAGGGGACCGACCCACCATTGTCGTACCTCTCGGATTCCTTCCTTTAGTCCAGAAAGGTTTCCACGACCAGGAGGTCTTAGAT

I >

CSFIR201 >

CSF1R-201

TCTAGTGGGCAGCGTCTCTCTTTCTCTCTCAAAAAGGTAAAGTCAAGGCTGGGTGCGATGGCTCACGCCTATAATCCCAGCACTTTGAGAGGCCAAGGCAGAAGGATTGCTTGAGCCCAGGAGTTTGAGCCTAGT
1 M 1 N 1 N 1 N 1 M 1 N 1 M 1 N 1 . 1 N 1 N 1 N 1 M 1

T T T T T T T T T T T T T T T T T T T T T T T T T T T
AGATCACCCGTCGCAGAGAGAAAGAGAGAGTTTTTCCATTTCAGTTCCGACCCACGCTACCGAGTGCGGATATTAGGGTCGTGAAACTCTCCGGTTCCGTCTTCCTAACGAACTCGGGTCCTCAAACTCGGATCA

I R >

CSF1R-201 >

.-----------------------------------------------------.-----------------------------------------------------.>

CSF1R-201

GAGCTATGATCGTGCCACTGCACTCCGGCATGAGTGAAGGAGCAAGACTCTGTCTCAAAAAAAAAAAGTCAGATGGCGACTCACCTGTGTCAAACTCTCAGGGTCTCTCACTGCCCGGCCAGGCATGGTAGCTCA
M 1 N 1 M 1 M 1 N 1 M 1 N 1 N 1 M 1 N 1 M 1 N 1 N 1 N

t T t T t T t T t T t T t T t T t T t T t T t T t T t
CTCGATACTAGCACGGTGACGTGAGGCCGTACTCACTTCCTCGTTCTGAGACAGAGTTTTTTTTTTTCAGTCTACCGCTGAGTGGACACAGTTTGAGAGTCCCAGAGAGTGACGGGCCGGTCCGTACCATCGAGT

I ———————m—————————>

CSF1R-201 >

CSF1R-201

TGCCTGTAATCCCAGCACTTTGAGAGACCGAGGCAGGCAAACTGCTTGAGCTCACGAGTTCAAGACCAGCCTAGGCTGCGACAAAGCCCCGTCTCTACAAAAATTAGCCAGGTGTGGTGCCACATGCTTGTAGTC
1 M 1 M 1 L 1 N 1 L 1 M 1 M 1 L 1 L 1 L 1 L 1 L 1 M 1

T T T T t T y T t T y T ¥ T
ACGGACATTAGGGTCGTGAAACTCTCTGGCTCCGTCCGTTTGACGAACTCGAGTGCTCAAGTTCTGGTCGGATCCGACGCTGTTTCGGGGCAGAGATGTTTTTAATCGGTCCACACCACGGTGTACGAACATCAG

CSF1R-201 >

CSF1R-201

48,870

49,005

49,140

49,275

49,410

49,545

49,680

49,815

49,950

50,085

50,220



CCGGCTGCTTGGGAGACTGAGGTGGGAGGATTGCTTGAACCTCGGGGGTCGAGGCTGTAGTGAGCCAAGACTGCCCCCACTGCATGCCAGTCTGGGGGACAGAGATCCTGTCTTGGAAAAAAAAAAATCCCAAAA
M 1 M 1 M 1 " 1 M 1 M 1 M 1 M I M 1 M 1 M I M 1 M 1 M

+ T T t T + T t
GGCCGACGAACCCTCTGACTCCACCCTCCTAACGAACTTGGAGCCCCCAGCTCCGACATCACTCGGTTCTGACGGGGGTGACGTACGGTCAGACCCCCTGTCTCTAGGACAGAACCTTTTTTTTTTTAGGGTTTT

T T —~>

CSF1R-201 >

CSF1R-201

GGGAACCCACTCACCTTATCATAGCCCTCAAGGCCTTCCTGTTTCTGGAATCTGCCCCCCACTTCCCTCAAGCCATGATGGCTGCCTTCCTATAGCTCAAACTTGCCAGGATCATTCCCATGTCAAGCATACAGC

CCCTTGGGTGAGTGGAATAGTATCGGGAGTTCCGGAAGGACAAAGACCTTAGACGGGGGGTGAAGGGAGTTCGGTACTACCGACGGAAGGATATCGAGTTTGAACGGTCCTAGTAAGGGTACAGTTCGTATGTCG

I R >

CSF1R-201 >

CSF1R-201

ATTTCCATGCACTGTTCCTGGAAAATTCTTCCTCTGATGGTCACATGGTGGGCTCTTTAGGGGCCTTCCCTGACTTATCTTACTTTATTTTCTTCATAGCACCACTTGAGAATCTCCTAGATACATGTTTATTTG
N 1 M 1 N 1 M 1 N 1 M 1 N 1 M 1 M 1 N 1 N 1 M 1 N 1 N

t T t T t T t T t T t T t T t T t T t T t T t T t T t
TAAAGGTACGTGACAAGGACCTTTTAAGAAGGAGACTACCAGTGTACCACCCGAGAAATCCCCGGAAGGGACTGAATAGAATGAAATAAAAGAAGTATCGTGGTGAACTCTTAGAGGATCTATGTACAAATAAAC

= S >

CSF1R-201 >

L L L

CSF1R-201

CGTTTAATGCCTCTCTCAGCCACTAGAATGCAAACTCCATGGAGGGGCAGGGACTTTGTCCTGTTCAACTCTGAATCAGCGGTGCCTGACACAAATAGATGTTCAAGAAAGTATGTGGATGGGCTACTATTATTC
1 N 1 N 1 N 1 M 1 N 1 N 1 M 1 N 1 N 1 M 1 N 1 M 1 M 1

T T T T T T T T T T T T T T T T T T T T T T T T T T T
GCAAATTACGGAGAGAGTCGGTGATCTTACGTTTGAGGTACCTCCCCGTCCCTGAAACAGGACAAGTTGAGACTTAGTCGCCACGGACTGTGTTTATCTACAAGTTCTTTCATACACCTACCCGATGATAATAAG

@ ______________________pg

CSF1R-201 >

CSF1R-201

AGCCTTAAAAAGGAAGGGAATTCTGACCTGTGCTGCAGCATGAATGAACCTTGAAGACATTATGCTGGGTGAAATAAGGCAATCTCAATAGACACATGCTGTGTGAGTCCACTGAGGTGCAGTGCCTAGAGCAGT
L 1 L 1 M 1 L 1 M 1 N 1 L 1 M 1 M 1 L 1 L 1 N 1 L 1 M

t T t T t T t T t T t T T T
TCGGAATTTTTCCTTCCCTTAAGACTGGACACGACGTCGTACTTACTTGGAACTTCTGTAATACGACCCACTTTATTCCGTTAGAGTTATCTGTGTACGACACACTCAGGTGACTCCACGTCACGGATCTCGTCA

CSF1R-201 >

CSF1R-201

GCAATTCACAGAGACAGCAGAATCATGGTTGCCAGGGGCTGGAGGAGGGAAAGGGGAGTTGCTTTTTAACAGGAACAGAATTTCAGTTTTGCAAGATGAAAAGAGCTCTGGAAACTGGTTGCACAAGGTAGAATG

CGTTAAGTGTCTCTGTCGTCTTAGTACCAACGGTCCCCGACCTCCTCCCTTTCCCCTCAACGAAAAATTGTCCTTGTCTTAAAGTCAAAACGTTCTACTTTTCTCGAGACCTTTGACCAACGTGTTCCATCTTAC

I S >

CSFIR-201 >
............................................................................................................. >
CSF1R-201

TAATTTACTTAATACTACTGAACCATACACTTAAAAATGGTTGAAATGGTAAATTTCATGTATGTTTTATCACAATTAAAATATATATATATATTTGGATGGGAGGTTGGGTGGGTGGATGGATGGGTAGATGGA
M 1 N 1 N 1 i 1 N 1 M 1 M 1 i 1 N 1 M 1 N 1 M 1 N 1 i

t T t T t T t T t T t T t T t T t T t T t T t T t T t
ATTAAATGAATTATGATGACTTGGTATGTGAATTTTTACCAACTTTACCATTTAAAGTACATACAAAATAGTGTTAATTTTATATATATATATAAACCTACCCTCCAACCCACCCACCTACCTACCCATCTACCT

I S >

CSF1R-201 >

I R

CSF1R-201

TGGACAGATGAACGGATGGATAAGATCTCAAGTTCCACCCTCCCTCCTGGCTCAGGAATTACCAGATTATCAGAGATATCAGGGCCCTCAGAGGTTGTCTTGTCCAAGGTCTTCAATACACAAATAGTGAAACAG
1 N 1 N 1 N 1 N 1 N 1 M 1 M 1 N 1 N 1 M 1 M 1 N 1 N 1

T T T T T T T T T T T T T T T T T T T T T T T T T T T
ACCTGTCTACTTGCCTACCTATTCTAGAGTTCAAGGTGGGAGGGAGGACCGAGTCCTTAATGGTCTAATAGTCTCTATAGTCCCGGGAGTCTCCAACAGAACAGGTTCCAGAAGTTATGTGTTTATCACTTTGTC

= S >

CSF1R-201 >

CSF1R-201

GCTTGGAGAAGGGAAGGTCACACAACAAGGCAGAGTCAAGCAGGAACATGCTCTCAGTGCTATGTTCATGAGACGACCTCTCTCAGCCCAGAGCAGGCCTTGCCCTGCCTTCTCCCACTGGGCGCCTTGGGACTG
L 1 N 1 N 1 L 1 N 1 L 1 M 1 L 1 N 1 L 1 L 1 M 1 N 1 L

T T T T T T T T T T T T T T
CGAACCTCTTCCCTTCCAGTGTGTTGTTCCGTCTCAGTTCGTCCTTGTACGAGAGTCACGATACAAGTACTCTGCTGGAGAGAGTCGGGTCTCGTCCGGAACGGGACGGAAGAGGGTGACCCGCGGAACCCTGAC

I ., >

CSF1R-201 >

CSF1R-201

CCCACACCCCTGCTCTTGGGGGTCAGAAACAAGGTCCAGGAACTGCCTGCCAGCCCCGACTGCCACGTGCTCCCTTCCTCTTCTGCAGAAGCCCAAGTACCAGGTCCGCTGGAAGATCATCGAGAGCTATGAGGG

GGGTGTGGGGACGAGAACCCCCAGTCTTTGTTCCAGGTCCTTGACGGACGGTCGGGGCTGACGGTGCACGAGGGAAGGAGAAGACGTCTTCGGGTTCATGGTCCAGGCGACCTTCTAGTAGCTCTCGATACTCCC

I . - >

CSFIR-201 >
" " 545 " " L " 550 " L " " 555 L " "
K P K Y Q v R W K 1 1 E S ¥ E G
----------------------------------------------------------------------- ENSE00003547588 >
CSF1R-201

CAACAGTTATACTTTCATCGACCCCACGCAGCTGCCTTACAACGAGAAGTGGGAGTTCCCCCGGAACAACCTGCAGTTTGGTGAGATGGCAGCTCATCACTCCACAGCTTCCTATCACAGGGCCTGTGGGGGTTG
L 1 N 1 M 1 L 1 L 1 M 1 L 1 L 1 L 1 L 1 L 1 M 1 M 1 L

T T T T T T T T T T T T T T
GTTGTCAATATGAAAGTAGCTGGGGTGCGTCGACGGAATGTTGCTCTTCACCCTCAAGGGGGCCTTGTTGGACGTCAAACCACTCTACCGTCGAGTAGTGAGGTGTCGAAGGATAGTGTCCCGGACACCCCCAAC

I . >

CSF1R-201 >
s 560 s L s 565 L s L 570 s L s 575 L s s 580 s s s
N S s or ¢ I b B @ @ U B ¥ NI B K W E F P RN N L @@ F
ENSE00003547588 T L

CSF1R-201

50,355

50,490

50,625

50,760

50,895

51,030

51,165

51,300

51,435

51,570

51,705



CAGGGAGCCCATGGGCCCTTGGACAGAGGCCCTTTGGTGCCCAGGGACTTAAGGGACCTGTGTGCGTGGCAGGTAAGACCCTCGGAGCTGGAGCCTTTGGGAAGGTGGTGGAGGCCACGGCCTTTGGTCTGGGCA

L " L 1 L L L " L 1 L L L " L 1 L L L " L 1 L L L " L

} + } + } + } + } + } + } + } + } + } + } + } + } + } 51,840
GTCCCTCGGGTACCCGGGAACCTGTCTCCGGGAAACCACGGGTCCCTGAATTCCCTGGACACACGCACCGTCCATTCTGGGAGCCTCGACCTCGGAAACCCTTCCACCACCTCCGGTGCCGGAAACCAGACCCGT

CSF1R-201 >
585 L s L 590 L s L 595 s s L 600 s L s 605
G K T L G A G A F G K \ \ E A T A F G L G
---------------------------------------------------------- ENSE00003595569 >
CSF1R-201
PCR Forward

|ACATTT

AGGAGGATGCTGTCCTGAAGGTGGCTGTGAAGATGCTGAAGTGTGAGTGAGGGGAGGGGATGAGGGAAGGGATGGGGGGTGGTAGATGCTGGGGGTGGGCTGGCCCTGGTGTCACAAGAGGCATCACACACATTT
N 1 N 1 M 1 N 1 N 1 M 1 N 1 N 1 M 1 N 1 M 1 N 1 M 1 M

+ } + } 1 } + i + } 1 } + } + } + } + } + } + } + 1 + 51,975
TCCTCCTACGACAGGACTTCCACCGACACTTCTACGACTTCACACTCACTCCCCTCCCCTACTCCCTTCCCTACCCCCCACCATCTACGACCCCCACCCGACCGGGACCACAGTGTTCTCCGTAGTGTGTGTAAA

CSF1R-201 >
N N N " 610 N 1 1 615 1 1 1
K E D A \4 L K \ A \4 K M L K
ENSE00003595569 SR I il R I >

CSF1R-201

PCR Forward
CAACCTGTTGAAGCCTGGG

CAACCTGTTGAAGCCTGGGGGACAGAGCTCAGGGGTGAGGACTTGGGTTTTCTTGTGAGCTCCAGGCACCCTCTGACTCCCGGCTCCAAGAAGGTCTAGGTCACCCTTTAGTTGTGAAGGGGCTCCTGACTGAGC
L ' L L L L L L L L L L L L L L L L L L L L L L L L L
4§ ¥ ¥ i + ¥ 4§ ¥ . § § i ¥ ¥ + ¥ + t + t + t + } + } 52,110

T
GTTGGACAACTTCGGACCCCCTGTCTCGAGTCCCCACTCCTGAACCCAAAAGAACACTCGAGGTCCGTGGGAGACTGAGGGCCGAGGTTCTTCCAGATCCAGTGGGAAATCAACACTTCCCCGAGGACTGACTCG

CSF1R-201 >

CSF1R-201

TCCAAAAAGTCTGGGGGTGCAGAAAGGCCACCTATGGCCATGGCCTGGCCACAGTTTGGCTTCCTGTCACCTGAAGACCAGCTCAGTGACAGGCTCATCCCTCCTCTCTCTCTCTCTGCCATCTGTGTGTCTGCA

i 1 N 1 M 1 N 1 1 1 M 1 N 1 1 1 i 1 N 1 N 1 " 1 N 1 i

5 T T T T T T T T T T T T T T T T T T T T T T T T T t 52,245
AGGTTTTTCAGACCCCCACGTCTTTCCGGTGGATACCGGTACCGGACCGGTGTCAAACCGAAGGACAGTGGACTTCTGGTCGAGTCACTGTCCGAGTAGGGAGGAGAGAGAGAGAGACGGTAGACACACAGACGT

>
CSFIR-207 >
............................................................................................................. >

CSF1R-201

Donor Template SNV -> REV

|CTGTCTTTGGG

TTTTTCCTTCTCCTTCTTTTGGCTTCTGGTCACTCCGGGTCTTGGGGTATGCCCTGCTTTCTCCCCTGGGTCTCTGCATTTGGTCCCCATGTATCTGTGTGGTGCTCTCTGTCCTGCCCTCTCCCTGTCTTTGGG
e T L e B 52,350
AAAAAGGAAGAGGAAGAAAACCGAAGACCAGTGAGGCCCAGAACCCCATACGGGACGAAAGAGGGGACCCAGAGACGTAAACCAGGGGTACATAGACACACCACGAGAGACAGGACGGGAGAGGGACAGAAACCC

CSF1R-201 >

CSF1R-201

Donor Template SNV -> REV

Donor Template SNV -> REV
ACTGTGGTTCTTCCTCCCAGCCACGGCCCATGCTGATGAGAAGGAGGCCCTCATGTCCGAGCTGAAGATCATGAGCCACCTGGGCCAGC

ACTGTGGTTCTTCCTCCCAGCCACGGCCCATGCTGATGAGAAGGAGGCCCTCATGTCCGAGCTGAAGATCATGAGCCACCTGGGCCAGCACGAGAACATCGTCAACCTTCTGGGAGCCTGTACCCATGGAGGTAA

1 L 1 L ' L 1 L 1 L 1 L 1 L 1 L 1 L 1 L 1 L 1 L 1 L 1

¢ i e i i } : I + } & i ¢ i : } : } + } : i ¢ } + } + 52,515
TGACACCAAGAAGGAGGGTCGGTGCCGGGTACGACTACTCTTCCTCCGGGAGTACAGGCTCGACTTCTAGTACTCGGTGGACCCGGTCGTGCTCTTGTAGCAGTTGGAAGACCCTCGGACATGGGTACCTCCATT

CSF1R-201 >
620 ! ! L 625 ! ! ! 630 ! ! ! 635 | ! ! 640 ! ! ! 645 ! ! | 650 ! | L 655
s T A H A D E K E A L M S E L K I M S H L G Q H E N I V N L L G A C T H G
----------------- ENSE00003586812 et >
CSF1R-201
] otospacer Sequence
PAM
SNV

GTACAG TCGACTTCTAGT CTCGGACATGGGTACCTCCA|
gRNA Protospacer Sanger Sequencing Primer

GGGCCTTGGGGTTCCTGGGGCCAAGGTCTTGGGGCCTCTGGGGAATCTCAGGGCCCCAGGGCTACCTTGTTCCGTCTTCTCCTTCTCAGGATCCTACTGCTCCAAGTGTCAGGGGGATCCCGGTCACAGCATCCC

52,650
CCCGGAACCCCAAGGACCCCGGTTCCAGAACCCCGGAGACCCCTTAGAGTCCCGGGGTCCCGATGGAACAAGGCAGAAGAGGAAGAGTCCTAGGATGACGAGGTTCACAGTCCCCCTAGGGCCAGTGTCGTAGGG
CSFIR-201 >

CSF1R-201

TTAAACTCCTGGGCCCATCTCCTGGAATAGTCAGGAGCTGCACGGGCAGCTTGAGGTATAAAGAGAGACTGATAGGGAGCATCGGAGCCCTTGGAGGAGGAGATGAATGTGCAAGCTCCTAGGCCCTGCTTCCAG

N 1 N 1 M 1 N 1 N 1 M 1 N 1 N 1 M 1 N 1 N 1 M 1 N 1 N

t T T T T T T T T T T T T T T T T T T T T T T T T T T 52,785
AATTTGAGGACCCGGGTAGAGGACCTTATCAGTCCTCGACGTGCCCGTCGAACTCCATATTTCTCTCTGACTATCCCTCGTAGCCTCGGGAACCTCCTCCTCTACTTACACGTTCGAGGATCCGGGACGAAGGTC

CSF1R-201 >

CSF1R-201



GGAGCCGGATCCTCTGGGTCTGGAGTGAAGCCCCCCGCCTACCTCTTATGAAGCTTCCATTCAAGGATGCTTGGACACTCTCCCCAGGGCCCCCAAAGGTGCCCCGGGCTTTGCTGGGACTCCAAGTGCCCCACA
1 M 1 M 1 M 1 M 1 M 1 " I M 1 M 1 M 1 M 1 " 1 M 1 " 1

T T T T
CCTCGGCCTAGGAGACCCAGACCTCACTTCGGGGGGCGGATGGAGAATACTTCGAAGGTAAGTTCCTACGAACCTGTGAGAGGGGTCCCGGGGGTTTCCACGGGGCCCGAAACGACCCTGAGGTTCACGGGGTGT

CSF1R-201 >

GTTCACGGGGTGT
PCR Reverse

TCCTCTTCACTGATAGCAGCTCTGACCTACAGTGAGCCGCCATAGCTTTCCTTTGAAGAAATAATTCTTGGGCTACATTTTTTTTAAGGTTGTCTTTTTTTTTTCATTTTTTIGTTTTTTTTTTCTTGAGACGGAG
1 1 1 1 1 1 1 1 1 1 1 1 1

CSF1R-201

AGGAGAAGTGACTATCGTCGAGACTGGATGTCACTCGGCGGTATCGAAAGGAAACTTCTTTATTAAGAACCCGATGTAAAAAAAATTCCAACAGAAAAAAAAAAGTAAAAAACAAAAAAAAAAGAACTCTGCCTC

CSF1R-201 >
CSF1R-201
AGGAGAAGTGAC]
PCR Reverse
CCTCACTCTGTCACCCAGGCTGGAGTGCAGTGGTGCGATCTCGGCTCACTGCAACCTCTGCCTCCCAGGTTCAAGCAATTCTCCTGCCTCAACCTCCTGAGTAGTTGGAACTACAGGCACATGCCACCATGCCCG
1 1 1 | 1 : 1 1 1 | 1 | 1 + 1 | 1 : 1 | 1 | 1 | 1 + 1
T k.S T 4,2 L] 1.3 T Y, T 3 L] 4 T .2 T ¥, T (o5 L} X L} L4 T X T 2 T
GGAGTGAGACAGTGGGTCCGACCTCACGTCACCACGCTAGAGCCGAGTGACGTTGGAGACGGAGGGTCCAAGTTCGTTAAGAGGACGGAGTTGGAGGACTCATCAACCTTGATGTCCGTGTACGGTGGTACGGGC
CSFIR-201 >

CSF1R-201

GCTGATTTTTTTGTATTTTTGTAGAGATGGGGTTTCACCATGTTAGCCAGGATGGTCTCGATCTCCTGACCTCGTGATCCACCCACCTTGGCCTCCCAAAGTGCTGAGATTACAGGCATGAGCCACCGTGCCCCG
N 1 N 1 M 1 M 1 . 1 M 1 N 1 M 1 N 1 N 1 M 1 M 1 N 1 N
t T t T + T t T t T + T t T t T t T t T t T t T t T t

CGACTAAAAAAACATAAAAACATCTCTACCCCAAAGTGGTACAATCGGTCCTACCAGAGCTAGAGGACTGGAGCACTAGGTGGGTGGAACCGGAGGGTTTCACGACTCTAATGTCCGTACTCGGTGGCACGGGGC

I = - >

CSFiR-201 >

CSF1R-201

CCAAAGCCATCTGTTTTAAACAAATGGAACTACTGAGGCACAAGGAAACTTGCTCACAGAGCCGAGGTTAGAACTCAGCTATGCTGAGTCCAAGTCCAGTGGCCTCACTGCCCCCAGTCTCATGCTCCTGTTCAT
1 M 1 i 1 N 1 M 1 M 1 N 1 N 1 M 1 N 1 M 1 N 1 M 1 M 1
y T t T t T y T t T t T t T t T t T t T t T t T t

T T
GGTTTCGGTAGACAAAATTTGTTTACCTTGATGACTCCGTGTTCCTTTGAACGAGTGTCTCGGCTCCAATCTTGAGTCGATACGACTCAGGTTCAGGTCACCGGAGTGACGGGGGTCAGAGTACGAGGACAAGTA

L ___________________Pg

CSF1R-201 >

L e e L L L LR L T T R T T TR

CSF1R-201

GGAGGGGAGCACTCAGCACCTCCCTCACCCCACACCCTTGGCTGCTCTAGGCCCTGTACTGGTCATCACGGAGTACTGTTGCTATGGCGACCTGCTCAACTTTCTGCGAAGGAAGGCTGAGGCCATGCTGGGACC
N 1 . 1 M 1 N 1 N 1 M 1 . 1 i 1 M 1 N 1 M 1 M 1 . 1 N
t T t T y T t T t T + T t T t T t T t T t T t T t T t

CCTCCCCTCGTGAGTCGTGGAGGGAGTGGGGTGTGGGAACCGACGAGATCCGGGACATGACCAGTAGTGCCTCATGACAACGATACCGCTGGACGAGTTGAAAGACGCTTCCTTCCGACTCCGGTACGACCCTGG

L ______________________Pg

CSF1R-201 >
s s s 660 s s L 665 s s s 670 s s L 675 s s s 680 s s s 685
L33 i V L \ 1 T [ = ¥ [ 55 € Y G D L U N F L R R K A E A M 3 G i
| ENSE00001023096 >
CSF1R-201

CAGCCTGAGCCCCGGCCAGGACCCCGAGGGAGGCGTCGACTATAAGAACATCCACCTCGAGAAGAAATATGTCCGCAGGTAGCCCCTGGCAAAGGACAAGAAAAAGGCCAGGTCTGGGAGGCAGGATCCGAGTCT

GTCGGACTCGGGGCCGGTCCTGGGGCTCCCTCCGCAGCTGATATTCTTGTAGGTGGAGCTCTTCTTTATACAGGCGTCCATCGGGGACCGTTTCCTGTTCTTTTTCCGGTCCAGACCCTCCGTCCTAGGCTCAGA

L ____________________Pg

CSF1R-201 >
' s ' L 690 L s s 695 s s s 700, s s s 705 s s s 710
5 L S | G Q D P E G G V D 6.4 K N 1 H L E K K N \ R R
ENSE00001023096 o R I I I I >
CSF1R-201

GTCTTCAAAGCCAGCTCAGGGTTGGATGGCTCATGAATGGGTGGCTATGCAGCCCTCACCTGCCACCTGTGTCATGGGAAGTAGCCACCACAGGTTTTATGGCCATCTCTTGTTTCTCTACTCCTTTTCCCCTTC

CAGAAGTTTCGGTCGAGTCCCAACCTACCGAGTACTTACCCACCGATACGTCGGGAGTGGACGGTGGACACAGTACCCTTCATCGGTGGTGTCCAAAATACCGGTAGAGAACAAAGAGATGAGGAAAAGGGGAAG

@~ __________Pg

CSF1R-201 >

CSF1R-201

ATTCAACAAATATTTGAACACCTACCGTGTTCTGGGAGTGTGGAGGGCAAAGATGGGCAGCTCATAATCTGGTGGAGATATGCATCAATGAAATCACCACCCAGTGTGTGTAAAAGATCAACCAAGATCTGTGCC

TAAGTTGTTTATAAACTTGTGGATGGCACAAGACCCTCACACCTCCCGTTTCTACCCGTCGAGTATTAGACCACCTCTATACGTAGTTACTTTAGTGGTGGGTCACACACATTTTCTAGTTGGTTCTAGACACGG

L ____________________Pg

CSF1R-201 >

CSF1R-201

TGGAGCCCTAGTAAGAGATGGGCAGATGTGGCCGGGTGCAGTGGCTCATGCCTGTAATCCCAGCACTTTGGGAGGCTGAGGCGGGCAGATCACCTGAGGATGGGAGTTCGAGACCAGCCTTACCAACAAGGTGAA
N 1 N 1 M 1 N 1 N 1 M 1 N 1 N 1 M 1 M 1 N 1 M 1 N 1 .

t T t T + T t T t T + T t T t T t T t T t T t T t T t
ACCTCGGGATCATTCTCTACCCGTCTACACCGGCCCACGTCACCGAGTACGGACATTAGGGTCGTGAAACCCTCCGACTCCGCCCGTCTAGTGGACTCCTACCCTCAAGCTCTGGTCGGAATGGTTGTTCCACTT

- ___________________PJ

CSF1R-201 >

CSF1R-201

52,920

53,055

53,190

53,325

53,460

53,595

53,730

53,865

54,000

54,135



ACCCCGTCTCTATTAAATATACAAAATTAGCCGGGCGTGGTGGCGCATGCCTATAATCCCAGCTACTCGGGAGGCTGAGGCGGGAGAATTGCTTGAACCCAGGAGGCAGAGGTTGCTGTGAGCTGAGATCACACC
1 M 1 " 1 M 1 " 1 M 1 M 1 M 1 " 1 M 1 M 1 " 1 M 1 M 1

T T T T
TGGGGCAGAGATAATTTATATGTTTTAATCGGCCCGCACCACCGCGTACGGATATTAGGGTCGATGAGCCCTCCGACTCCGCCCTCTTAACGAACTTGGGTCCTCCGTCTCCAACGACACTCGACTCTAGTGTGG

T T —~>

CSF1R-201 >

CSF1R-201

ATTGCACTCCAGCCTGGGCAACAAGAATGAAACTCCGTCTCAAAAAAAAAGAGAGATGGCTCTGTTGTCCTGTTGCTGTGATTCCTGGAAGCCATCCAGAACAGAGCCATCCAACAGACAGAGCCACATGGGGAA

TAACGTGAGGTCGGACCCGTTGTTCTTACTTTGAGGCAGAGTTTTTTTTTCTCTCTACCGAGACAACAGGACAACGACACTAAGGACCTTCGGTAGGTCTTGTCTCGGTAGGTTGTCTGTCTCGGTGTACCCCTT

I R >

CSF1R-201 >

CSF1R-201

CCAAAGAGAGGAAGTGGGGAGATTCATGTCACACATGAGTCAGGGTTAGAGGTGGAGCCTGGACTAGAATCCTGCTCTCTTGACTTCCAGTCCAGGAGTCACCCAAGCCACACTGCTGTCCTGGAGGTCTCTGTC
1 M 1 N 1 N 1 M 1 . 1 M 1 M 1 M 1 N 1 M 1 N 1 N 1 N 1

T ¥ T ¥ T . T . T . T . T ¥ T . T . T ¥ T ¥ T ¥ T ¥ T
GGTTTCTCTCCTTCACCCCTCTAAGTACAGTGTGTACTCAGTCCCAATCTCCACCTCGGACCTGATCTTAGGACGAGAGAACTGAAGGTCAGGTCCTCAGTGGGTTCGGTGTGACGACAGGACCTCCAGAGACAG

= S >

CSF1R-201 >

L L L

CSF1R-201

TCAGGGGCTTGTGGGGTCAGGACAGGATCAGAACAAGAAGGGTGTACACTGCGCCCTCATCCTAGATACTGTCAGCTGCCACGCCTGGGGAGGCAAAAGAGAAGGAGGCCATCTCTTCACCCAGGGCCTTAAAAA
N 1 N 1 M 1 N 1 M 1 N 1 N 1 M 1 M 1 N 1 N 1 N 1 N 1 N

t T t T t T t T t T t T t T t T t T t T t T t T t T t
AGTCCCCGAACACCCCAGTCCTGTCCTAGTCTTGTTCTTCCCACATGTGACGCGGGAGTAGGATCTATGACAGTCGACGGTGCGGACCCCTCCGTTTTCTCTTCCTCCGGTAGAGAAGTGGGTCCCGGAATTTTT

@ ______________________pg

CSF1R-201 >

CSF1R-201

TGGGGGCCTGGCAGCATCACTTCCTCTTCTGATTCCCTGACACTTCTATGAGGGTGGCACACACTAGGCCTCTGAAGATCAGATCAAAATGAGCACCAAAGGAAAGTATTAGCTTCCATCTTCAAATACGCAGAT
1 N 1 L 1 M 1 L 1 L 1 L 1 M 1 L 1 M 1 N 1 M 1 L 1 L 1

T T T T t T y T t T y T t T
ACCCCCGGACCGTCGTAGTGAAGGAGAAGACTAAGGGACTGTGAAGATACTCCCACCGTGTGTGATCCGGAGACTTCTAGTCTAGTTTTACTCGTGGTTTCCTTTCATAATCGAAGGTAGAAGTTTATGCGTCTA

CSFIR-201 >

CSF1R-201

GGGGAAAGTATTCCCAGAGTGGGTAATTTCGAGGGCAAATGGCCTGTAAACCAACTCTGTCAAAGGATTCCAGGCTGTTAACGGAAGCATAGTTTCTACAAGGGAGCGGAAGGTTTTTTCGGTTTCTCCTTCTGG

CCCCTTTCATAAGGGTCTCACCCATTAAAGCTCCCGTTTACCGGACATTTGGTTGAGACAGTTTCCTAAGGTCCGACAATTGCCTTCGTATCAAAGATGTTCCCTCGCCTTCCAAAAAAGCCAAAGAGGAAGACC

I S >

CSFIR-201 >
_____________________________________________________________________________________________________________ >
CSF1R-201

GAACACTAGAATATGGACATTGTCAAGGTACACATCTCTAGCGCAGAGGGGACAGGAGGGAGAGAGAAATCCTATCTGGCTGGAACGTTAGGAGCAGTAGTGCTTCAGTCTACAGTAGTGCTTCTCAAATTCTCT

CTTGTGATCTTATACCTGTAACAGTTCCATGTGTAGAGATCGCGTCTCCCCTGTCCTCCCTCTCTCTTTAGGATAGACCGACCTTGCAATCCTCGTCATCACGAAGTCAGATGTCATCACGAAGAGTTTAAGAGA

_____________________________________________________________@=_________________pJ

CSF1R-201 >

CSF1R-201

ACCCCAAGTGTGCTCTCATAGGCATCTCTTGAGGACTGTTGGAAGTGCACCACCTCAGGCCCATCCACCCAGGCCTGCTGATTCAAAATCTGCATTGCAGAGATTCCCGGGGTGATTTATCTGCACATGAGTTGC
N 1 N 1 M 1 N 1 N 1 M 1 N 1 N 1 N 1 M 1 M 1 N 1 N 1 N

t T t T t T t T t T t T t T t T t T t T t T t T t T t
TGGGGTTCACACGAGAGTATCCGTAGAGAACTCCTGACAACCTTCACGTGGTGGAGTCCGGGTAGGTGGGTCCGGACGACTAAGTTTTAGACGTAACGTCTCTAAGGGCCCCACTAAATAGACGTGTACTCAACG

I >

CSFIR201 >

CSF1R-201

AGCGTAAGCAGCACTGCTCTAGACCAGTGGGCCTCAGCTTAGGCTGTACTTTGTGATCACCTGGGGAGATTTAAATCTGTGAATGACTGTTTTGTCCCTAGAGTTTCTGAAGTATTAGTAATTAGCCTGATCCTA
1 N 1 M 1 N 1 M 1 M 1 N 1 M 1 M 1 M 1 N 1 N 1 i 1 N 1

T T T T T T T T T T T T T T T T T T T T T T T T T T T
TCGCATTCGTCGTGACGAGATCTGGTCACCCGGAGTCGAATCCGACATGAAACACTAGTGGACCCCTCTAAATTTAGACACTTACTGACAAAACAGGGATCTCAAAGACTTCATAATCATTAATCGGACTAGGAT

I R >

CSF1R-201 >

.-----------------------------------------------------.-----------------------------------------------------.>

CSF1R-201

AAAGCTCCCGAAGTGATTTTAATGTGAAGCCAGGGGTGTGAGGCACTGTCCAGAGAAGAGAGGGCACAAGGGGCCCTAGAATATGCCCCAATTCTAGTAGGGCTGTTATGGGGAAGAGGACTCCAACTTCTCTGT
M 1 N 1 M 1 N 1 N 1 N 1 N 1 N 1 N 1 M 1 N 1 N 1 N 1 M

t T t T t T t T t T t T t T t T t T t T t T t T t T t
TTTCGAGGGCTTCACTAAAATTACACTTCGGTCCCCACACTCCGTGACAGGTCTCTTCTCTCCCGTGTTCCCCGGGATCTTATACGGGGTTAAGATCATCCCGACAATACCCCTTCTCCTGAGGTTGAAGAGACA

I ———————m—————————>

CSF1R-201 >

CSF1R-201

GGCCCTTGAGGGTAGAGCAGGGGCTAGGAGGAAAATCTCAGGGGTAGATTGGCATTAGGAACAGTGAAGAACTTTCTCACAGGCAGAGCTGCCCAAAACCAGAATGGGTTGTAAGCTCCCTCACCGGGGACAGCC
1 M 1 L 1 L 1 N 1 L 1 N 1 L 1 N 1 L 1 L 1 M 1 L 1 N 1

T T T T t T y T t T y T ¥ T
CCGGGAACTCCCATCTCGTCCCCGATCCTCCTTTTAGAGTCCCCATCTAACCGTAATCCTTGTCACTTCTTGAAAGAGTGTCCGTCTCGACGGGTTTTGGTCTTACCCAACATTCGAGGGAGTGGCCCCTGTCGG

CSF1R-201 >

CSF1R-201

54,270

54,405

54,540

54,675

54,810

54,945

55,080

55,215

55,350

55,485

55,620



GAGCAGAGACCAATGCTCACTCAGATGGAGTGTGGCAGGAGGGTTTCTTATCAGAAAGGGAGGTTCCAGTTGACCATGGGGTGGTGGGTGGTCAAGGCCTGAGCTGAGCAGTGCAGTGATGATGAGTGACCTCTG
M 1 M 1 i 1 " 1 M 1 i 1 " 1 M 1 " 1 " 1 M 1 N 1 M 1 M

+ T T t T + T t
CTCGTCTCTGGTTACGAGTGAGTCTACCTCACACCGTCCTCCCAAAGAATAGTCTTTCCCTCCAAGGTCAACTGGTACCCCACCACCCACCAGTTCCGGACTCGACTCGTCACGTCACTACTACTCACTGGAGAC

T T —~>

CSF1R-201 >

CSF1R-201

CCCCCCAACCCTCTCTCCTATGTAGGGACAGTGGCTTCTCCAGCCAGGGTGTGGACACCTATGTGGAGATGAGGCCTGTCTCCACTTCTTCAAATGACTCCTTCTCTGAGCAAGGTGAGGAGGTCCCAGGGCCAG

GGGGGGTTGGGAGAGAGGATACATCCCTGTCACCGAAGAGGTCGGTCCCACACCTGTGGATACACCTCTACTCCGGACAGAGGTGAAGAAGTTTACTGAGGAAGAGACTCGTTCCACTCCTCCAGGGTCCCGGTC

I R >

CSF1R-201 >
L L L 715 L L L 720 L L L 725 L L L 730 L L L 735 L L L 740
D S G F S S Q G V. D T ¥ V. E M R P \ S T 8 8 N D s F S E Q
--------------------- ENSE00003582642 B D
CSF1R-201

GCCCCATTTGCTTGATAACAAGGGAAAAGGAGAAGGGGCTGCTGGGGTGAGGGGTGGGGAGTGTGGCAGGGCTGCCCTGACGCCTCTTCCCACCCTAGACCTGGACAAGGAGGATGGACGGCCCCTGGAGCTCCG
N 1 N 1 N 1 N 1 N 1 M 1 N 1 N 1 M 1 N 1 X 1 M 1 N 1 N
t T t T t T t T t T t T t T t T t T t T t T t T t T t

CGGGGTAAACGAACTATTGTTCCCTTTTCCTCTTCCCCGACGACCCCACTCCCCACCCCTCACACCGTCCCGACGGGACTGCGGAGAAGGGTGGGATCTGGACCTGTTCCTCCTACCTGCCGGGGACCTCGAGGC

I R >

CSF1R-201 >
s s s s 745 s s s 750 s s
D L D K E D G R P L E L R
------------------------------------------------------------------------------- ENSE00003499486 >
CSF1R-201

GGACCTGCTTCACTTCTCCAGCCAAGTAGCCCAGGGCATGGCCTTCCTCGCTTCCAAGAATGTGAGTAGGAACCTGGCCCTGGCTCATAGCCACCCAGGTCTGTGCTCCGGGGAGGCTGGATGAGTGACGATGGG

CCTGGACGAAGTGAAGAGGTCGGTTCATCGGGTCCCGTACCGGAAGGAGCGAAGGTTCTTACACTCATCCTTGGACCGGGACCGAGTATCGGTGGGTCCAGACACGAGGCCCCTCCGACCTACTCACTGCTACCC

@ ______________________pg

CSF1R-201 >
L 755 s L L 760 L L s 765 L L s 770, s s
D L L H ¥ S |3 Q \4 A Q G M A F L A S K N
] ENSE00003499486 R el >
CSF1R-201

GAGGAGGAAACGGGAGCCTGTGAGGGGGTAGGGGAGGAGACAGAGTATGAGAGAGTCATTTGGGCAGCAGCTGCAAGGATGAGTGGGAGAAAGCTGTGCCCAGGGCTGGAGCTCTGGGGCTGGGCACCTGTGTCC

CTCCTCCTTTGCCCTCGGACACTCCCCCATCCCCTCCTCTGTCTCATACTCTCTCAGTAAACCCGTCGTCGACGTTCCTACTCACCCTCTTTCGACACGGGTCCCGACCTCGAGACCCCGACCCGTGGACACAGG

=== _______________________pg

CSF1R-201 >

CSF1R-201

CCAGCGTGAAGATGAGGAAGGGTACCAGGCTTTCTTCATTCGTTTTTACTAAATAGTGTATGAGAGACAACAGTTGTCTCTGCTCATAAAGCACGCGGTCTGGTGGGGATGATAACGGAAGCTTCCTCAGAATTT

GGTCGCACTTCTACTCCTTCCCATGGTCCGAAAGAAGTAAGCAAAAATGATTTATCACATACTCTCTGTTGTCAACAGAGACGAGTATTTCGTGCGCCAGACCACCCCTACTATTGCCTTCGAAGGAGTCTTAAA

= R >

CSFIR-201 >

CSF1R-201

TGGGGATATTAGATAACGTATAAAGTGCGCTCGGCCTAGGAAGAAGTGCCAGGGAATGGGAGCTCTTGCCATCTTCCTTAGAACAGATTCGGGAGTCAGTGGTTTGATTGTTGGCTCTGCCACCTGCTCCGTGAC

ACCCCTATAATCTATTGCATATTTCACGCGAGCCGGATCCTTCTTCACGGTCCCTTACCCTCGAGAACGGTAGAAGGAATCTTGTCTAAGCCCTCAGTCACCAAACTAACAACCGAGACGGTGGACGAGGCACTG

_______________________________________________________________oo==______________________________pg

CSF1R-201 >

CSF1R-201

TTTAAGCAACTATTTAAATTCTGTGCCTCAGTTTCTACACCTATAAAAATGGGCATAACGATTGTTGAAAAGAAAAAGGGTTCAATGTGTGCAGAGTTTAGGGAAGGGCCTGGCAGATAGCAGCTGCTATGATCA

AAATTCGTTGATAAATTTAAGACACGGAGTCAAAGATGTGGATATTTTTACCCGTATTGCTAACAACTTTTCTTTTTCCCAAGTTACACACGTCTCAAATCCCTTCCCGGACCGTCTATCGTCGACGATACTAGT

_______________________________________________________________©=== __________________________pg

CSF1R-201 >

CSF1R-201

GAAGTAACGGTAGGGTTTGGAGACTGCTCTCTGCACGGAAGCCCTTCGCTTCTGGGGCCTGAGCAGACCAGTCAGAGGACAAAGGGTGAGAAGGGCCATGGCTGCTCAGGGTAATGGGGGTTTCTAAGCATTAAA

CTTCATTGCCATCCCAAACCTCTGACGAGAGACGTGCCTTCGGGAAGCGAAGACCCCGGACTCGTCTGGTCAGTCTCCTGTTTCCCACTCTTCCCGGTACCGACGAGTCCCATTACCCCCAAAGATTCGTAATTT

I - >

CSF1R-201 >

CSF1R-201

TGATCAGATCACGATACACATTCTCAGATCCTGGGCCCTGGTAGAAGGTATAGACAAGGGTTTGTGGTAAAGGACCAAAACTGTTGTTCACTCCAGCAGGGACTCCAAAGCCATGTGGGGCCCTCCCTGCCATCC
1 M 1 . 1 N 1 M 1 X 1 N 1 N 1 . 1 N 1 M 1 N 1 N 1 M 1

T ¥ T ¥ T r T . T . T . T ¥ T . T . T ¥ T ¥ T ¥ T ¥ T
ACTAGTCTAGTGCTATGTGTAAGAGTCTAGGACCCGGGACCATCTTCCATATCTGTTCCCAAACACCATTTCCTGGTTTTGACAACAAGTGAGGTCGTCCCTGAGGTTTCGGTACACCCCGGGAGGGACGGTAGG

= >

CSF1R-201 >

I N e T

CSF1R-201

TCCTCACCTCAGGCTCAGGTAGGAGAAGGCCCAAGACTAACCCTGCAGTGCTTTCCCTCAGTGCATCCACCGGGACGTGGCAGCGCGTAACGTGCTGTTGACCAATGGTCATGTGGCCAAGATTGGGGACTTCGG
M 1 M 1 M 1 N 1 N 1 M 1 N 1 N 1 M 1 N 1 N 1 N 1 N 1 M

t T t T t T t T t T t T t T t T t T t T t T t T t T t
AGGAGTGGAGTCCGAGTCCATCCTCTTCCGGGTTCTGATTGGGACGTCACGAAAGGGAGTCACGTAGGTGGCCCTGCACCGTCGCGCATTGCACGACAACTGGTTACCAGTACACCGGTTCTAACCCCTGAAGCC

___________________________________________________________@=______________________pJ

CSFiR-201 >
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------------------------------------------------- ENSE00003511616 >

CSF1R-201

55,755

55,800

56,025

56,160

56,295

56,430

56,565

56,700

56,835

56,970

57,105



GCTGGCTAGGGACATCATGAATGACTCCAACTACATTGTCAAGGGCAATGTAAGTGCTGGGAGGGCTTGGGCCAGGCTGGGGAGGGGGTGAAGAGTCGGGGCCCAAAATAACTGGGGACTGTCATCCCAGGCCCG
I M 1 M 1 M 1 M 1 M 1 M I M 1 M 1 M I M 1 M 1 " 1 M 1

T T T T
CGACCGATCCCTGTAGTACTTACTGAGGTTGATGTAACAGTTCCCGTTACATTCACGACCCTCCCGAACCCGGTCCGACCCCTCCCCCACTTCTCAGCCCCGGGTTTTATTGACCCCTGACAGTAGGGTCCGGGC

T T —~>

CSFIR-201
, 800 ., ., ., 805 , ., ., ., 80 , , ,
L A R D I M N D S N Y I V K G N
ENSE00003511616 [ e e e e
CSF1R-201

CCTGCCTGTGAAGTGGATGGCCCCAGAGAGCATCTTTGACTGTGTCTACACGGTTCAGAGCGACGTCTGGTCCTATGGCATCCTCCTCTGGGAGATCTTCTCACTTGGTGAGCCACTGGGCCCACTCCAGGCAGA
N 1 N 1 N 1 M 1 M 1 M 1 N 1 . 1 M 1 N 1 M 1 N 1 N 1 N
t T t T t T t T t T t T t T t T t T t T t T t T t T t

GGACGGACACTTCACCTACCGGGGTCTCTCGTAGAAACTGACACAGATGTGCCAAGTCTCGCTGCAGACCAGGATACCGTAGGAGGAGACCCTCTAGAAGAGTGAACCACTCGGTGACCCGGGTGAGGTCCGTCT

I . - >

CSF1R-201 >
L L L 820 L L L 825 L L L 830 L L L 835 L L L 840 L L L 845 L L L 850
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CSF1R-201

GCCTGGGGCTGGCTCCTCTGGTTGCCCCACTGGTGGACAAAGCTGTTTGGTGCCCAGGACACAGCGAGGGTTGGTGAGAGTGCAGGAATGGGCAAGGGCTCTCGAAACCCAGCATCGTGGCTCCTGCGGGACTCG

CGGACCCCGACCGAGGAGACCAACGGGGTGACCACCTGTTTCGACAAACCACGGGTCCTGTGTCGCTCCCAACCACTCTCACGTCCTTACCCGTTCCCGAGAGCTTTGGGTCGTAGCACCGAGGACGCCCTGAGC

I . >

CSF1R-201 >

CSF1R-201

GCAGACCCTCTGCCCCTGACAGGCGCTCCTTTCTGGCTCTTCCCTCGTTTGTCTCTGCTCAGTTGCTGTTACCTGTTACCCTCCTTTGTCACTGTTTCCCTCCTTTGTCTGAAATCTACAGACCCTTGAAGATGC
i 1 N 1 M 1 N 1 M 1 M 1 N 1 N 1 M 1 M 1 M 1 M 1 N 1 N

t T t T t T t T t T t T t T t T t T t T t T t T t T t
CGTCTGGGAGACGGGGACTGTCCGCGAGGAAAGACCGAGAAGGGAGCAAACAGAGACGAGTCAACGACAATGGACAATGGGAGGAAACAGTGACAAAGGGAGGAAACAGACTTTAGATGTCTGGGAACTTCTACG

I S >

CSF1R-201 >

CSF1R-201

AGCTCTCTACTACTAGGCTCTAGTAGAAAGAACTGCTATTTCCCGAGGACTAGGCACAAGGACTTGTACTCAGTTCTTAAATACGCTGCTCCTATACCCTCATAACCACCTGACTGTCCACACTTTAACGATACA
1 M 1 N 1 N 1 M 1 N 1 N 1 M 1 . 1 M 1 M 1 N 1 X 1 M 1

T T T T T T T T T T T T T T T T T T T T T T T T T T T
TCGAGAGATGATGATCCGAGATCATCTTTCTTGACGATAAAGGGCTCCTGATCCGTGTTCCTGAACATGAGTCAAGAATTTATGCGACGAGGATATGGGAGTATTGGTGGACTGACAGGTGTGAAATTGCTATGT

= - S >

CSF1R-201 >

.-----------------------------------------------------.-----------------------------------------------------.>

CSF1R-201

CAGCTGAAGCTTTGGTCTGATTCCAAAGCCTGTGCAAGAATGTTTGGTGTGATAAGGCCTGGATAGAGGCTCACACCTTCCTAAAGCCTAAGCCTGCCACACACTGGCTGGCACACAGGAAGCACCGGGTAAGAG
M 1 N 1 N 1 N 1 M 1 N 1 N 1 N 1 N 1 M 1 M 1 N 1 N 1 N

t T t T t T t T t T t T t T t T t T t T t T t T t T t
GTCGACTTCGAAACCAGACTAAGGTTTCGGACACGTTCTTACAAACCACACTATTCCGGACCTATCTCCGAGTGTGGAAGGATTTCGGATTCGGACGGTGTGTGACCGACCGTGTGTCCTTCGTGGCCCATTCTC

I ————m— —————————

CSF1R-201 >

CSF1R-201

TAGCTGCTGTTGCAGTGTTGTCAAGTGGGACCCTTTAAACCCAGTCTAAGATGTGTGTGGGTGTGCGGGAATGGGGAGAAGACAATGGGCATGGCCTCTTACCTGATCTTGGCCTTTGCAGGGCTGAATCCCTAC
1 M 1 N 1 . 1 M 1 N 1 N 1 N 1 . 1 N 1 M 1 M 1 N 1 M 1

T T T T T T T T T T T T T T
ATCGACGACAACGTCACAACAGTTCACCCTGGGAAATTTGGGTCAGATTCTACACACACCCACACGCCCTTACCCCTCTTCTGTTACCCGTACCGGAGAATGGACTAGAACCGGAAACGTCCCGACTTAGGGATG

=== ______________________pg

CSF1R-201 >

CSF1R-201

CCTGGCATCCTGGTGAACAGCAAGTTCTATAAACTGGTGAAGGATGGATACCAAATGGCCCAGCCTGCATTTGCCCCAAAGAATATGTAAGCGAAGGGATCCCAGGGAGGGAAAAGGACACCCCAGGCTTTCGCT

GGACCGTAGGACCACTTGTCGTTCAAGATATTTGACCACTTCCTACCTATGGTTTACCGGGTCGGACGTAAACGGGGTTTCTTATACATTCGCTTCCCTAGGGTCCCTCCCTTTTCCTGTGGGGTCCGAAAGCGA

I - >

CSF1R-201 >
L L L 860 L L L 865 L L L 870 L L L 875 L L L 880 L L L 885
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CSF1R-201

GGAAAGGGATGGAAGGCCGTGTGGCCCTGATCTTTCCCTGTCCAAAATGTTCCAGGGTCAGACTTTATCTCTCCCATAGTGGACACAACAAGCCCCTTTTGAGTTCAAGCTATGGGGGATGTTCTCAGAGAAGCA
1 1 1 1 1 1 1 1 1 1 1 1 1 1

T + T + T + T + T + T + T + T + T + T + T + T + T + T
CCTTTCCCTACCTTCCGGCACACCGGGACTAGAAAGGGACAGGTTTTACAAGGTCCCAGTCTGAAATAGAGAGGGTATCACCTGTGTTGTTCGGGGAAAACTCAAGTTCGATACCCCCTACAAGAGTCTCTTCGT

CSF1R-201 >

CSF1R-201

GCTGTTCACTAGGGCTGGTCCTAACCGACCACTTTTCCTTTTTTTTTTTTTTTTTTTTTGAGACAGCATCTTGCTCTGTAGCCCGGGCTGGAGCGCAGTGATGTGTGCAATCATAGCTCACTGCAGCCTCAATCT
M 1 N 1 M 1 M 1 M 1 M 1 N 1 M 1 M 1 N 1 N 1 N 1 N 1 M
t T t T t T t T t T t T t T t T t T t T t T t T t T t

CGACAAGTGATCCCGACCAGGATTGGCTGGTGAAAAGGAAAAAAAAAAAAAAAAAAAAACTCTGTCGTAGAACGAGACATCGGGCCCGACCTCGCGTCACTACACACGTTAGTATCGAGTGACGTCGGAGTTAGA

_____________________________________________________________@=_________________________Ppg

CSF1R-201 >

CSF1R-201

TCAGGGCTCAAGCAATCCTTTGGCCTCAGCCTCCCAAACAGCTGGGACTACAGGTGTGCACCACCAAGCCCAGCTATTTTTAAAAAATTTTTTAGTAGAGATGGGATCTCACTATGTTGTCCAGGCTGGTCTGGA
1 1 1 1 1 1 1 1 1 1 1 1 1 1

T T
AGTCCCGAGTTCGTTAGGAAACCGGAGTCGGAGGGTTTGTCGACCCTGATGTCCACACGTGGTGGTTCGGGTCGATAAAAATTTTTTAAAAAATCATCTCTACCCTAGAGTGATACAACAGGTCCGACCAGACCT

CSF1R-201 >

I L e R

CSF1R-201

57,240

57,375

57,510

57,645

57,780

57,915

58,050

58,185

58,320

58,455

58,590



ACTCCTGGCCTTATGCAATCCTCCTGCATCAACCTCCCAAAGTGTTGGGATTACAGGAATGAGCCACTGCACCTGTCCCTAAACAGACTTTTAAGAGATCGTTATTACAGTTACCCTGAGGATACCAAAATGGCC
M 1 M 1 " 1 " 1 M 1 i 1 M 1 M 1 1 1 " 1 M 1 M 1 M 1 M

+ T t T t T + T t T t T + T t T t T + T t T t T + T t
TGAGGACCGGAATACGTTAGGAGGACGTAGTTGGAGGGTTTCACAACCCTAATGTCCTTACTCGGTGACGTGGACAGGGATTTGTCTGAAAATTCTCTAGCAATAATGTCAATGGGACTCCTATGGTTTTACCGG

T T —~>

CSF1R-201 >

CSF1R-201

TCATCTGTCAGAATGAGGGTGATGAGAGTACCCTTCTGCAAGGGTTACTGTGAGGATTAAATGGTAAAGCATGCCAAGGACTTGGCATAGGTTTTATACTAAACTTACTTTGACTGGGTTTGGGGACCTCTGCTG
1 N 1 M 1 N 1 N 1 M 1 N 1 N 1 : 1 N 1 N 1 M 1 N 1 N 1

T T T T T T T T T T T T T T T T T T T T T T T T T T T
AGTAGACAGTCTTACTCCCACTACTCTCATGGGAAGACGTTCCCAATGACACTCCTAATTTACCATTTCGTACGGTTCCTGAACCGTATCCAAAATATGATTTGAATGAAACTGACCCAAACCCCTGGAGACGAC

I e——S————————————

CSF1R-201 >

CSF1R-201

GGTAGGTCTCTCTAGGGGTGTGTGTTAATGGCCCCTGGACCCTAGGGAGCTGCCCATGGGCATCCTCTGTCCTATCTCCCAGATACAGCATCATGCAGGCCTGCTGGGCCTTGGAGCCCACCCACAGACCCACCT
M 1 N 1 N 1 M 1 M 1 N 1 M 1 M 1 N 1 M 1 M 1 N 1 M 1 M

+ T t T t T + T t T t T + T t T t T + T t T t T + T t
CCATCCAGAGAGATCCCCACACACAATTACCGGGGACCTGGGATCCCTCGACGGGTACCCGTAGGAGACAGGATAGAGGGTCTATGTCGTAGTACGTCCGGACGACCCGGAACCTCGGGTGGGTGTCTGGGTGGA

- _______________________pg

CSFIR-201 >
Y S 1 M Q A C W A L E P T H R P T
------------------------------------------------------------------ >

CSF1R-201

TCCAGCAGATCTGCTCCTTCCTTCAGGAGCAGGCCCAAGAGGACAGGAGAGAGCGGGTGAGTGGGGTGAGGCTTGGGGTGGGTGGCCGGTAAAGCACGTTGGGCTGGGCCTGATGGATCTGGACTGACAGTTTCT
1 N 1 M 1 M 1 N 1 N 1 N 1 N 1 M 1 M 1 N 1 M 1 M 1 N 1

T T T T T T T T T T T T T T T T T T T T T T T T T T T
AGGTCGTCTAGACGAGGAAGGAAGTCCTCGTCCGGGTTCTCCTGTCCTCTCTCGCCCACTCACCCCACTCCGAACCCCACCCACCGGCCATTTCGTGCAACCCGACCCGGACTACCTAGACCTGACTGTCAAAGA

- ____________________pg

CSF1R-201 >
L, 905 ., ., 910 ., ., 915 ., ., ., 920
F Q Q I _C S F L Q E Q A Q E D R R _ E R
ENSEOO003647852 | >
CSF1R-201

GGTCCCTCCCACCCTCAGGACTATACCAATCTGCCGAGCAGCAGCAGAAGCGGTGGCAGCGGCAGCAGCAGCAGTGAGCTGGAGGAGGAGAGCTCTAGTGAGCACCTGACCTGCTGCGAGCAAGGGGATATCGCC
M 1 M 1 N 1 M 1 M 1 N 1 M 1 M 1 N 1 M 1 M 1 N 1 M 1 M

+ T t T t T + T t T t T + T t T t T + T t T t T + T t
CCAGGGAGGGTGGGAGTCCTGATATGGTTAGACGGCTCGTCGTCGTCTTCGCCACCGTCGCCGTCGTCGTCGTCACTCGACCTCCTCCTCTCGAGATCACTCGTGGACTGGACGACGCTCGTTCCCCTATAGCGG

I e——S————————————

CSFIR-201 >
L L L 925 L L L 930 . 1 L L 935 1 L L 940 L L L 945 L L L 950 . L L L 955 L 1 1 960
D Y T N L P S S S R S G G S G S S S S E L E E E S S S E H L T C C E Q G D I A
--------------- ENSE00003627546 >
CSF1R-201

CAGCCCTTGCTGCAGCCCAACAACTATCAGTTCTGCTGAGGAGTTGACGACAGGGAGTACCACTCTCCCCTCCCACAAACTTCAACTCCTCCATGGATGGGGCGACACGGGGAGAACATACAAACTCTGCCTTCG
1 1 1 3 1 M 1 1 1 " 1 M 1 1 1 M 1 M 1 1 1 M 1 M 1 1 1

T T T T T T T T T T T T T T T T T T T T T T T T T T T
GTCGGGAACGACGTCGGGTTGTTGATAGTCAAGACGACTCCTCAACTGCTGTCCCTCATGGTGAGAGGGGAGGGTGTTTGAAGTTGAGGAGGTACCTACCCCGCTGTGCCCCTCTTGTATGTTTGAGACGGAAGC

T . N S — —————,

CSF1R-201 >
L. ., 965 . ., ., 970 . .,
Q P L L Q PN N Y Q F_C &
ENSE00003627546
CSF1R-201

GTCATTTCACTCAACAGCTCGGCCCAGCTCTGAAACTTGGGAAGGTGAGGGATTCAGGGGAGGTCAGAGGATCCCACTTCCTGAGCATGGGCCATCACTGCCAGTCAGGGGCTGGGGGCTGAGCCCTCACCCCCC
" 1 M 1 M 1 M 1 M 1 M 1 M 1 M 1 M 1 " 1 " 1 M 1 M 1 M
t T t T t T t T t T t T t T t T t T t T t T t T t T t

CAGTAAAGTGAGTTGTCGAGCCGGGTCGAGACTTTGAACCCTTCCACTCCCTAAGTCCCCTCCAGTCTCCTAGGGTGAAGGACTCGTACCCGGTAGTGACGGTCAGTCCCCGACCCCCGACTCGGGAGTGGGGGG

T T —~>

CSF1R-201 >

CCTCCCCTACTGTTCTCATGGTGTTGGCCTCGTGTTTGCTATGCCAACTAGTAGAACCTTCTTTCCTAATCCCCTTATCTTCATGGAAATGGACTGACTTTATGCCTATGAAGTCCCCAGGAGCTACACTGATAC
1 N 1 M 1 M 1 M 1 + 1 M 1 M 1 M 1 M 1 M 1 M 1 M 1 M 1

T T T T T T T T T T T T T T T T T T T T T T T T T T T
GGAGGGGATGACAAGAGTACCACAACCGGAGCACAAACGATACGGTTGATCATCTTGGAAGAAAGGATTAGGGGAATAGAAGTACCTTTACCTGACTGAAATACGGATACTTCAGGGGTCCTCGATGTGACTATG

- _________________________pg

CSF1R-201 >

TGAGAAAACCAGGCTCTTTGGGGCTAGACAGACTGGCAGAGAGTGAGATCTCCCTCTCTGAGAGGAGCAGCAGATGCTCACAGACCACACTCAGCTCAGGCCCCTTGGAGCAGGATGGCTCCTCTAAGAATCTCA
M 1 M 1 " 1 " 1 M 1 " 1 " 1 M 1 M 1 M 1 M 1 i 1 " 1 M

+ T t T t T + T t T t T + T t T t T + T t T t T + T t
ACTCTTTTGGTCCGAGAAACCCCGATCTGTCTGACCGTCTCTCACTCTAGAGGGAGAGACTCTCCTCGTCGTCTACGAGTGTCTGGTGTGAGTCGAGTCCGGGGAACCTCGTCCTACCGAGGAGATTCTTAGAGT

T T —~>

CSF1R-201 >

CAGGACCTCTTAGTCTCTGCCCTATACGCCGCCTTCACTCCACAGCCTCACCCCTCCCACCCCCATACTGGTACTGCTGTAATGAGCCAAGTGGCAGCTAAAAGTTGGGGGTGTTCTGCCCAGTCCCGTCATTCT
1 M 1 M 1 M 1 N 1 + 1 M 1 N 1 M 1 M 1 N 1 M 1 M 1 N 1

T T T T T T T T T T T T T T T T T T T T T T T T T T T
GTCCTGGAGAATCAGAGACGGGATATGCGGCGGAAGTGAGGTGTCGGAGTGGGGAGGGTGGGGGTATGACCATGACGACATTACTCGGTTCACCGTCGATTTTCAACCCCCACAAGACGGGTCAGGGCAGTAAGA

CSF1R-201 >

GGGCTAGAAGGCAGGGGACCTTGGCATGTGGCTGGCCACACCAAGCAGGAAGCACAAACTCCCCCAAGCTGACTCATCCTAACTAACAGTCACGCCGTGGGATGTCTCTGTCCACATTAAACTAACAGCATTAAT
" 1 M 1 M 1 " 1 M 1 M 1 M 1 M 1 N 1 M 1 M 1 M 1 M 1 M

+ T t T t T + T t T t T + T t T t T + T t T t T + T t
CCCGATCTTCCGTCCCCTGGAACCGTACACCGACCGGTGTGGTTCGTCCTTCGTGTTTGAGGGGGTTCGACTGAGTAGGATTGATTGTCAGTGCGGCACCCTACAGAGACAGGTGTAATTTGATTGTCGTAATTA

T T —~>

CSFIR-201 >
GCAGTCA 3
60,082
CGTCAGT 5"

CSF1R-201

58,725

58,860

58,995

59,130

59,265

59,400

59,535

59,670

59,805

59,940

60,075



NN N N

Feature

CSF1R

/note

CSF1R-201

/note

CSF1R-205

/note
Y_RNA

/note

Y_RNA.26-201

/note

RPL7P1

/note

RPL7P1-201

/note

CSF1R-203

/note

CSF1R-210

/note

CSF1R-202

/note

CSF1R-201

b 21 segments = 2919 bp

/note
/translation

CSF1R-210

b 21 segments = 2919 bp

/note
/translation

CSF1R-209

F 6 segments = 921 bp

O
H#

Location Size Type

1 .. 60,082 60,082 bp o -+ gene

gene ENSG00000182578
Protein coding

1 .. 60,082 60,082 bp o —+ prim_transcript

primary transcript ENST00000286301
1 .. 33,321 33,321 bp [m] = prim_transcript

primary transcript ENST00000511344

14,867 .. 14,967 101 bp o = gene
gene ENSG00000199409
misc_RNA
14,867 .. 14,967 101 bp o = prim_transcript
primary transcript ENST00000362539
misc_RNA
18,325 .. 19,071 747 bp (=] - gene
gene ENSG00000214485
processed_pseudogene
18,325 .. 19,071 747 bp [m] - prim_transcript

primary transcript ENST00000468161
processed_pseudogene

26,783 .. 60,082 33,300 bp =] —+ prim_transcript

primary transcript ENST00000504875
Nonsense mediated decay

26,819 .. 60,078 33,260 bp o = prim_transcript

primary transcript ENST00000675795
26,819 .. 36,469 9651 bp o = prim_transcript

primary transcript ENST00000502660
Retained intron

26,946 .. 59,304 32,359 bp -] = CDSs

coding sequence ENSP00000286301

MGPGVLLLLLVATAWH, GQGIPVIEPSVPELVVKPGATVTLRCVGNGSVEWDGPPSPHWTLYSDGSSSILSTNNATFQNTGTYRCTEPGDPLGGSAAIHLYVK,DPARPWNVLAQEVVVFEDQDALLPCLLTDPVLEAGVSLV
RVRGRPLMRHTNYSFSPWHGFTIHRAKFIQSQDYQCSALMGGRKVMSISIRLKVQK,VIPGPPALTLVPAELVRIRGEAAQIVCSASSVDVNFDVFLQHNNTK,LAIPQQSDFHNNRYQKVLTLNLDQVDFQHAGNYSCVAS
NVQGKHSTSMFFRVV,ESAYLNLSSEQNLIQEVTVGEGLNLKVMVEAYPGLQGFNWTYLGPFSDHQPEPKLANATTKDTYR,HTFTLSLPRLKPSEAGRYSFLARNPGGWRALTFELTLR,YPPEVSVIWTFINGSGTLLCAASG
YPQPNVTWLQCSGHTDR,CDEAQVLQVWDDPYPEVLSQEPFHKVTVQSLLTVETLEHNQTYECRAHNSVGSGSWAFIPISA,GAHTHPPDEFLFTPVVVACMSIMALLLLLLLLLLYKYKQ ,KPKYQVRWKIIESYEGNSYTFI
DPTQLPYNEKWEFPRNNLQF, GKTLGAGAFGKVVEATAFGLGKEDAVLKVAVKMLK,STAHADEKEALMSELKIMSHLGQHENIVNLLGACTHG,GPVLVITEYCCYGDLLNFLRRKAEAMLGPSLSPGQDPEGGVDYKNIHL
EKKYVRR,DSGFSSQGVDTYVEMRPVSTSSNDSFSEQ,DLDKEDGRPLELRDLLHFSSQVAQGMAFLASKN,CIHRDVAARNVLLTNGHVAKIGDFGLARDIMNDSNYIVKGN,ARLPVKWMAPESIFDCVYTVQSDVWSYG
HANERFSI-26iY PY PRI ONGIGFYKLVKDGYQMAQPAFAPKNI, YSIMQACWALEPTHRPTFQQICSFLQEQAQEDRRER,DYTNLPSSSRSGGSGSSSSELEEESSSEHLTCCEQGDIAQPLLQPNNYQFC*

26,946 .. 59,304 32,359 bp m o CcDs

coding sequence ENSP00000501699

MGPGVLLLLLVATAWH, GQGIPVIEPSVPELVVKPGATVTLRCVGNGSVEWDGPPSPHWTLYSDGSSSILSTNNATFQNTGTYRCTEPGDPLGGSAAIHLYVK,DPARPWNVLAQEVVVFEDQDALLPCLLTDPVLEAGVSLV
RVRGRPLMRHTNYSFSPWHGFTIHRAKFIQSQDYQCSALMGGRKVMSISIRLKVQK,VIPGPPALTLVPAELVRIRGEAAQIVCSASSVDVNFDVFLQHNNTK,LAIPQQSDFHNNRYQKVLTLNLDQVDFQHAGNYSCVAS
NVQGKHSTSMFFRVV,ESAYLNLSSEQNLIQEVTVGEGLNLKVMVEAYPGLQGFNWTYLGPFSDHQPEPKLANATTKDTYR,HTFTLSLPRLKPSEAGRYSFLARNPGGWRALTFELTLR,YPPEVSVIWTFINGSGTLLCAASG
YPQPNVTWLQCSGHTDR,CDEAQVLQVWDDPYPEVLSQEPFHKVTVQSLLTVETLEHNQTYECRAHNSVGSGSWAFIPISA,GAHTHPPDEFLFTPVVVACMSIMALLLLLLLLLLYKYKQ ,KPKYQVRWKIIESYEGNSYTFI
DPTQLPYNEKWEFPRNNLQF, GKTLGAGAFGKVVEATAFGLGKEDAVLKVAVKMLK,STAHADEKEALMSELKIMSHLGQHENIVNLLGACTHG,GPVLVITEYCCYGDLLNFLRRKAEAMLGPSLSPGQDPEGGVDYKNIHL
EKKYVRR,DSGFSSQGVDTYVEMRPVSTSSNDSFSEQ,DLDKEDGRPLELRDLLHFSSQVAQGMAFLASKN,CIHRDVAARNVLLTNGHVAKIGDFGLARDIMNDSNYIVKGN,ARLPVKWMAPESIFDCVYTVQSDVWSYG
BHIAWERFR- 26ikl PY Pld WNPEF Y KLVKDGYQMAQPAFAPKNI,,YSIMQACWALEPTHRPTFQQICSFLQEQAQEDRRER,DYTNLPSSSRSGGSGSSSSELEEESSSEHLTCCEQGDIAQPLLQPNNYQFC*

26,946 .. 42,833 15,888 bp m —+ CcDS

/note = coding sequence ENSP00000445282
/translation = MGPGVLLLLLVATAWH,GQGIPVIEPSVPELVVKPGATVTLRCVGNGSVEWDGPPSPHWTLYSDGSSSILSTNNATFQNTGTYRCTEPGDPLGGSAAIHLYVK,DPARPWNVLAQEVVVFEDQDALLPCLLTDPVLEAGVSLV
RVRGRPLMRHTNYSFSPWHGFTIHRAKFIQSQDYQCSALMGGRKVMSISIRLKVQK, VIPGPPALTLVPAELVRIRGEAAQIVCSASSVDVNFDVFLQHNNTK,LAIPQQSDFHNNRYQKVLTLNLDQVDFQHAGNYSCVAS
BHYQ&KME BEMEFRVY3, QRSP SLCPA*
CSF1R-209 26,946 .. 42,833 15,888 bp =] d prim_transcript
/note = primary transcript ENST00000543093
CSF1R-205 33,174 .. 33,321 148 bp =] —+ CDS
/note = coding sequence ENSP00000421174
/translation = MRHTNYSFSPWHGFTIHRAKFIQSQDYQCSALMGGRKVMSISIRLKVQK
49 amino acids = 5.8 kDa
CSF1R-206 46,192 .. 53,595 7404 bp =] e prim_transcript
/note = primary transcript ENST00000513609
Retained intron
CSF1R-208 46,192 .. 53,595 7404 bp o —+ prim_transcript
/note = primary transcript ENST00000515239
CSF1R-207 51,705 .. 57,347 5643 bp o -+ prim_transcript
/note = primary transcript ENST00000515068
Nonsense mediated decay
Donor Template SNV -> REV 52,370 .. 52,469 100 bp =] = misc_feature
PAM 52,429 .. 52,431 3bp [m} H misc_feature
Protospacer Sequence 52,432 .. 52,451 20 bp ] L] misc_feature
SNV 52,439 .. 52,439 1bp =] = misc_feature
/note = REV=G
SNV =A
CSF1R-204 58,553 .. 59,535 983 bp =] —+ prim_transcript
/note = primary transcript ENST00000509861

Retained intron



Primer Length (=) Binding Sites Tm Date Added

1

PCR Forward 25-mer 51,970 .. 51,994 — 61°C Jun 14, 2022
/sequence = ACATTTCAACCTGTTGAAGCCTGGG
48% GC / 7657.0 Da
Donor Template SNV -> REV 100-mer (] 52,370 .. 52,469 - 81°C Jun 14, 2022
/sequence = CTGTCTTTGGGACTGTGGTTCTTCCTCCCAGCCACGGCCCATGCTGATGAGAAGGAGGCCCTCATGTCCGAGCTGAAGATCATGAGCCACCTGGGCCAGC
60% GC / 30,779.9 Da
gRNA Protospacer 20-mer 52,432 .. 52,451 — 50°C Jun 14, 2022
/sequence = TGATCTTCAGCTTGGACATG
45% GC / 6123.1 Da
Sanger Sequencing Primer 20-mer 52,494 .. 52,513 — 60°C Jun 14, 2022
/sequence = ACCTCCATGGGTACAGGCTC
60% GC / 6078.0 Da
PCR Reverse 25-mer 52,908 .. 52,932 — 64°C Jun 14, 2022
/sequence = CAGTGAAGAGGATGTGGGGCACTTG

56% GC / 7827.2 Da



