@ (15,380 .. 15,460) Donor Template WT -> SNV
(15,171 .. 15,190) PCR Forward gRNA Protospacer (15,414 .. 15,433)
(15,171 .. 15,190) Sanger Sequencing Primer\ (PCR Reverse (15,564 .. 15,583)

10,0001 i 20,000 30,000 40,000 50,000

PSEN2-202 >

A1t E- -1 P

PSEN2-202

Donor Template WT -> SNV

Protospacer Sequence

SNV

JIPSC1050_SnapgeneDNA_INK2S00029.2_PSEN2_N141I_SNVSNV
57,543 bp




AATTTTATGCAGAGCTCCTGGTGGCTCTGAAGCGCCCTAGGGAACAGACCAGGAACATTCTCATGGTGTTAGCTCACATTGGGCCATTAGTGCTCCTTTAATGTGAGAACAACCGGGAGGAGGAGGGGATGTGGA
1 " 1 M 1 M 1 " 1 M 1 i 1 " 1 M 1 M 1 M 1 M 1 M 1 " 1 M

I + T t T t T + T t T t T + T t T t T + T t T t T + T t
TTAAAATACGTCTCGAGGACCACCGAGACTTCGCGGGATCCCTTGTCTGGTCCTTGTAAGAGTACCACAATCGAGTGTAACCCGGTAATCACGAGGAAATTACACTCTTGTTGGCCCTCCTCCTCCCCTACACCT

T NN ——— >

CCCAAAACTACAAGAAAGAGTGTCCTCGAAGCCTATGTCCTACCGCCCCACGCTGCTGCCAGGCCCGCAGGAAGATGACAGGCCCGGCCTCCACTCCTTCTAAGGTCGTCGCTTAGTTCCGACGTCGGGATGACC
1 3 1 " 1 . 1 M 1 M 1 M 1 M 1 M 1 " 1 M 1 M 1 M 1 X 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
GGGTTTTGATGTTCTTTCTCACAGGAGCTTCGGATACAGGATGGCGGGGTGCGACGACGGTCCGGGCGTCCTTCTACTGTCCGGGCCGGAGGTGAGGAAGATTCCAGCAGCGAATCAAGGCTGCAGCCCTACTGG

I ———————————————— T ——

CTGTCATCCACGCGGCGTGAAGGCCACCCTCCCCGCGCGCCCGGGACTCCAGGTGGGGCCCCAGTGGACGAGGGAACGCGGCGTCGCCCACCGGGCGTGGCCTGGGCGGGCGTGGGGCGGGGCCTGGGCCGGLCGE
M 1 N 1 N 1 M 1 N 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 + T t T t T + T t
GACAGTAGGTGCGCCGCACTTCCGGTGGGAGGGGCGCGCGGGCCCTGAGGTCCACCCCGGGGTCACCTGCTCCCTTGCGCCGCAGCGGGTGGCCCGCACCGGACCCGCCCGCACCCCGCCCCGGACCCGGCCGCG

______________________________________________________________v=aw__________________________________Pg

CGGGTCCGGCCGGGCGCTCAGCCAGCTGCGTAAACTCCGCTGGAGCGCGGCGGCAGAGCAGGTGAGCGGGCGGTGCCGGGGGGTGCCCAGGCCAGGGCCCTGTCGCCTGCGGCGCTGAGGGCCCGGGGTGGGGCT
1 M 1 " 1 M 1 M 1 " 1 M 1 M 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
GCCCAGGCCGGCCCGCGAGTCGGTCGACGCATTTGAGGCGACCTCGCGCCGCCGTCTCGTCCACTCGCCCGCCACGGCCCCCCACGGGTCCGGTCCCGGGACAGCGGACGCCGCGACTCCCGGGCCCCACCCCGA

T NN R —————>

I PSEN2-202 >

GCGCCCTGAGGGCCCTGCCCTGCCCTCCGCACGCCTCTGGCCACGGTCCCTTCCCCGGCTGTGGGTCTGCGGCCCCTGCGTGCGCAGCGCTCCTGGCCTCTGCGGCCAGCGCGGGGGCGGAGAGAGGAGAGTGCC
M 1 M 1 N 1 M 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
CGCGGGACTCCCGGGACGGGACGGGAGGCGTGCGGAGACCGGTGCCAGGGAAGGGGCCGACACCCAGACGCCGGGGACGCACGCGTCGCGAGGACCGGAGACGCCGGTCGCGCCCCCGCCTCTCTCCTCTCACGG

________________________________________________________________n@3:______________________________Pg

PSEN2-202 >

CGGCAGGCGGCGGCTGGGCCGGCCCGGAACTGGGTCGTGGAAGGATCGCGGGGAGCGGCCCTCAGGCCTTCGGCCTCACTGCGTCCCCACTTCCCTGCGCCCGCCTGCCGCCGAGCCCCGGCTGGGGGTGGGCGC
1 M 1 M 1 M 1 M 1 " 1 M I M 1 " 1 M 1 M 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
GCCGTCCGCCGCCGACCCGGCCGGGCCTTGACCCAGCACCTTCCTAGCGCCCCTCGCCGGGAGTCCGGAAGCCGGAGTGACGCAGGGGTGAAGGGACGCGGGCGGACGGCGGCTCGGGGCCGACCCCCACCCGCG

T NN R —————>

PSEN2-202 >

GGCGCGAGCGGTTAAAGGGCCGGTGCATTTAAAGGAGCGGTGCACGTGGGTCTCTGAGGCGTGTAGCAGGCGGGGGCGTTTTGTTCTTCTTCTCTCTCGCCGGAGACCTCCGTTGCGCCGAGTCCATTCGGCCTC
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
CCGCGCTCGCCAATTTCCCGGCCACGTAAATTTCCTCGCCACGTGCACCCAGAGACTCCGCACATCGTCCGCCCCCGCAAAACAAGAAGAAGAGAGAGCGGCCTCTGGAGGCAACGCGGCTCAGGTAAGCCGGAG

________________________________________________________________n@3:______________________________Pg

PSEN2-202 >

TAGCACCGGGTCCTGGGCATGCTTTCCCCGGGAAGGAGGCGCGCGGGGGCTCTGCCCGCACGTGAGGGGCAGGGCCGCAGGCTCAAGCCTAGAGCCGGTTTCTGTTAGCAGCGGTGTTTGGCTGTTTTATCAGGC
1 M 1 " 1 " I M 1 M 1 M 1 M 1 " 1 " 1 M 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
ATCGTGGCCCAGGACCCGTACGAAAGGGGCCCTTCCTCCGCGCGCCCCCGAGACGGGCGTGCACTCCCCGTCCCGGCGTCCGAGTTCGGATCTCGGCCAAAGACAATCGTCGCCACAAACCGACAAAATAGTCCG

T NN R —————>

PSEN2-202 >

ATTTCCAGCAGTGAGGAGACAGCCAGAAGCAAGCTTTTGGAGCTGAAGGAACCTGAGACAGAAGCTAGTCCCCCCTCTGAATTTTACTGATGAAGAAACTGAGGCCACAGAGCTAAAGTGACTTTTCCCAAGGTC
+ t + t + } + t + t + } + t + t + } + t + t + } + t +
TAAAGGTCGTCACTCCTCTGTCGGTCTTCGTTCGAAAACCTCGACTTCCTTGGACTCTGTCTTCGATCAGGGGGGAGACTTAAAATGACTACTTCTTTGACTCCGGTGTCTCGATTTCACTGAAAAGGGTTCCAG

________________________________________________________________n@3:______________________________Pg

PSEN2-202 >

GCCCAGGTACGATATAGCAGAGCCAGGCTTCGACCCCAGTGTCCTGGCTTCTAGATCTGCTGTCCATCCCTCCGAGCAGACCTCACCCCTGTTTATTGCCTTAATAAGTATTCCCTTTGAAAGGTATGAACGGTG
1 M 1 " 1 M 1 " 1 " 1 M 1 M 1 3 1 M 1 M 1 3 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
CGGGTCCATGCTATATCGTCTCGGTCCGAAGCTGGGGTCACAGGACCGAAGATCTAGACGACAGGTAGGGAGGCTCGTCTGGAGTGGGGACAAATAACGGAATTATTCATAAGGGAAACTTTCCATACTTGCCAC

T NN R —————>

PSEN2-202 >

TTGAGTGAAGTAACTGCATCCCTATTTACAAATGGAGAACCTGAGAGCATTCCATAGAGACGATTGTAGACTAACTTAACTCAGAAGCGACAGCCTGGGGTTGCCAAGGCTGTCTACGAAGTAACTTGATTAGGA
+ t + t + } + t + t + } + t + t + } + t + t + } + t +
AACTCACTTCATTGACGTAGGGATAAATGTTTACCTCTTGGACTCTCGTAAGGTATCTCTGCTAACATCTGATTGAATTGAGTCTTCGCTGTCGGACCCCAACGGTTCCGACAGATGCTTCATTGAACTAATCCT

________________________________________________________________n@3:______________________________Pg

PSEN2-202 >

CCGACCCCAGCTTCCAGTAAGGAAGCCTCTGATGCCTCTGTAGCCAATTCTGCAGACACCTGAGCCTCCAAGGCCTTCAGCCAAGACCTTTGGCGGTAATTGGAGTCTCGGGATAAGCTGCTTCAGGTGTGTGAG
1 M 1 " 1 " I M 1 M 1 M I N 1 " 1 " 1 M 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
GGCTGGGGTCGAAGGTCATTCCTTCGGAGACTACGGAGACATCGGTTAAGACGTCTGTGGACTCGGAGGTTCCGGAAGTCGGTTCTGGAAACCGCCATTAACCTCAGAGCCCTATTCGACGAAGTCCACACACTC

T T ————-"' >

PSEN2-202 >

CCTCAGGTTCTTCTCTCCTGAATGTGGTTGTGGGCAGCCGGTGACTGGCGCAGGTGCAGAAGGGGCCTGGTTCTTGGCCCCACCTCAGAGCTGCGTCCTCACGACGCCCACGTTGAGCCTTGGGTTCCAGGGCAG
+ 1 M 1 M 1 M 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
GGAGTCCAAGAAGAGAGGACTTACACCAACACCCGTCGGCCACTGACCGCGTCCACGTCTTCCCCGGACCAAGAACCGGGGTGGAGTCTCGACGCAGGAGTGCTGCGGGTGCAACTCGGAACCCAAGGTCCCGTC

________________________________________________________________n@3:______________________________Pg

PSEN2-202 >

AGACTGGAGTGAGGGCTTGGGGGCATGTTGCTTTGAAGTGGGATGGATGTATCAGGTTTTTGGGGAAAACTCTGTACCCTTTGGTGTTGAAGTGCCCATGTGCCAAGTCTTGAGTCCAGCATGTTCACATGTGGG
1 " 1 " 1 M 1 M 1 " 1 M 1 M 1 " 1 M 1 M 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
TCTGACCTCACTCCCGAACCCCCGTACAACGAAACTTCACCCTACCTACATAGTCCAAAAACCCCTTTTGAGACATGGGAAACCACAACTTCACGGGTACACGGTTCAGAACTCAGGTCGTACAAGTGTACACCC

T T ————-"' >

PSENZ-202 >

GAGTGAGTGGCTTGTTCCTGTCTATTTGAAAGAGCAGCAAGGAGGAGGAGGAGCAAGGGCTAGGGGCTGCTGCTGGGGTGCCTGGAGCTGTGGTGCATAATGTCACACCTGTCTCCCCTCCGTAGCTGCTCACCG
+ t + t + } + t + t + } + t + t + } + t + t + } + t +
CTCACTCACCGAACAAGGACAGATAAACTTTCTCGTCGTTCCTCCTCCTCCTCGTTCCCGATCCCCGACGACGACCCCACGGACCTCGACACCACGTATTACAGTGTGGACAGAGGGGAGGCATCGACGAGTGGC

________________________________________________________________n@3:______________________________Pg

PSEN2-202 >

TCCCCCCAAGGGGGGTTTGCCTCTTGCCTACTTTGGCCTTTCTCTGTTATCGATGTTAATAATGACATATATCTCGCTTATGAGTTGGTCATAATAAAAAGCTATCTTGTACAGAATATTAGAATTTAAGATCTT
1 M 1 " 1 M 1 " 1 " 1 M 1 " 1 3 1 M 1 1 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
AGGGGGGTTCCCCCCAAACGGAGAACGGATGAAACCGGAAAGAGACAATAGCTACAATTATTACTGTATATAGAGCGAATACTCAACCAGTATTATTTTTCGATAGAACATGTCTTATAATCTTAAATTCTAGAA

T T ————-"' >

PSEN2-202 >

135

270

540

1080

1215

1350

1485

1620

1755

1890

2025

2160



AAGAATTTCAATGACACTGAAATAGTTTATTATTACCTTTTTACAGAAGAGGAAACAAGTTCAGGGAGTTAAGCAGCTAGTCCAGTTATGTGGCTTCAGTGCTTTAAGCACCAGGATTTGAACATAGCTGGCTAC

TTCTTAAAGTTACTGTGACTTTATCAAATAATAATGGAAAAATGTCTTCTCCTTTGTTCAAGTCCCTCAATTCGTCGATCAGGTCAATACACCGAAGTCACGAAATTCGTGGTCCTAAACTTGTATCGACCGATG

T NN R —————>
T —— >

ACTGTCTTTATCTCTTGAGTTTTTGCGCAGGAGGTTCCTGTATTCAACTCCTACCCGTGTCTCTCCACTACTGCTGGGAAAGTTTTGTGGAGTCCCCATGAGCAACTTCCTGACAAACAAACAAAATTTTTTTAA
1 1 1 1 1 1 1 1 1 1 1 1 1 1

T T
TGACAGAAATAGAGAACTCAAAAACGCGTCCTCCAAGGACATAAGTTGAGGATGGGCACAGAGAGGTGATGACGACCCTTTCAAAACACCTCAGGGGTACTCGTTGAAGGACTGTTTGTTTGTTTTAAAAAAATT

________________________________________________________________n@3:______________________________Pg
v _____________________________Ppg

AGAAACCAAAGCAGTGTGTGTAGGTCACATGCAGTGTGTCTAATGAAAACATCTCTGGCGGGTTTTCAGCTGTTGCTTTGACTTTCGGACACTGTTTAGTTGGGGACTGATAAGACAGCAAATATTTCTGCAAGT

TCTTTGGTTTCGTCACACACATCCAGTGTACGTCACACAGATTACTTTTGTAGAGACCGCCCAAAAGTCGACAACGAAACTGAAAGCCTGTGACAAATCAACCCCTGACTATTCTGTCGTTTATAAAGACGTTCA

T NN R —————>
T —— >

ATTCCCACCTGTTCTATTCCCAGCTGCCACAGCTGCGGAAAGGCGGGGGTGAGGCTGAGAGGCCCCGAGAGGAACATTTTCCACTGGGCTCCAATCCTGGAGATGGGATGACCATCATGTTAATGTCTGGAGAAA
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
TAAGGGTGGACAAGATAAGGGTCGACGGTGTCGACGCCTTTCCGCCCCCACTCCGACTCTCCGGGGCTCTCCTTGTAAAAGGTGACCCGAGGTTAGGACCTCTACCCTACTGGTAGTACAATTACAGACCTCTTT

________________________________________________________________n@3:______________________________Pg
v _____________________________Ppg

AGAATGATTTCAGGCTGGGTGCTGTGGCTCATGTCTGTAATCCCAGCACTTTGGGAGGCCGAGGTGGGTGGATCACCTGAGGTCGGAAGTTTGAGACCAGCCTGACCAACATGGAGAAACCCCATCTTTACTAAA

TCTTACTAAAGTCCGACCCACGACACCGAGTACAGACATTAGGGTCGTGAAACCCTCCGGCTCCACCCACCTAGTGGACTCCAGCCTTCAAACTCTGGTCGGACTGGTTGTACCTCTTTGGGGTAGAAATGATTT

T NN R —————>
T —— >

AATACAAAATTAGCCGGGCGTGGTGGCACATGCCTGTAATCCCAGCTACTCAGGAGGCTGAGGCAGGAGAATCGCTTGAACCCAGGAGGCGGAGGTTGCAGTGAGCCGAGATCGGGCCATGGCACTCCAGCCTGG
1 M 1 M 1 M 1 M 1 M 1 M 1 N 1 + 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 T T
TTATGTTTTAATCGGCCCGCACCACCGTGTACGGACATTAGGGTCGATGAGTCCTCCGACTCCGTCCTCTTAGCGAACTTGGGTCCTCCGCCTCCAACGTCACTCGGCTCTAGCCCGGTACCGTGAGGTCGGACC

________________________________________________________________n@3:______________________________Pg
v _____________________________Ppg

GCAACAAGAGCAAAACTCCATCTCAAAAAAAAAAAAATGGTTTCACATCAGTCCTCAGGAAAGATCAGATGTCAGTGAGGGAGATCATTTCTTGAGAGCCTCTTCACTGAGTGGGAGAATGGGCTGCTTGTTCAT

CGTTGTTCTCGTTTTGAGGTAGAGTTTTTTTTTTTTTACCAAAGTGTAGTCAGGAGTCCTTTCTAGTCTACAGTCACTCCCTCTAGTAAAGAACTCTCGGAGAAGTGACTCACCCTCTTACCCGACGAACAAGTA

T NN R —————>
T —— >

CTTTGTGAAAATTCTAGAACGGGAAGAACAATTCAAAGGGTGTCCACCATTCTGCTGTACCTTAACCAGAAACTTACTGGACTCTTTTTAAAATAAAAGTAATTCATGTTTATTCTAGAAAATTAGGGAAAAAAA
1 1 1 1 1 1 1 1 1 1 1 1 1 1

T T
GAAACACTTTTAAGATCTTGCCCTTCTTGTTAAGTTTCCCACAGGTGGTAAGACGACATGGAATTGGTCTTTGAATGACCTGAGAAAAATTTTATTTTCATTAAGTACAAATAAGATCTTTTAATCCCTTTTTTT

________________________________________________________________n@3:______________________________Pg
v _____________________________Ppg

ATTTTTTTTGAGATGGAGTTTCACTCTTGTTGCCCAGGCTGGAGTGCGATGGTATGATCTCAGCTAACTGCAACCTCTGCTTGCCGGGTTCTAGCGACTCTCCTGCCTCAGCCTCCTGGGTAGCTGGGATTACAG

TAAAAAAAACTCTACCTCAAAGTGAGAACAACGGGTCCGACCTCACGCTACCATACTAGAGTCGATTGACGTTGGAGACGAACGGCCCAAGATCGCTGAGAGGACGGAGTCGGAGGACCCATCGACCCTAATGTC

T NN R —————>
T —— >

GTGCCTGCCACCACTCCCAGCTAATTTTTGTATTTTTATTAGAGGCGGGGTTTCACCATGTTGGCCAGGCTGGTCTCAAACTCCTGACCTCAGGTGATCCGCCAACCTTGGCCTCCCAAAATGCTGGTATTACAA
1 N 1 M 1 M 1 M 1 M 1 M 1 N 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
CACGGACGGTGGTGAGGGTCGATTAAAAACATAAAAATAATCTCCGCCCCAAAGTGGTACAACCGGTCCGACCAGAGTTTGAGGACTGGAGTCCACTAGGCGGTTGGAACCGGAGGGTTTTACGACCATAATGTT

________________________________________________________________n@3:______________________________Pg
v _____________________________Ppg

GCATAAGCCATTGCGCTGGGCTGAGATAACCACTCTTAACATGCATTTCCTTCCACACTGTTCACATATGCATATTTATCTATTAAAACAATAGAGGGAGGGAACCGTAGGTGAAGTTTGTGTATCCTGTTTTTT

CGTATTCGGTAACGCGACCCGACTCTATTGGTGAGAATTGTACGTAAAGGAAGGTGTGACAAGTGTATACGTATAAATAGATAATTTTGTTATCTCCCTCCCTTGGCATCCACTTCAAACACATAGGACAAAAAA

T T ————-"' >
T —— >

CTGTTATGCCTTCAGAATTTTCCTTTTATTGAGTACTCATGGAAAAGCAGATTTGATGGCTGTGTAGAGCATTTGAATTATTTATCCTACCAGTCCCACAGCAGGACACTTTCCCACCCTCCCTTTTGCCCCAGA
1 N 1 M 1 M 1 M 1 M 1 M 1 N 1 + 1 M 1 N 1 M 1 M 1 N 1

T T 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
GACAATACGGAAGTCTTAAAAGGAAAATAACTCATGAGTACCTTTTCGTCTAAACTACCGACACATCTCGTAAACTTAATAAATAGGATGGTCAGGGTGTCGTCCTGTGAAAGGGTGGGAGGGAAAACGGGGTCT

________________________________________________________________n@3:______________________________Pg
I 5 = 1 R >

GAAGCAGTGCCCTCTGTCCTCCCCATGCCCATATGTGGGCACTCCCCACCATGGAGCCAAACCTACCTGGGCAAGTAGCAGAGGGAGAGCAGAGTGAGCCCTGGGGGCAGGAGAGAGACTTGAGAGTTTTGAGGT

CTTCGTCACGGGAGACAGGAGGGGTACGGGTATACACCCGTGAGGGGTGGTACCTCGGTTTGGATGGACCCGTTCATCGTCTCCCTCTCGTCTCACTCGGGACCCCCGTCCTCTCTCTGAACTCTCAAAACTCCA

T T ————-"' >
T —— >

GACAGATGAGCTGGTGAGTGAGTGATTAGGGAGCATTTCTTGACACATACCTGCCCGTGGTGAAGGCATGTGTCTTGTGAGTGTGCTCCCAGAAAGCCTGTGTAGTGTGTGGTGGGCCTGCCTGTGTGACCAAAC
1 1 1 1 1 1 1 1 1 1 1 1 1 1

T T
CTGTCTACTCGACCACTCACTCACTAATCCCTCGTAAAGAACTGTGTATGGACGGGCACCACTTCCGTACACAGAACACTCACACGAGGGTCTTTCGGACACATCACACACCACCCGGACGGACACACTGGTTTG

________________________________________________________________n@3:______________________________Pg
I 5 = 1 R >

CCTGGCCACTGGGTACGTGACCCTCACAAGTGCTGACTGGGCTGAGAAGAGCTCCTTGATGGGCAGTTTGGAGACTTGAGTTGTAACTGTGGCTTTTGGCCATGGGACATTAACTGATTACTTTTGCCCCTCTAG

GGACCGGTGACCCATGCACTGGGAGTGTTCACGACTGACCCGACTCTTCTCGAGGAACTACCCGTCAAACCTCTGAACTCAACATTGACACCGAAAACCGGTACCCTGTAATTGACTAATGAAAACGGGGAGATC

T T ————-"' >
T —— >

2295

2430

2565

2700

2835

2970

3105

3240

3375

3510

3645

3780

3915

4050

4185



GCTTCAGTTGTCCTTAATTATAATACAGGGAGCTGACTAGGTGGCGTTGATGGCCTTTACGGTCCTTGCCAGCTCTGACATTGTCCTATGGATATGTCCTTTCATTTGATAATATGTTTACGTGGCCATAGTGCC

CGAAGTCAACAGGAATTAATATTATGTCCCTCGACTGATCCACCGCAACTACCGGAAATGCCAGGAACGGTCGAGACTGTAACAGGATACCTATACAGGAAAGTAAACTATTATACAAATGCACCGGTATCACGG

TGGGGCTGGGCCGGGAATGGAAACTTGATCTCTGGGGCCTGGCCTTTGAAGCCAGTTCATGTGTCTGGTGGTTCAGCAGATCCGTAACTTTCCAAGAGGCACATCCATAGGCTACCGTGTCCTTTCTCACTGTGT
1 1 1 1 1 1 1 1 1 1 1 1 1

ACCCCGACCCGGCCCTTACCTTTGAACTAGAGACCCCGGACCGGAAACTTCGGTCAAGTACACAGACCACCAAGTCGTCTAGGCATTGAAAGGTTCTCCGTGTAGGTATCCGATGGCACAGGAAAGAGTGACACA

________________________________________________________________n@3:______________________________Pg
v _____________________________Ppg

CCCTCCTCCATTTCATCTTCTTTATAACTACGACTTATTGAACATCTACTGTGTGCTGGACACTTTACAGGTTATCTCTAGGTTTTACGATAATCTTGCAAGGTATGCCTGTTCTGCTTTTTACAGCAGAGGAAA

GGGAGGAGGTAAAGTAGAAGAAATATTGATGCTGAATAACTTGTAGATGACACACGACCTGTGAAATGTCCAATAGAGATCCAAAATGCTATTAGAACGTTCCATACGGACAAGACGAAAAATGTCGTCTCCTTT

T NN R —————>
T —— >

TGAGCTGTGTCAGATTAGACTGTCTGAGGCCTCTTGGCCAGGGAGTATGTGGTTCAAATCACATAGGCAGGCGATCTGAACCCTGTCAGTCTCCAAAGCCTCTGCTTTTGACCGCTGACTTGCTGCTGCTTGTTT
M 1 M 1 M 1 M 1 M 1 N 1 + 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
ACTCGACACAGTCTAATCTGACAGACTCCGGAGAACCGGTCCCTCATACACCAAGTTTAGTGTATCCGTCCGCTAGACTTGGGACAGTCAGAGGTTTCGGAGACGAAAACTGGCGACTGAACGACGACGAACAAA

________________________________________________________________n@3:______________________________Pg
v _____________________________Ppg

AAAAATAAATGTGTTTCTGGAGCCTACTCCAGAGGGGCGTGCTAGGGGCTCCCTCTCCCACTTCCCCACAAACCACCCTTTTCCCTGGCTGCTTCAGGAAATGAGAGAACTCTGCCTGGGCCCCAGGCACTTCTG

TTTTTATTTACACAAAGACCTCGGATGAGGTCTCCCCGCACGATCCCCGAGGGAGAGGGTGAAGGGGTGTTTGGTGGGAAAAGGGACCGACGAAGTCCTTTACTCTCTTGAGACGGACCCGGGGTCCGTGAAGAC

T NN R —————>
T —— >

AGTGGGACAGGGCTGTTAGAGGTAAGTCTAGAGCCTGGCCCAAAATTCAGGAGGCCCCATCAGAGGGCCCCTGGGGCCTGTGGTCCGGGAGGGTGGTAGGGCAGTACCTCACTTCCCTTTGAGACTCAGGCCCCA
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
TCACCCTGTCCCGACAATCTCCATTCAGATCTCGGACCGGGTTTTAAGTCCTCCGGGGTAGTCTCCCGGGGACCCCGGACACCAGGCCCTCCCACCATCCCGTCATGGAGTGAAGGGAAACTCTGAGTCCGGGGT

________________________________________________________________n@3:______________________________Pg
v _____________________________Ppg

GCTCTGGCTTAGGCCAGGGAGAACCATCCCCAAGTGGTATGTGTTACTATATGAGCTGAGATGGATGGTCAGCTGGACCAAATACATAGTCGGGTACCCAGGGCCAGGGGGAGGAAGGTGAGCAGGGAAGCTGTG

CGAGACCGAATCCGGTCCCTCTTGGTAGGGGTTCACCATACACAATGATATACTCGACTCTACCTACCAGTCGACCTGGTTTATGTATCAGCCCATGGGTCCCGGTCCCCCTCCTTCCACTCGTCCCTTCGACAC

GGCAATTGTCTGGGTATCACCTGACCTTAGCAAACTCTTCCTTGTTTTAAGCGAGGACGTGGGACTTCTCAGACGTCAGGAGAGTGATGTGAGGGAGCTGTGTGACCATAGAAAGTGACGTGTTAAAAACCAGCG
1 1 1 1 1 1 1 1 1 1 1 1 1

CCGTTAACAGACCCATAGTGGACTGGAATCGTTTGAGAAGGAACAAAATTCGCTCCTGCACCCTGAAGAGTCTGCAGTCCTCTCACTACACTCCCTCGACACACTGGTATCTTTCACTGCACAATTTTTGGTCGC

________________________________________________________________n@3:______________________________Pg
v _____________________________Ppg

CTGCCCTCTTTGAAAGCCAGGGAGCATCATTCATTTAGCCTGCTGAGAAGAAGAAACCAAGTGTCCGGGATTCAGACCTCTCTGCGGCCCCAAGTGTTCGTGGTAAGTGCAGTGACTCCCAACCTGCTTTTGAAC

GACGGGAGAAACTTTCGGTCCCTCGTAGTAAGTAAATCGGACGACTCTTCTTCTTTGGTTCACAGGCCCTAAGTCTGGAGAGACGCCGGGGTTCACAAGCACCATTCACGTCACTGAGGGTTGGACGAAAACTTG

T NN R —————>
T —— >

CCTCTTTTTCCATTAGGATTTTCTCCGTGGAGGCAGATTTCCATGGGAGTTTGCTGTGGCATTTTGAAATCTGTTTCTTACCTAGTTCCATTGGCCTTAAATGTTAAGGCCAAAGCCTTTACATTTCTCTGTAAT
M 1 M 1 N 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
GGAGAAAAAGGTAATCCTAAAAGAGGCACCTCCGTCTAAAGGTACCCTCAAACGACACCGTAAAACTTTAGACAAAGAATGGATCAAGGTAACCGGAATTTACAATTCCGGTTTCGGAAATGTAAAGAGACATTA

________________________________________________________________n@3:______________________________Pg
v _____________________________Ppg

GAAAAGAAGGTCGAGGAAATTGGGTCATTGGGTTTCCATAATGATTGCAGGAACTGCTGACACAAGCACGGCTGGGGAGATTCTCTAGGTCAGACTCCCTTGGTTTGGCTAATTCAGCAGTTTGATCCCATTCAG

CTTTTCTTCCAGCTCCTTTAACCCAGTAACCCAAAGGTATTACTAACGTCCTTGACGACTGTGTTCGTGCCGACCCCTCTAAGAGATCCAGTCTGAGGGAACCAAACCGATTAAGTCGTCAAACTAGGGTAAGTC

T T ————-"' >
T —— >

CTGATTAATGGGAATGTGCAGTGGCTTCTTTGGATGTTTGATTTTGCATCCTAATCCAAAGCAGCTATCAGCCTCAGCACTTCCTTGTTGGAAGGCTTTCCAGAACGTAGTCTATGTTGGACACTTCCTTCTGCC
M 1 M 1 N 1 M 1 M 1 M 1 M 1 M 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
GACTAATTACCCTTACACGTCACCGAAGAAACCTACAAACTAAAACGTAGGATTAGGTTTCGTCGATAGTCGGAGTCGTGAAGGAACAACCTTCCGAAAGGTCTTGCATCAGATACAACCTGTGAAGGAAGACGG

________________________________________________________________n@3:______________________________Pg
I 5 = 1 R >

TCTCTGCATTTTCCTGCCACTTCTCTAGAGAATGGGGTGCAGGGGGTGGGAGACGGGGAAAGCTGGTCGCTGAGTGGCTGATGGGACTTGACATCACCCAGCCCCACCCCCACCTGCCCGTGAGTCAGCCTCCGG

AGAGACGTAAAAGGACGGTGAAGAGATCTCTTACCCCACGTCCCCCACCCTCTGCCCCTTTCGACCAGCGACTCACCGACTACCCTGAACTGTAGTGGGTCGGGGTGGGGGTGGACGGGCACTCAGTCGGAGGCC

GGAGAGTTCATCGCGTCACCGGCACTCTAATGTGGACAGACACCTAGCAGTGTTGTTTATCTGCACACGTTTGGGTGGTGATTTTTCCCTCCAAGGATTTCAGAGCACCAGCAGGCTTCAGAGCAGACTTAGGTG
1 1 1 1 1 1 1 1 1 1 1 1 1

CCTCTCAAGTAGCGCAGTGGCCGTGAGATTACACCTGTCTGTGGATCGTCACAACAAATAGACGTGTGCAAACCCACCACTAAAAAGGGAGGTTCCTAAAGTCTCGTGGTCGTCCGAAGTCTCGTCTGAATCCAC

________________________________________________________________n@3:______________________________Pg
I 5 = 1 R >

GCTTGCAAAGCAGGCCCTCAGGAATTCAGAGGGTAGCAGAAGTCCATCCCAGATGCTCTGTTTTCCTTCAGGAGCTAGGTAAATCAGAGGGGCTGAGGGACAAATGAAAAAAGTTACAGCCTTTGAGTCCCATCT

CGAACGTTTCGTCCGGGAGTCCTTAAGTCTCCCATCGTCTTCAGGTAGGGTCTACGAGACAAAAGGAAGTCCTCGATCCATTTAGTCTCCCCGACTCCCTGTTTACTTTTTTCAATGTCGGAAACTCAGGGTAGA

T T ————-"' >
T —— >

4320

4455

4590

4725

4860

4995

5130

5265

5400

5535

5670

5805

5940

6075

6210



GCTCCTCCTGGCCAATGAGAGGGGATCTGGGAGGGGCAGATGTAGAGGAAAATCTGTCTAAATGTTGATGCTCGTTATTTTCCTTTAAAGAATTAATAGCCTAAAATAAACCCTACAGATACAGTCTGTGTTTAT

CGAGGAGGACCGGTTACTCTCCCCTAGACCCTCCCCGTCTACATCTCCTTTTAGACAGATTTACAACTACGAGCAATAAAAGGAAATTTCTTAATTATCGGATTTTATTTGGGATGTCTATGTCAGACACAAATA

T NN R —————>
T —— >

TATGGCGACTTAGAGAAATGCAGAAAAATATCAAGAAAATAAAAACCACTCTTGGTTCTACCATGCAAAGATAATCATCTTTAATGTTTTGTAATATTTCCGATCTTTTATATACATACATTTTATAAGGACATT
1 1 1 1 1 1 1 1 1 1 1 1 1 1

T T
ATACCGCTGAATCTCTTTACGTCTTTTTATAGTTCTTTTATTTTTGGTGAGAACCAAGATGGTACGTTTCTATTAGTAGAAATTACAAAACATTATAAAGGCTAGAAAATATATGTATGTAAAATATTCCTGTAA

________________________________________________________________n@3:______________________________Pg
v _____________________________Ppg

CAGATGATCAGGTTCGTAAAGTTTTATGTTCGGTTAAATTTAACAGCGTGTCATTGTTCAGGTTATTAAATGTTTGAAATAAGATTTTTGGTGGTCCTGTCACAGTCTCCATGAAGTAGCATTTCAGGATCGAAA

GTCTACTAGTCCAAGCATTTCAAAATACAAGCCAATTTAAATTGTCGCACAGTAACAAGTCCAATAATTTACAAACTTTATTCTAAAAACCACCAGGACAGTGTCAGAGGTACTTCATCGTAAAGTCCTAGCTTT

T NN R —————>
T —— >

GGTATGCTGTGTTTAAAGTGTTGATTCTTACTCCTTTCAGTTAAGGCCAGTGCAGTTTGTCCAGGTAGTGACTGAGACCCAGTTTTTCCACACTCTCCTCCGCAGTGGGCATTGTTTTGGGCCTTTTTCAGCCCA
1 M 1 M 1 M 1 N 1 M 1 M 1 N 1 M 1 N 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
CCATACGACACAAATTTCACAACTAAGAATGAGGAAAGTCAATTCCGGTCACGTCAAACAGGTCCATCACTGACTCTGGGTCAAAAAGGTGTGAGAGGAGGCGTCACCCGTAACAAAACCCGGAAAAAGTCGGGT

________________________________________________________________n@3:______________________________Pg
v _____________________________Ppg

AGAGCTCTCTTCTCCCCATGCCGCTCTGCTGGTCTGAGATTTTTCCACTCCTCCTCCTCCCTAGTTGCTCTCTGACCAGACTCTAGGTATTCAGGAGAAAGTGTTCATTGTCTCACTCTCTCATGTGGCAATCAA

TCTCGAGAGAAGAGGGGTACGGCGAGACGACCAGACTCTAAAAAGGTGAGGAGGAGGAGGGATCAACGAGAGACTGGTCTGAGATCCATAAGTCCTCTTTCACAAGTAACAGAGTGAGAGAGTACACCGTTAGTT

T NN R —————>
T —— >

GTAGTGCCAAGCAGTGAGAGGGTGAAGGTGGGTGGGTGAGGGACACTCACCTTGCTGAGAAAGGGCCCCAGCCTGTTCGGGTGATTATAAAGCAGAGACAGTGCCAGGAAAAGTCTGACACTGGCTGAGAATCAC
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 4 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
CATCACGGTTCGTCACTCTCCCACTTCCACCCACCCACTCCCTGTGAGTGGAACGACTCTTTCCCGGGGTCGGACAAGCCCACTAATATTTCGTCTCTGTCACGGTCCTTTTCAGACTGTGACCGACTCTTAGTG

________________________________________________________________n@3:______________________________Pg
v _____________________________Ppg

CCGGGGACCAACCATCCCGAATGCGGATCCCTGACACTGGGTGAGGATGGAGCTTGGAGATCTGCATTGTTAATAAGCAGCCTAGCAGAGTGGTGAAGAGTCCAGACACACTACCTAGGTCCAAGGGTAACCTTG

GGCCCCTGGTTGGTAGGGCTTACGCCTAGGGACTGTGACCCACTCCTACCTCGAACCTCTAGACGTAACAATTATTCGTCGGATCGTCTCACCACTTCTCAGGTCTGTGTGATGGATCCAGGTTCCCATTGGAAC

T NN R —————>
T —— >

AGCTAATTACTTTTTGAGCCTCTGTTTCCTCATCAGTACCATGGGGAAGAATAGTAGCACCTTGCTCCAGGATGTTTAGTGCCGGCTAAGGGCTCAGCAGGTGCTGGTCCATCTCCACCAGCCCCCAGTGGCCTG
1 1 1 1 1 1 1 1 1 1 1 1 1 1

T T
TCGATTAATGAAAAACTCGGAGACAAAGGAGTAGTCATGGTACCCCTTCTTATCATCGTGGAACGAGGTCCTACAAATCACGGCCGATTCCCGAGTCGTCCACGACCAGGTAGAGGTGGTCGGGGGTCACCGGAC

________________________________________________________________n@3:______________________________Pg
v _____________________________Ppg

GGCCACCTTTGAGAAACAGTGATCCTAAGGGATTCAGCATTTCCTAAGTTGGTGCCTCCCACCTGTCACCCCCACCCCACCAGGCTAGGAGGGTTGTGATTAGAGGGTGCCCTTGCTGTGACAGCTGAGACTAGC

CCGGTGGAAACTCTTTGTCACTAGGATTCCCTAAGTCGTAAAGGATTCAACCACGGAGGGTGGACAGTGGGGGTGGGGTGGTCCGATCCTCCCAACACTAATCTCCCACGGGAACGACACTGTCGACTCTGATCG

T NN R —————>
T —— >

TCTTCCCTGATTATTCCTTAATGACAGCTCTCTCCTTCCCTGCTTTCTTGAAGTCTTGGTCCTCGTTGTTGTGGGCACAGCTTCAGGGGAGGCCTTGGAGGAATTTTTGAAAGTGGAATGAGGGAAGCAGCCTGC
1 N 1 + 1 M 1 N 1 M 1 M 1 M 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
AGAAGGGACTAATAAGGAATTACTGTCGAGAGAGGAAGGGACGAAAGAACTTCAGAACCAGGAGCAACAACACCCGTGTCGAAGTCCCCTCCGGAACCTCCTTAAAAACTTTCACCTTACTCCCTTCGTCGGACG

________________________________________________________________n@3:______________________________Pg
v _____________________________Ppg

TCAAGGGAACACTTGTTTTCTGGTGAGGAGGCCGCATGTATGAATGACGTTTGTGGGTTAGAAAGCATGTTTTGTAGTTTTTCCTTGTTTCTTCCTGAAGACATGTCAGGTCTTGATGAGACCGGGCCTGGGCAC

AGTTCCCTTGTGAACAAAAGACCACTCCTCCGGCGTACATACTTACTGCAAACACCCAATCTTTCGTACAAAACATCAAAAAGGAACAAAGAAGGACTTCTGTACAGTCCAGAACTACTCTGGCCCGGACCCGTG

T T ————-"' >
T —— >

AGGGCAGGCAGTCAGCGAGTGTGGATGATGACGACAGTGGTCACCAGGTCACTGTCTAGACCAGGTCACTGTCTAGCGCAGTGTCACATGGAAAGGGTATGGTCCTTTAACCCTACCCTCCCCAGCACAACTATC
1 N 1 M 1 M 1 N 1 M 1 M 1 M 1 + 1 M 1 M 1 + 1 M 1 N 1

T 4 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
TCCCGTCCGTCAGTCGCTCACACCTACTACTGCTGTCACCAGTGGTCCAGTGACAGATCTGGTCCAGTGACAGATCGCGTCACAGTGTACCTTTCCCATACCAGGAAATTGGGATGGGAGGGGTCGTGTTGATAG

________________________________________________________________n@3:______________________________Pg
I 5 = 1 R >

ACAGATGTCAGGGAACCTCTGCTCACAGAACTGCTTTCCAGGGATTGTCTTTTTTTTCTTTTTCTTTTTCTTTCTTTTTTTTTTGAGACAGAGTCTCACTCTGTCGCCCAGGCTGAAGTGCAGTGGTGCGATCTC

TGTCTACAGTCCCTTGGAGACGAGTGTCTTGACGAAAGGTCCCTAACAGAAAAAAAAGAAAAAGAAAAAGAAAGAAAAAAAAAACTCTGTCTCAGAGTGAGACAGCGGGTCCGACTTCACGTCACCACGCTAGAG

T T ————-"' >
T —— >

AGCTCACTGCAGCCTCCGCCTCCTGGGTTCAAGTGATTATCTTGCTACAGCCTTCTGAGTAGCTGGGATTACAGGTGCCTGCCACCATGTCCAGCTAATTTTTGTATTTTTATTAGAGACGGGGTTTCCCCATGT
1 1 1 1 1 1 1 1 1 1 1 1 1 1

T T
TCGAGTGACGTCGGAGGCGGAGGACCCAAGTTCACTAATAGAACGATGTCGGAAGACTCATCGACCCTAATGTCCACGGACGGTGGTACAGGTCGATTAAAAACATAAAAATAATCTCTGCCCCAAAGGGGTACA

________________________________________________________________n@3:______________________________Pg
I 5 = 1 R >

TGGCTAGGCTGGTCTTGAACTCCTGACCTCAGGTGATCTGCCCACCTCAGACAGGCATGAGCACCGCACCCAGCCCCAGGGAGCGTCTTATTAGTGGTTGGCAACTGAATGGAGACGTGGGAATTGTAAGGAACT

ACCGATCCGACCAGAACTTGAGGACTGGAGTCCACTAGACGGGTGGAGTCTGTCCGTACTCGTGGCGTGGGTCGGGGTCCCTCGCAGAATAATCACCAACCGTTGACTTACCTCTGCACCCTTAACATTCCTTGA

T T ————-"' >
T —— >

6345

6480

6615

6750

6885

7020

7155

7290

7425

7560

7695

7830

7965

8100

8235



GATTCTACTTGATCCTGGGTCCCCTGCTTCTCCATCTTCACCCACCCATCAGCTCCCTTTCTCCTTTAAACAGGCACCTTTGCTCTCTGCTTATCCATTTTTGTTGTGCATTGCTATTTGGGAGCCTAAGAAACA

CTAAGATGAACTAGGACCCAGGGGACGAAGAGGTAGAAGTGGGTGGGTAGTCGAGGGAAAGAGGAAATTTGTCCGTGGAAACGAGAGACGAATAGGTAAAAACAACACGTAACGATAAACCCTCGGATTCTTTGT

CAACATCCTCTGAATGCTCCAGCTGTTGTGGGTCTGAAGGGTGAGCCTGCCCTCTGTCATTGGAGGCTGCAGCCTGTGGCTTTTTAGGTACAGGGACTCCCAGAACTGCTCCTCCAGTCATAGCAGAGATAAATC
1 1 1 1 1 1 1 1 1 1 1 1 1

GTTGTAGGAGACTTACGAGGTCGACAACACCCAGACTTCCCACTCGGACGGGAGACAGTAACCTCCGACGTCGGACACCGAAAAATCCATGTCCCTGAGGGTCTTGACGAGGAGGTCAGTATCGTCTCTATTTAG

________________________________________________________________n@3:______________________________Pg
v _____________________________Ppg

ACAGGAGCTTAAGAGGCATGGGAAGAACAGAGGGAGGAGATCGTAGCTTCCCTGTTCATTCACACCCAAAACAAAACTGTCATACTAGAAAAGGAGGTATTAAAAGAGCCACCTGTACAGCCTCGTATCTCATCC

TGTCCTCGAATTCTCCGTACCCTTCTTGTCTCCCTCCTCTAGCATCGAAGGGACAAGTAAGTGTGGGTTTTGTTTTGACAGTATGATCTTTTCCTCCATAATTTTCTCGGTGGACATGTCGGAGCATAGAGTAGG

T NN R —————>
T —— >

AGCACACTGCTGCAGATGGAATATTATGATTTAGCTTGAGAAAATGCAGCAACTCTTTGTTGTGGTGCCCCTCTTTGAGTAAGAGTGAATTCCCCATTGCCAGAGTGGATAGTGAGGGAAACCCTGGGTCCAGGC
M 1 M 1 M 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
TCGTGTGACGACGTCTACCTTATAATACTAAATCGAACTCTTTTACGTCGTTGAGAAACAACACCACGGGGAGAAACTCATTCTCACTTAAGGGGTAACGGTCTCACCTATCACTCCCTTTGGGACCCAGGTCCG

________________________________________________________________n@3:______________________________Pg
v _____________________________Ppg

AGGAGTCTGTTTAGGATTTATCTAGTGAGGCTGAGCCAGAGGAGGACCTTACAGTTTTTTCTCTTCAATTTCTTTTATTTATTTATTTATTTTTGTAGAGATGGGGTTTTGCCATGTTACCCAGGCTGGTCTTGA

TCCTCAGACAAATCCTAAATAGATCACTCCGACTCGGTCTCCTCCTGGAATGTCAAAAAAGAGAAGTTAAAGAAAATAAATAAATAAATAAAAACATCTCTACCCCAAAACGGTACAATGGGTCCGACCAGAACT

T NN R —————>
T —— >

ACTCCTGGGCTCAAGCGATCTGTCTGCCTCAGCCTCCCAAACTGTTGGGATTACAGGCGTGAGCCGAGCCACCATACCCGGCCCTTCTCCTGCATTTCCACCTGATAATTTCTCTCATTTCCATAGATGATGAAG
M 1 M 1 M 1 M 1 M 1 3 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
TGAGGACCCGAGTTCGCTAGACAGACGGAGTCGGAGGGTTTGACAACCCTAATGTCCGCACTCGGCTCGGTGGTATGGGCCGGGAAGAGGACGTAAAGGTGGACTATTAAAGAGAGTAAAGGTATCTACTACTTC

________________________________________________________________n@3:______________________________Pg
v _____________________________Ppg

GAACTAAAGCCAAGAACTTTCCAAGGTCCTGCAGCTCTTTGGGGGATGTGAAGCTGTGCTCTATTTGTATGGATTTTGCTGGTTCCCAGAACTTCCCTGTGGCCCTGGGGCCTAGTCTGAGGGTACTCTGAGTGA

CTTGATTTCGGTTCTTGAAAGGTTCCAGGACGTCGAGAAACCCCCTACACTTCGACACGAGATAAACATACCTAAAACGACCAAGGGTCTTGAAGGGACACCGGGACCCCGGATCAGACTCCCATGAGACTCACT

AGAGGGAGGAGGGCCCACACCTCTTCTGCAAAGGCTGCTTTTGTAAAGTTCACTTCAGTTCACATCTTCCTCCTGGTCAGAAAGCTTCGGGGGCTCTCCTCTGCTGCATTAAGCTCTTACTCCTCCATCAGGCAC
1 1 1 1 1 1 1 1 1 1 1 1 1

TCTCCCTCCTCCCGGGTGTGGAGAAGACGTTTCCGACGAAAACATTTCAAGTGAAGTCAAGTGTAGAAGGAGGACCAGTCTTTCGAAGCCCCCGAGAGGAGACGACGTAATTCGAGAATGAGGAGGTAGTCCGTG

________________________________________________________________n@3:______________________________Pg
v _____________________________Ppg

CAAACTCCTCCCTGGCATGGCCCATCCTACCAGGTCCCCACACTTGAGCCACATCCAATTGCTCGATATTATCAGGATAGGTTATGTTATGTTCCCAACTCATATGTTTACTTAAGTGGTTACCTCTTTCCAGAA

GTTTGAGGAGGGACCGTACCGGGTAGGATGGTCCAGGGGTGTGAACTCGGTGTAGGTTAACGAGCTATAATAGTCCTATCCAATACAATACAAGGGTTGAGTATACAAATGAATTCACCAATGGAGAAAGGTCTT

T NN R —————>
T —— >

TGAGCCCCCTCCTCCAAACTCTGCCTGGTGAAATATTCCTAACCTTTGCAGCTTCACATCCCTCTTACTTCTTGTGACCTGAGGCATCTACTCCTGACAACTGATAGACTGTGTCCCCTCCTGTCGGGTGCATTG
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
ACTCGGGGGAGGAGGTTTGAGACGGACCACTTTATAAGGATTGGAAACGTCGAAGTGTAGGGAGAATGAAGAACACTGGACTCCGTAGATGAGGACTGTTGACTATCTGACACAGGGGAGGACAGCCCACGTAAC

________________________________________________________________n@3:______________________________Pg
v _____________________________Ppg

TCCTTGTCACTACCCTCCTGGCTTTTAGCTGGCTTTGCTTCCCGCTGTTGTTACTCCTGTACTTGTCTCATCTATCCTAAACAGAAGGTGCTGCAGGCTGGGGAGTTTGTTCATGTTGAAATCCCTGTGATGGAG

AGGAACAGTGATGGGAGGACCGAAAATCGACCGAAACGAAGGGCGACAACAATGAGGACATGAACAGAGTAGATAGGATTTGTCTTCCACGACGTCCGACCCCTCAAACAAGTACAACTTTAGGGACACTACCTC

T T ————-"' >
T —— >

GTGAGCAGAGGCAGTCTCTGCCTGTGCCTCTTATTTGGGGATGAAGTTAAAGTCCCTGTAGGAATAATCCAGGCCATAGCCGGGGTTGCTGTCTTCAGAAAGAAGGGCAGCCACAGGTCTTGTTAAGGGGATTGA
M 1 M 1 M 1 M 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
CACTCGTCTCCGTCAGAGACGGACACGGAGAATAAACCCCTACTTCAATTTCAGGGACATCCTTATTAGGTCCGGTATCGGCCCCAACGACAGAAGTCTTTCTTCCCGTCGGTGTCCAGAACAATTCCCCTAACT

________________________________________________________________n@3:______________________________Pg
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AATTGGCTGACTTGGTGGAAGGAACCTGCCTGCTTTGTTTAAAAACCACATATAGCTGAGTGTAGTGGTTCACACTCTGTAATACCAGTGCTTTGGGAGGCTGAGGCAGGAGGATCACTTGAGGCCAGGAGTTTG

TTAACCGACTGAACCACCTTCCTTGGACGGACGAAACAAATTTTTGGTGTATATCGACTCACATCACCAAGTGTGAGACATTATGGTCACGAAACCCTCCGACTCCGTCCTCCTAGTGAACTCCGGTCCTCAAAC

AGACTAGCTTGGGCAACAACGTGAGACCCTCATTTCTACAAAATATTTTAAAAATTAGCCTAGTATGGTGGCGTGCATCTGCAGCCCTAGCTACTGAGGAGGCTGAAGTGGGAGAATTGCTTGAACCCAGGAGTT
1 1 1 1 1 1 1 1 1 1 1 1 1

TCTGATCGAACCCGTTGTTGCACTCTGGGAGTAAAGATGTTTTATAAAATTTTTAATCGGATCATACCACCGCACGTAGACGTCGGGATCGATGACTCCTCCGACTTCACCCTCTTAACGAACTTGGGTCCTCAA

________________________________________________________________n@3:______________________________Pg
I 5 = 1 R >

CAAGGCTGCAGTGAGCTATGATTGCACCACTGTACTCCAACGTAAGTGACCAGTGAGACCCTGTCTCTAGAAATAAAAATAAAAAAAATCACATATATTGTGGGGTGACTTACTTGGAGACGAACTTTCAGCAGA

GTTCCGACGTCACTCGATACTAACGTGGTGACATGAGGTTGCATTCACTGGTCACTCTGGGACAGAGATCTTTATTTTTATTTTTTTTAGTGTATATAACACCCCACTGAATGAACCTCTGCTTGAAAGTCGTCT

T T ————-"' >
T —— >

8370

8505

8640

8775

8910

9045

9180

9315

9450

9585

9720

9855

9990

10,125

10,260



GCGCACACCTGCTATCCCTGCCCAGGGTGTGAAGCTCAGCCCTGAGGGTCTCTGGACAGCGATCACTCAGCCTCTGGACAGCGATCACTCAGCCTCTGGACAGACAGCGATCACTCAGCCTCTGGACAGCGATCA
M 1 " I M 1 M 1 M 1 M 1 M 1 " 1 M 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
CGCGTGTGGACGATAGGGACGGGTCCCACACTTCGAGTCGGGACTCCCAGAGACCTGTCGCTAGTGAGTCGGAGACCTGTCGCTAGTGAGTCGGAGACCTGTCTGTCGCTAGTGAGTCGGAGACCTGTCGCTAGT

T NN R —————>

PSEN2-202 >

CTCAGCCTCTGGACAGCGATCACTCAGCCTCTGGACAGCGATAACTCAGCCTCTGTCCCCGTCTGAGATGTTGGCAGGGACTGTCAGATTTGCCAGGCATTGTTTGAAGTTCTTCCCAGCCCAGAAACCTGCATG
1 M 1 M 1 M 1 N 1 M 1 M 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
GAGTCGGAGACCTGTCGCTAGTGAGTCGGAGACCTGTCGCTATTGAGTCGGAGACAGGGGCAGACTCTACAACCGTCCCTGACAGTCTAAACGGTCCGTAACAAACTTCAAGAAGGGTCGGGTCTTTGGACGTAC

________________________________________________________________n@3:______________________________Pg

PSEN2-202 >

TGTAGATTTTGGTACACTGGGTCCCCCACTTGGTACTACTGTGTGAAACCCCACTTGGCACTGTTTTAGGGGGCAGGCTTCCCTCCTGTCCCCTTGGCCTTGGCCTTCCCCTGGGTCCCGCCCTCAGTGGCACTT
M 1 M I M 1 M 1 M 1 M 1 " 1 : 1 M 1 " 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

ACATCTAAAACCATGTGACCCAGGGGGTGAACCATGATGACACACTTTGGGGTGAACCGTGACAAAATCCCCCGTCCGAAGGGAGGACAGGGGAACCGGAACCGGAAGGGGACCCAGGGCGGGAGTCACCGTGAA

T NN R —————>

PSEN2-202 >

CCCCACCTCACACGTCTGCTCTCATGGCTTAGGTCTCCACTTCTAACCTCAGGAGACCTGGTCCTCAGACACCTCCCAGACAGCTTCCCCATTTTATCCCATAGACACTCAAAGGGTGAAATTCATGGTCTTTCC
1 N 1 M 1 M 1 N 1 M 1 M 1 N 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
GGGGTGGAGTGTGCAGACGAGAGTACCGAATCCAGAGGTGAAGATTGGAGTCCTCTGGACCAGGAGTCTGTGGAGGGTCTGTCGAAGGGGTAAAATAGGGTATCTGTGAGTTTCCCACTTTAAGTACCAGAAAGG

________________________________________________________________n@3:______________________________Pg

PSEN2-202 >

CGAGACTCTCTTCTCCGGTCTTCCCTGTCTTAGTCCCCACCTGGCTGCCATTCTAGACTGTGTTTTCTCTCCTGCGTCAGGTCCTGCCCTTGACCTCTTGACCCCTTCTGGACTCTGCCCTCACTTGCATCCATC
" 1 M I M 1 M 1 M 1 N 1 " 1 M I M 1 M 1 M I 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
GCTCTGAGAGAAGAGGCCAGAAGGGACAGAATCAGGGGTGGACCGACGGTAAGATCTGACACAAAAGAGAGGACGCAGTCCAGGACGGGAACTGGAGAACTGGGGAAGACCTGAGACGGGAGTGAACGTAGGTAG

T NN R —————>

PSEN2-202 >

CTGCTGCTGTCCTCAGCTCTCCTCACCTGCCACAGTTGTCTCTGGGGGTCACTTTCCCTCTCTGGTCAGTGGCCAGACTGACTTTTATAAACCTGGTTCAGATCTTGTCTGTCAAGATTGTCCTCAGGGTGATGT
1 M 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 T T T T T T T T T T T T T T
GACGACGACAGGAGTCGAGAGGAGTGGACGGTGTCAACAGAGACCCCCAGTGAAAGGGAGAGACCAGTCACCGGTCTGACTGAAAATATTTGGACCAAGTCTAGAACAGACAGTTCTAACAGGAGTCCCACTACA

________________________________________________________________n@3:______________________________Pg

PSEN2-202 >

GTGTCTCCTTAACATGGTGCCTGAGACCCTGATCATCTCCACTGCCCGCCCCACAGTGTGAGGCCCTCACTGGAACATTGTGCCTTCTGCCCTTCCCTCCTCCTGGGAAAACCAGTCTCCATCAGATAGGCTCTT
M 1 " 1 M 1 M 1 M I N 1 M 1 : 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
CACAGAGGAATTGTACCACGGACTCTGGGACTAGTAGAGGTGACGGGCGGGGTGTCACACTCCGGGAGTGACCTTGTAACACGGAAGACGGGAAGGGAGGAGGACCCTTTTGGTCAGAGGTAGTCTATCCGAGAA

T NN R —————>

PSEN2-202 >

CTCTAGAAAACATTCGTGATCTCTGAGATTTGGTTCCACTTTTGTGCTTCTGCACCTACCATCAAACACCCGGATTGTATCATTTGTCACATTAGATGATTTTTGTTTTGTTTTAAGACAAGGGTGTTTCTTACT
1 N 1 M 1 M 1 M 1 M 1 M 1 N 1 M 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
GAGATCTTTTGTAAGCACTAGAGACTCTAAACCAAGGTGAAAACACGAAGACGTGGATGGTAGTTTGTGGGCCTAACATAGTAAACAGTGTAATCTACTAAAAACAAAACAAAATTCTGTTCCCACAAAGAATGA

________________________________________________________________n@3:______________________________Pg

PSEN2-202 >

CATCTTTTTATCCCCAGAGCCCAGCATGATCTTTGGTGCATAATAGATGCACCACAGATGTTTGCTGATTGAATGAATGAGCACACTGACAGTTTGGAGCTGCCCTGACTTTCGTGGCTATGCGTTTTGCCCCCT
" 1 M 1 M 1 " 1 M 1 M 1 M 1 M 1 1 1 " 1 M 1 " 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

GTAGAAAAATAGGGGTCTCGGGTCGTACTAGAAACCACGTATTATCTACGTGGTGTCTACAAACGACTAACTTACTTACTCGTGTGACTGTCAAACCTCGACGGGACTGAAAGCACCGATACGCAAAACGGGGGA

T NN R —————>

PSEN2-202 >

GGGATGTGAGTCACCTCAGGCCAGCCCCAGGCAAGGCCGCTGCTGCCTCCATGGTAACTCTCAAGGCCTCTTGTTTTATGGCAGTCGTTTGATTGACAGGCATCTCTTGGAAGCTTTTGGGGCAGGACTTGTGTC
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 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
CCCTACACTCAGTGGAGTCCGGTCGGGGTCCGTTCCGGCGACGACGGAGGTACCATTGAGAGTTCCGGAGAACAAAATACCGTCAGCAAACTAACTGTCCGTAGAGAACCTTCGAAAACCCCGTCCTGAACACAG

________________________________________________________________n@3:______________________________Pg

PSEN2-202 >

CAAGTCTCCAGGTCGCCTCCAGCCACCCCCTGAGTCCTCCACTGCCTTTGTCTCACAGGAAAGTGGAACAAGGTCCTTGTGCTCCTTTTTCCAGGTGCTTCCAGAGGCAGGGCTATGCTCACATTCATGGCCTCT
" 1 M I N 1 " 1 M I N 1 M 1 M 1 M 1 M 1 : I N 1 " 1 "

+ T t T t T + T t T t T + T t T t T + T t T t T + T t
GTTCAGAGGTCCAGCGGAGGTCGGTGGGGGACTCAGGAGGTGACGGAAACAGAGTGTCCTTTCACCTTGTTCCAGGAACACGAGGAAAAAGGTCCACGAAGGTCTCCGTCCCGATACGAGTGTAAGTACCGGAGA

T T ————-"' >

PSEN2-202 >

ENSE000034
PSEN2-202

GACAGCGAGGAAGAAGTGTGTGATGAGCGGACGTCCCTAATGTCGGCTGAGAGCCCCACGCCGCGCTCCTGCCAGGAGGGCAGGCAGGGCCCAGAGGATGGAGAGAACACTGCCCAGTGGGTAGGTCCCACCAGC
I M 1 M 1 " 1 N 1 M 1 M 1 M 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 T T T T T T T T
CTGTCGCTCCTTCTTCACACACTACTCGCCTGCAGGGATTACAGCCGACTCTCGGGGTGCGGCGCGAGGACGGTCCTCCCGTCCGTCCCGGGTCTCCTACCTCTCTTGTGACGGGTCACCCATCCAGGGTGGTCG

T N N ————"' >

PSEN2-202 >
s L 10 s s L, 15 L s L 20 L s L 25 s s L 30 s s L35 L s L 40 s s L 45 L
D S E E E \ C D E R T S L M S A E S P T P R S C Q E G R Q G P E D G E N T A Q W
ENSE00003462721 e >
PSEN2-202

AGCTGGGGGCCTTCAAACAGGTCCCTGCGGCTACTGTACCTTACAGATGAAAACCAGACATTCATTCCCTGATGCGGGAGGGAGAAGGGAAGTAATGATGAGGATTGGCCGAAAAGGTGGGTGGCTGGCCATGAT
M 1 M 1 M 1 M 1 M 1 M 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
TCGACCCCCGGAAGTTTGTCCAGGGACGCCGATGACATGGAATGTCTACTTTTGGTCTGTAAGTAAGGGACTACGCCCTCCCTCTTCCCTTCATTACTACTCCTAACCGGCTTTTCCACCCACCGACCGGTACTA

T —————— T —_—" >

PSEN2-202 >

PSEN2-202

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



GGACCTTCCATCTGCAGGGTTTCATAGGACTGCGCATTCACAGCCAGAGATGGACTTGGCAGTGGGCTGAAGGACGCTGTCCACTCTGCCACCTTGGGTTTACCTCTCTCATGCAGGTCACTGTTTCCACTGTAA
1 N 1 " 1 M 1 1 1 M 1 M 1 1 1 " 1 M 1 " 1 " 1 M 1 M 1

T T T T
CCTGGAAGGTAGACGTCCCAAAGTATCCTGACGCGTAAGTGTCGGTCTCTACCTGAACCGTCACCCGACTTCCTGCGACAGGTGAGACGGTGGAACCCAAATGGAGAGAGTACGTCCAGTGACAAAGGTGACATT

T NN R —————>

PSEN2-202 >

PSEN2-202

TAGGAGAGTTTGTTTGGATGCCTGGGTGCTAGGACAGGTAACACAGAAGCTTAGGATGGTAGCAGGGGAAGCATTTTTTGGCAGATGGCCAGACATGGTAAGTGTGAGAGGAGTCTGCCTGATACACGATTGACT

ATCCTCTCAAACAAACCTACGGACCCACGATCCTGTCCATTGTGTCTTCGAATCCTACCATCGTCCCCTTCGTAAAAAACCGTCTACCGGTCTGTACCATTCACACTCTCCTCAGACGGACTATGTGCTAACTGA

o= __________________pg

PSEN2-202 >

PSEN2-202

TTTGAGCTGGGGATATTTGGGCTTCACTGTGATCATTCAGCCCCCAGGGGAGGAGATTGTAACGTTAGAAAGAGTAGGATATCGTTGGGAGAGCCACTTAGTTGTGTCCTTTCTCTCCCGATCAGGGCAGAACAT
1 M 1 N 1 M 1 M 1 N 1 M 1 N 1 M 1 . 1 N 1 N 1 N 1 M 1

T ¥ T ¥ T ¥ T . T . T . T . T . T . T ¥ T ¥ T ¥ T ¥ T
AAACTCGACCCCTATAAACCCGAAGTGACACTAGTAAGTCGGGGGTCCCCTCCTCTAACATTGCAATCTTTCTCATCCTATAGCAACCCTCTCGGTGAATCAACACAGGAAAGAGAGGGCTAGTCCCGTCTTGTA

I R >

PSEN2-202 >

L L L

PSEN2-202

CTGAATTTGCCTGAACCCTGTTCTCTGTTTTGCCCATTATAGAATTAAAAAATGTCTCTGTGTGGACTGTTTTCTTGCAGCCAGTCTTAATCCTGCTTGCTGAAATTTGAGCTCACTTCTCCATGTTCTCCTTGA
N 1 N 1 M 1 N 1 M 1 M 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
GACTTAAACGGACTTGGGACAAGAGACAAAACGGGTAATATCTTAATTTTTTACAGAGACACACCTGACAAAAGAACGTCGGTCAGAATTAGGACGAACGACTTTAAACTCGAGTGAAGAGGTACAAGAGGAACT

I R >

PSEN2-202 >

PSEN2-202

GAACGGAACCATCGTCCCTAAGCCCTGAGTGAAATCACACCAGCTTAAGGCCACTGCTCTGCCACTCCTCAGCCTTTTCTTGTTTGTTATCTCCGGGAAGTTTTGTACACTTTGGTTGTTTCAGTTTCTGTTCAT
1 N 1 N 1 M 1 M 1 L 1 M 1 M 1 M 1 M 1 N 1 N 1 M 1 L 1

T T T T t T y T t T y T t T
CTTGCCTTGGTAGCAGGGATTCGGGACTCACTTTAGTGTGGTCGAATTCCGGTGACGAGACGGTGAGGAGTCGGAAAAGAACAAACAATAGAGGCCCTTCAAAACATGTGAAACCAACAAAGTCAAAGACAAGTA

PSEN2-202 >

PSEN2-202

GAGTAGTCTTCTTTCTTGGCTGAACGTCTAGATTGGGACTCTCTCTGCAGAGAACCGGTACTGAAGCAACTGTCATTTTCAGTTTTTGTTTCATTTGGCTTTTTCTTTAGCTGTTCACCTCATTAGCAAGGCAGC

CTCATCAGAAGAAAGAACCGACTTGCAGATCTAACCCTGAGAGAGACGTCTCTTGGCCATGACTTCGTTGACAGTAAAAGTCAAAAACAAAGTAAACCGAAAAAGAAATCGACAAGTGGAGTAATCGTTCCGTCG

I R >

PSEN2-202 >
_____________________________________________________________________________________________________________ >
PSEN2-202

CCATGACCTTGACTTGCCACAGTTCCAAAACACAAATTCTTACAGATCGGTTTGTGCTAGTGTCTGGCAGGTGTCCTGCCCTCCCTCGTTACCTCCTCATTTGTGCCTGCCCACCTTCCCAGAGCCTGCGTCTTC

GGTACTGGAACTGAACGGTGTCAAGGTTTTGTGTTTAAGAATGTCTAGCCAAACACGATCACAGACCGTCCACAGGACGGGAGGGAGCAATGGAGGAGTAAACACGGACGGGTGGAAGGGTCTCGGACGCAGAAG

I R >

PSEN2-202 >

PSEN2-202

TCAGATGCTTAACACCTGTTTAGCCTCTCTAGTTCAGAGCTACAAATTTACATGCTTGATTCTGTGGGGCAGAAAGTTCAAAGTAATTTCTTCCTCTGCAAATTCCCAGTATCTTAGTCACACGCAAAGAGAGTG
N 1 N 1 M 1 N 1 . 1 M 1 M 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
AGTCTACGAATTGTGGACAAATCGGAGAGATCAAGTCTCGATGTTTAAATGTACGAACTAAGACACCCCGTCTTTCAAGTTTCATTAAAGAAGGAGACGTTTAAGGGTCATAGAATCAGTGTGCGTTTCTCTCAC

I R >

PSEN2-202 >

PSEN2-202

TCCCTGTGCACTGACTCCTCTAGCTAGTGATTTGTCAGCCAAAAATGTTTATTTATCTCCTGGCCTGTTTCCTCCCATATCAGTATGGCCACATGAACAGAATTGAGTGACCTCCTGAGTCCCTGTATTAGGAAG
1 N 1 N 1 . 1 M 1 M 1 N 1 M 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
AGGGACACGTGACTGAGGAGATCGATCACTAAACAGTCGGTTTTTACAAATAAATAGAGGACCGGACAAAGGAGGGTATAGTCATACCGGTGTACTTGTCTTAACTCACTGGAGGACTCAGGGACATAATCCTTC

I R >

PSEN2-202 >

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

PSEN2-202

GGGAAAGATCTTTTGATTCATTAACCATTAAGTTGATTCATTAACCATTAAGTCTTGGGCCTGCAGACCATAGCAACCTTCCTTCCTTCATTTATGGTGCTTCATCCAGCTCCAAATCTTCTCTACTTTGTCCTC
N 1 N 1 N 1 M 1 M 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
CCCTTTCTAGAAAACTAAGTAATTGGTAATTCAACTAAGTAATTGGTAATTCAGAACCCGGACGTCTGGTATCGTTGGAAGGAAGGAAGTAAATACCACGAAGTAGGTCGAGGTTTAGAAGAGATGAAACAGGAG

IEE——SS————c————————————————————SS——————————SSSSUNNNSSSSSSSSBSIISSSSS—Sm—_————

PSEN2-202 >

PSEN2-202

ACAAACTTTTCATATGCCCTAGTAGCTCATAGACTGCTCCTTATATCTGGAAAGCAACATTCAAACTTCTCATTTCTGGTTCCAAAAATCCGTGCATTACATGGATAGGCTGCCGTGGGGGACATTCTGCGGCCC
1 M 1 M 1 M 1 N 1 L 1 M 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 T
TGTTTGAAAAGTATACGGGATCATCGAGTATCTGACGAGGAATATAGACCTTTCGTTGTAAGTTTGAAGAGTAAAGACCAAGGTTTTTAGGCACGTAATGTACCTATCCGACGGCACCCCCTGTAAGACGCCGGG

PSEN2-202 >

PSEN2-202

12,150

12,285

12,420

12,555

12,690

12,825

12,960

13,005

13,230

13,365

13,500



TCACGATGTGGTTTCCCACAGAGAAGCCAGGAGAACGAGGAGGACGGTGAGGAGGACCCTGACCGCTATGTCTGTAGTGGGGTTCCCGGGCGGCCGCCAGGCCTGGAGGAAGAGCTGACCCTCAAATACGGAGCG
M 1 M 1 N 1 M 1 M 1 M 1 M 1 " I " 1 M 1 M 1 M 1 M 1 "

+ T T t T + T t
AGTGCTACACCAAAGGGTGTCTCTTCGGTCCTCTTGCTCCTCCTGCCACTCCTCCTGGGACTGGCGATACAGACATCACCCCAAGGGCCCGCCGGCGGTCCGGACCTCCTTCTCGACTGGGAGTTTATGCCTCGC

T NN R —————>

PSEN2-202 >
n n 50 n n n n 55 n n n n 60 n n n n 65 n n n n 70 n n n n 75 n n n n 0 n n n n 5
R S Q E N E E D G E E D P D R Y \i C S G vV P G R P P G L E E E L T L K Y G A
————————————————— ENSE00001071125 >
PSEN2-202

AAGCACGTGATCATGCTGTTTGTGCCTGTCACTCTGTGCATGATCGTGGTGGTAGCCACCATCAAGTCTGTGCGCTTCTACACAGAGAAGAATGGACAGCTGTGAGTTGGGGGGCTGGGGGGAGCAGGGTGGGGT
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
TTCGTGCACTAGTACGACAAACACGGACAGTGAGACACGTACTAGCACCACCATCGGTGGTAGTTCAGACACGCGAAGATGTGTCTCTTCTTACCTGTCGACACTCAACCCCCCGACCCCCCTCGTCCCACCCCA

I R >

PSEN2-202 >
L L L L 90 s s L L 95 L L L L 100 L L L 105, L L L 110 L L L 115 L L L
K H v 1 M ) F v P v T L C M 1 \ \ v A T 1 K ] \ R F ¥ i), E K N G Q L
‘ 1=\ =0T oo o T 2 ~ — ~ — = = = = = = = = = = = = = = = = = = == -—-— >
PSEN2-202

GAGGGCTGAGTTGCCAGGGGGTGGGGGGCGCAGCAGCCTGTGTTGGTCACTGTACCTGCAGCTCCACACCAGCAGCGGTAAAGAGCAGGGATGAAGAACCGCCCAGGTTCATGGCCTGGCTCACTGCCTCCTGGA

CTCCCGACTCAACGGTCCCCCACCCCCCGCGTCGTCGGACACAACCAGTGACATGGACGTCGAGGTGTGGTCGTCGCCATTTCTCGTCCCTACTTCTTGGCGGGTCCAAGTACCGGACCGAGTGACGGAGGACCT

I R >

PSEN2-202 >

PSEN2-202

TTGTGACCTACTTGGGCATGCTTTTAACATCCCTATGCCTCAGCTTCCTTGTTCGTATAATGGGTTGATAACGCAGTTACTGGGAGAATTAAGTGAGTTAATATGAGTGAAGGGCTTAGAAGAGTGTCTACTGCA
1 N 1 N 1 M 1 M 1 M 1 N 1 N 1 N 1 M 1 N 1 . 1 . 1 N 1

T ¥ T i T . T o T i T 1 T i T o T i T i T ¥ T : T u T
AACACTGGATGAACCCGTACGAAAATTGTAGGGATACGGAGTCGAAGGAACAAGCATATTACCCAACTATTGCGTCAATGACCCTCTTAATTCACTCAATTATACTCACTTCCCGAATCTTCTCACAGATGACGT

I R >

PSEN2-202 >

PSEN2-202

CGTGAGTGCTCAGGCAAGCTGGATCCTGCTGCAGAAAGCAAGCTCTTGATCCTGGGCATGGCTGTGCCACTGATCCCTGTGTGACTGCAAACAAATCACTTCCTCTCTGAGTCTCTGCTTCCCTGAATGTGAAAC
. 1 N 1 M 1 N 1 N 1 M 1 M 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
GCACTCACGAGTCCGTTCGACCTAGGACGACGTCTTTCGTTCGAGAACTAGGACCCGTACCGACACGGTGACTAGGGACACACTGACGTTTGTTTAGTGAAGGAGAGACTCAGAGACGAAGGGACTTACACTTTG

I R >

PSEN2-202 >

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

PSEN2-202

AAGGTGGTTGGACCAGATATTTCTCAGCTCACTTCCAGCCTTGTGAGGAAGACTTATAAAGCCTTTCGTTTATTTTAGTAAAATACATGCAGAGGCAGCAGCGTAGAAAAATGAGAAGCTTCCTCCACTTCTTCC
1 N 1 M 1 N 1 N 1 N 1 N 1 M 1 N 1 M 1 N 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
TTCCACCAACCTGGTCTATAAAGAGTCGAGTGAAGGTCGGAACACTCCTTCTGAATATTTCGGAAAGCAAATAAAATCATTTTATGTACGTCTCCGTCGTCGCATCTTTTTACTCTTCGAAGGAGGTGAAGAAGG

I ———————————— ==

PSEN2-202 >

PSEN2-202

CCCTCCCCTTTCTGTGGTCCTCACTGCTAAGCACCTTCTGTAAACTTTTTTTTTTTTTTTTAAAGTTAGGGATTTTTGTTTCATTTCGTGTGTGTTGGTTTTTTTTGTTGTTGTTGTTTCTTTTAAAGAAAGGAA

GGGAGGGGAAAGACACCAGGAGTGACGATTCGTGGAAGACATTTGAAAAAAAAAAAAAAAATTTCAATCCCTAAAAACAAAGTAAAGCACACACAACCAAAAAAAACAACAACAACAAAGAAAATTTCTTTCCTT

I R >

PSEN2-202 >

PSEN2-202

TAAGGCCAGGTGTGGTGTCTCATGCCTGTAATCCCAGCACTTTGGGAGACTGAGGTGAGAGGATTATTTGAGCCCAGGAGTTTGAGACCAGCCTGGGAAATGTGGCGAGACCCTGTCTGTACAAAAAATGCAAAA
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
ATTCCGGTCCACACCACAGAGTACGGACATTAGGGTCGTGAAACCCTCTGACTCCACTCTCCTAATAAACTCGGGTCCTCAAACTCTGGTCGGACCCTTTACACCGCTCTGGGACAGACATGTTTTTTACGTTTT

PSEN2-202 >

PSEN2-202

ATTAGCCAGGTGTGGTGGTACATGCCTGTAGTCTCAGCTACTTGGGAGACTGAGGTGGAAGAACACCTGAGCCCAGAAGTCGAGGCTGCAGTGAGCCATGATTGCGCCACTGCACTGCAGCCTCAGCAACAGAGT
N 1 N 1 M 1 N 1 N 1 M 1 N 1 . 1 M 1 N 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

TAATCGGTCCACACCACCATGTACGGACATCAGAGTCGATGAACCCTCTGACTCCACCTTCTTGTGGACTCGGGTCTTCAGCTCCGACGTCACTCGGTACTAACGCGGTGACGTGACGTCGGAGTCGTTGTCTCA

I R >

PSEN2-202 >

L R L Y

PSEN2-202

GAGACCCTGTCTCAAAATTTTTTTAAAAAATTAAAAAAGAAGTAGAGTCCCATCCTCAGAAAGCTTATAGTGTGTGGGGGATTCAGCGCAGAACAGGTGAAAGCATGGAGAGAATGCAGCCAGCGGTTTGTTTGC
1 3 1 3 1 3 1 3 1 3 1 3 1 3 1 3 1 3 1 3 1 3 1 3 1 3 1
T T T T T T T T T T T T t T 1 T t T y T t T y i t

T T
CTCTGGGACAGAGTTTTAAAAAAATTTTTTAATTTTTTCTTCATCTCAGGGTAGGAGTCTTTCGAATATCACACACCCCCTAAGTCGCGTCTTGTCCACTTTCGTACCTCTCTTACGTCGGTCGCCAAACAAACG

I R >

PSEN2-202 >

PSEN2-202

AGCAGTCCAGGCTGGGAAGAGTGAGGTTTGAGTGAATTGCTTCCTGTGTCTGCTTCCTGAGCTTATGAGCTGCAAGGACAGCAGTTGCTTCAGCGGATGGGGGTCGGGTAGTAGCAGGTGGAGGAGTGCTGGGCT
L 1 L 1 M 1 L 1 M 1 M 1 L 1 N 1 M 1 L 1 L 1 L 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

TCGTCAGGTCCGACCCTTCTCACTCCAAACTCACTTAACGAAGGACACAGACGAAGGACTCGAATACTCGACGTTCCTGTCGTCAACGAAGTCGCCTACCCCCAGCCCATCATCGTCCACCTCCTCACGACCCGA

=== ______________________pg

PSEN2-202 >

L e L e L)

PSEN2-202

13,635

13,770

13,905

14,040

14,175

14,310

14,445

14,580

14,715

14,850

14,985



GGGTGGAGCTGGTGGAGAGGTGTGGGTGGGTGGGGGAATGAGAACTGGATGGGTGAGAGAAGTGCCTAGGGAGCCTTTAATCCCTGTGGGGGTGGGGAAAGCAGCAGGGAGGTCATCTAGCCCTCGTCCTCACTG
I M 1 M 1 M I M 1 " 1 M I M 1 M 1 M I N 1 M 1 M I M 1

T T T T
CCCACCTCGACCACCTCTCCACACCCACCCACCCCCTTACTCTTGACCTACCCACTCTCTTCACGGATCCCTCGGAAATTAGGGACACCCCCACCCCTTTCGTCGTCCCTCCAGTAGATCGGGAGCAGGAGTGAC

PSEN2-202 >
PSEN2-202
Sanger Sequencing Primer
[TGCCAGGAAATGAGCTGGAG
PCR Forward
TGCCAGGAAATGAGCTGGAG
CTGCACTGGGCCCAGTTGGCAGGCTGAGAGCCACAGGTCTGTGGTCAGGGTGCCAGGAAATGAGCTGGAGGACAGGAACTGCTCATGGGGATGGTGCCCGCACTCCATCAGGGCAGCATGTGGGCAGCATGGGCA
3 'l 3 L 3 1 3 L 3 1 3 1 3 L 3 1 3 1 3 1 3 1 3 1 3 L 3
+ T + T + T + T + T + T + T + T + T + T + T + T + T +
GACGTGACCCGGGTCAACCGTCCGACTCTCGGTGTCCAGACACCAGTCCCACGGTCCTTTACTCGACCTCCTGTCCTTGACGAGTACCCCTACCACGGGCGTGAGGTAGTCCCGTCGTACACCCGTCGTACCCGT
PSEN2-202 >

PSEN2-202

Donor Template WT -> SNV

|ACACCCTCGGT

TCCCAGGCACCTCCCCTAGCAGGTCCAGAATCACTCAAGGTGGGGAGCCTCGAGGAGCAGTCAGGGCCGGGAGCATCAGCCCTTTGCCTTCTCCCTCAGCATCTACACGCCATTCACTGAGGACACACCCTCGGT

AGGGTCCGTGGAGGGGATCGTCCAGGTCTTAGTGAGTTCCACCCCTCGGAGCTCCTCGTCAGTCCCGGCCCTCGTAGTCGGGAAACGGAAGAGGGAGTCGTAGATGTGCGGTAAGTGACTCCTGTGTGGGAGCCA

PSEN2-202 >
120 L L L L 125 L L L L 130 L
1 Y T ¥ E T E D & P S '
................................................................................ ENSE00003465186 >

PSEN2-202

Donor Template WT -> SNV

— Donor Template WT -> SNV
GGGCCAGCGCCTCCTCAACTCCGTGCTGAI‘CACCCTCATCATGATCAGCGTCATCGTGGTTATGACCATC
GGGCCAGCGCCTCCTCAACTCCGTGCTGAACACCCTCATCATGATCAGCGTCATCGTGGTTATGACCATCTTCTTGGTGGTGCTCTACAAGTACCGCTGCTACAAGGTGAGGCCCTGGCCCTGCCCTCCAGCCAC
1 ! 1 1 1 ! ! 1 1 ! 1 1 1

T T T T T T T T T T T T
CCCGGTCGCGGAGGAGTTGAGGCACGACTTGTGGGAGTAGTACTAGTCGCAGTAGCACCAATACTGGTAGAAGAACCACCACGAGATGTTCATGGCGACGATGTTCCACTCCGGGACCGGGACGGGAGGTCGGTG

PSEN2-202 >
s L s 135 s L s 140 L s s 145 s s L 150 s L s 155 L F s 160 s s L 165
G R L L N S V L _N L. 1 M 1 s VvV I Vv VvV M T I F L _V V L Y K Y R _C Y K
ENSE00003465186 o e IE I IE IR >
PSEN2-202
[ Protospacer Sequence

PAM
SNV
ACGACTTGTGGGAGTAGTAC|
gRNA Protospacer

GCTTCTCTCCGTCTGCCCCACACCATGGCGGCAGGGCCCGTGAAACAGCCGCCTTTAGAAAAACACAAATTAGAGGAAAATAGACCCAGATTTTTTGTACTCCTCCCCACCCCATCCTGTCTCCCACCGTGGATG
1 1 1 1 1 1 1 1 1 1 1 1 1 1

T T
CGAAGAGAGGCAGACGGGGTGTGGTACCGCCGTCCCGGGCACTTTGTCGGCGGAAATCTTTTTGTGTTTAATCTCCTTTTATCTGGGTCTAAAAAACATGAGGAGGGGTGGGGTAGGACAGAGGGTGGCACCTAC

PSEN2-202 >

PSEN2-202

GCACTTTGTCGGCGGAAATC|
PCR Reverse

ACCTAATACTGTTGTCTTTTATTTTTATTTATTTTCTTTTTCTTGAAACATGGTCTCACTCCATTGCCCAGGCTGGAGTGCAGTGGTGCGATCATGACTCACTGCAGCCTCAACCTCCTGGGCTCAAGTTCTCCC
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
TGGATTATGACAACAGAAAATAAAAATAAATAAAAGAAAAAGAACTTTGTACCAGAGTGAGGTAACGGGTCCGACCTCACGTCACCACGCTAGTACTGAGTGACGTCGGAGTTGGAGGACCCGAGTTCAAGAGGG

PSEN2-202 >

PSEN2-202

ACCCAGCCCCTCAAGTAGCTAGGACTACAGGTTTGCACCACCATACCTGGCTAATTAAAAAATTTTTTTTTGTGCAGGCTAGATCTCACAGTGTTGCCCAGGCTGGTCTCAAACTCCTGGACTCAAGTGATCTCC
1 1 1 1 1 1 1 1 1 1 1 1 1 1

T T
TGGGTCGGGGAGTTCATCGATCCTGATGTCCAAACGTGGTGGTATGGACCGATTAATTTTTTAAAAAAAAACACGTCCGATCTAGAGTGTCACAACGGGTCCGACCAGAGTTTGAGGACCTGAGTTCACTAGAGG

>

PSEN2-202 >

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

PSEN2-202

CACCTTGGCCTCCCAAAGTTCTGGGATTACATGTGTGAGCCATTGCATCCAGCCTGTTGTCTTTTAAATTTACACATTATCCCACTTGAGTTCCTCATTGCAGTGTTCCAAGCATCATTTCTCATATTTCAAAGT
M 1 N 1 M 1 N 1 N 1 M 1 M 1 N 1 N 1 M 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

GTGGAACCGGAGGGTTTCAAGACCCTAATGTACACACTCGGTAACGTAGGTCGGACAACAGAAAATTTAAATGTGTAATAGGGTGAACTCAAGGAGTAACGTCACAAGGTTCGTAGTAAAGAGTATAAAGTTTCA

IESSSSSSSSSSSSMTTSBBmjamnmmoeeeeSs.L—S————————-———gjj—S.S

PSEN2-202 >

L L L L T T T TR

PSEN2-202

15,120

15,255

15,390

15,525

15,660

15,795

15,930

16,065



TAATTTTGTTTTGCTTCTCTTTCTGAAGTTCTATTTTAGGCTCCCCTCACCCCGATACTTCCCCTGAAGATTTATTTTTAGTTTTCCTTTTCCTTTTCGGGCAAGGATGTGCAGAGGCCATGCTGAGGTCTTGCA
1 " 1 " 1 M 1 " 1 M 1 M 1 1 1 M 1 M 1 M 1 " 1 M 1 M 1

T T T T
ATTAAAACAAAACGAAGAGAAAGACTTCAAGATAAAATCCGAGGGGAGTGGGGCTATGAAGGGGACTTCTAAATAAAAATCAAAAGGAAAAGGAAAAGCCCGTTCCTACACGTCTCCGGTACGACTCCAGAACGT

T NN R —————>

PSEN2-202 >

PSEN2-202

GCCCTGGGAGACTTTTGGGTTGTAGCTGCCTATAGCTGCCGAGTAGCCCCAGGGAGTAGTGGAAGGGCAGATCCCATCTGGCCAGAATCATGGGCACTGCCTGTCCCCAAAGATGCCATAAGCTTTTAGACAGCG

CGGGACCCTCTGAAAACCCAACATCGACGGATATCGACGGCTCATCGGGGTCCCTCATCACCTTCCCGTCTAGGGTAGACCGGTCTTAGTACCCGTGACGGACAGGGGTTTCTACGGTATTCGAAAATCTGTCGC

o= __________________pg

PSEN2-202 >

PSEN2-202

GCTTCAGGCTTTTCTCCCAGGTAAGGGGTTGAACCCCTAACGATGGAAAGGAAATTAAGCTGGGCATTACCTATTTTAAAACTGTTTACACACAGGTGCCTCACAGCATTTTTTGTTCAGGCCGCTGCCATCCAT
1 M 1 N 1 M 1 N 1 N 1 N 1 M 1 . 1 X 1 M 1 M 1 N 1 N 1

T ¥ T ¥ T ¥ T . T . T ¥ T . T . T . T ¥ T ¥ T ¥ T . T
CGAAGTCCGAAAAGAGGGTCCATTCCCCAACTTGGGGATTGCTACCTTTCCTTTAATTCGACCCGTAATGGATAAAATTTTGACAAATGTGTGTCCACGGAGTGTCGTAAAAAACAAGTCCGGCGACGGTAGGTA

I R >

PSEN2-202 >

L L L

PSEN2-202

GGAGCAGGTAGATAGAAGTGCAGAGTGCCCAGGCTAGAGGGATGGGACAGGGACAGTGCAGGGAGGGAGCTGAGCCCCCTTCCAGCGGGGGCAGCAGAGGGGAAAGCCATGGGAGGGGCTGCAGGATGTGTCCTG
N 1 N 1 M 1 M 1 N 1 N 1 N 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
CCTCGTCCATCTATCTTCACGTCTCACGGGTCCGATCTCCCTACCCTGTCCCTGTCACGTCCCTCCCTCGACTCGGGGGAAGGTCGCCCCCGTCGTCTCCCCTTTCGGTACCCTCCCCGACGTCCTACACAGGAC

I R >

PSEN2-202 >

PSEN2-202

AGCTGAAGCTTATCAACAAGTAATGAGTACCAGCTGGGCATTGTGGTGCACGCCTGTGGTCCCAACTACTTGGGAGACTGAGGCAGGAGGATCGCCTGACCCCAGGAGTTCAAGTCTAGCCTGGGCAATGTAAGA
1 M 1 L 1 L 1 L 1 N 1 M 1 M 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
TCGACTTCGAATAGTTGTTCATTACTCATGGTCGACCCGTAACACCACGTGCGGACACCAGGGTTGATGAACCCTCTGACTCCGTCCTCCTAGCGGACTGGGGTCCTCAAGTTCAGATCGGACCCGTTACATTCT

PSEN2-202 >

PSEN2-202

CCCTGTCTCTAAAAAAATAATAATAAAATAAGTAACAATTACCTGTGTAACTGTGACGAGGCAGGGTTTGAACATTGCCGCTGGGAGGTTGGCAGATGGTGGGAAGCAGGGTGGAGGGCTGCTGGTTTGGAGCAG

GGGACAGAGATTTTTTTATTATTATTTTATTCATTGTTAATGGACACATTGACACTGCTCCGTCCCAAACTTGTAACGGCGACCCTCCAACCGTCTACCACCCTTCGTCCCACCTCCCGACGACCAAACCTCGTC

I R >

PSEN2-202 >
_____________________________________________________________________________________________________________ >
PSEN2-202

AGGATACAGATTGCATGGGGTCAAGCTAGAAATTGCGTGGCAGATGTGAAGAGCTGGCCCCACTGCGGGCAGTAGGTGTCTGGTGGCCAGTCCCAGAGGCTGTGAAGAGGGGCTCAGCCATCTGTCTAGTAGGGC

TCCTATGTCTAACGTACCCCAGTTCGATCTTTAACGCACCGTCTACACTTCTCGACCGGGGTGACGCCCGTCATCCACAGACCACCGGTCAGGGTCTCCGACACTTCTCCCCGAGTCGGTAGACAGATCATCCCG

I R >

PSEN2-202 >

PSEN2-202

TTCCTTGGAGGTTCCACGATACAGGCAGATGGTGGTGGCCCGGGCAGCCAGGTGGTGGCTGGGATGAAGAGGGTTGGCAGGTCCCAGAGGCAGCCCCTTCCCCTTTTGGCTGTGTGTGCAGCAGGGCCGTGGAGG
M 1 N 1 M 1 N 1 N 1 M 1 M 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
AAGGAACCTCCAAGGTGCTATGTCCGTCTACCACCACCGGGCCCGTCGGTCCACCACCGACCCTACTTCTCCCAACCGTCCAGGGTCTCCGTCGGGGAAGGGGAAAACCGACACACACGTCGTCCCGGCACCTCC

I R >

PSEN2-202 >

PSEN2-202

CTGCTTTTAGTCCAGGTAGACCAGGGCCACGCTGAGGTCCCAGTGGGCTGAGCTGGTGACTGATGAGTTGGTCCTCAGGGGTGAGGCTGGTGGGAAGTGATGTCACTGTCCCGCCGATGGCCAGCTAAGGGACTG
1 M 1 i 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
GACGAAAATCAGGTCCATCTGGTCCCGGTGCGACTCCAGGGTCACCCGACTCGACCACTGACTACTCAACCAGGAGTCCCCACTCCGACCACCCTTCACTACAGTGACAGGGCGGCTACCGGTCGATTCCCTGAC

I R >

PSEN2-202 >

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

PSEN2-202

GGTTAGGATCAGCCCCCTCTTGTCCTTCACTCTCCCATCCTTGGCCAGGAGAAGAGGAACAGGTCTTTCTGAGGACCTGCTTGTAGACCTTTGGGTAGGAGGGGACTTCCCAGGTTCTCTGTTGAGGCCACTCTA
N 1 N 1 M 1 M 1 N 1 N 1 N 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
CCAATCCTAGTCGGGGGAGAACAGGAAGTGAGAGGGTAGGAACCGGTCCTCTTCTCCTTGTCCAGAAAGACTCCTGGACGAACATCTGGAAACCCATCCTCCCCTGAAGGGTCCAAGAGACAACTCCGGTGAGAT

IEE——SS————c————————————————————SS——————————SSSSUNNNSSSSSSSSBSIISSSSS—Sm—_————

PSEN2-202 >

PSEN2-202

TCTAAAATAGCACCCCAGTGAGTCTCCTATCACTGTATCCTAACATTATTTTCTCCATGGCCCTCATCATTACCTGCTGATATACTGTATGTTTGTCTATATGTCATCTAACACCCCTCACACTGGAACACAATG
1 M 1 L 1 M 1 N 1 L 1 L 1 M 1 N 1 L 1 M 1 L 1 L 1 N 1

T T T T t T y T t T y T ¥ T
AGATTTTATCGTGGGGTCACTCAGAGGATAGTGACATAGGATTGTAATAAAAGAGGTACCGGGAGTAGTAATGGACGACTATATGACATACAAACAGATATACAGTAGATTGTGGGGAGTGTGACCTTGTGTTAC

PSEN2-202 >

PSEN2-202

16,200

16,335

16,470

16,605

16,740

16,875

17,010

17,145

17,280

17,415

17,550



CCCGTGGGCAGAGACTTTGCTAGCCTTGGTTCCAGAGCCTAGAACAGTGCCTGGCAAGTAGGAGACACCCAGCATTACCTTTCTAAGTGAACCAGTAGAGATGGGGGGAGACCGCAAGGCTATGCCGGCAGACCT
" 1 M I M 1 M 1 M 1 M 1 M 1 " 1 N 1 M 1 M I M 1 M 1 "

+ T T t T + T t
GGGCACCCGTCTCTGAAACGATCGGAACCAAGGTCTCGGATCTTGTCACGGACCGTTCATCCTCTGTGGGTCGTAATGGAAAGATTCACTTGGTCATCTCTACCCCCCTCTGGCGTTCCGATACGGCCGTCTGGA

T NN R —————>

PSEN2-202 >

PSEN2-202

GAGGGAGTCCTGTCTGCATGCGCTGCAGGATGACCTGAGGGGAACTCCTTGGACTTCTGTGCCCTCTTTATCTGTAAGGTGGCCACCTGATCCCTTCCAGCGTAGGCATGAAGTAGCCTAATGAAGAGCATTCAG

CTCCCTCAGGACAGACGTACGCGACGTCCTACTGGACTCCCCTTGAGGAACCTGAAGACACGGGAGAAATAGACATTCCACCGGTGGACTAGGGAAGGTCGCATCCGTACTTCATCGGATTACTTCTCGTAAGTC

o= __________________pg

PSEN2-202 >

PSEN2-202

GCTTGGGTATCAGTCTCAGGATCCTGGGGGCCTTAGAATTTGTGGCGCTTGGGGACACCTTGTGATCGTGCAATTTCTGTTGTCTAGTTCATCCATGGCTGGTTGATCATGTCTTCACTGATGCTGCTGTTCCTC
N 1 N 1 M 1 N 1 N 1 N 1 N 1 M 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
CGAACCCATAGTCAGAGTCCTAGGACCCCCGGAATCTTAAACACCGCGAACCCCTGTGGAACACTAGCACGTTAAAGACAACAGATCAAGTAGGTACCGACCAACTAGTACAGAAGTGACTACGACGACAAGGAG

I R >

PSEN2-202 >
f L L 170 L i i L 175 i i i i 180 i i
F 1 H G W K 1 M 5 5 L M L E F L
---------------------------------------------------------------------- ENSE00003590454 >
PSEN2-202

TTCACCTATATCTACCTTGGGTAAGTGACAGATAAGCAGCAGGGTCCCTGGGAGCCCCTCTCCATGTGGCACAAGTGGACATGGGCATGAGGACCTGGGCGGGGAAAGATGACCATCGAGCTCCAGTCTTCCCCA
1 N 1 N 1 N 1 M 1 N 1 N 1 M 1 N 1 i 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
AAGTGGATATAGATGGAACCCATTCACTGTCTATTCGTCGTCCCAGGGACCCTCGGGGAGAGGTACACCGTGTTCACCTGTACCCGTACTCCTGGACCCGCCCCTTTCTACTGGTAGCTCGAGGTCAGAAGGGGT

_______________________________________________________________o-=-=e______________________pg

PSEN2-202 >

! ! 185 L L 1
G

i x Y 1 ), 4 L
‘ ENSE00003590454 I T il >

PSEN2-202

GTGCCAGCCGTTTTGGGAACCCAGGCCTCCGTCGCCCTCTCTCATGGCCTTGACACAGGGGAGTGGAAGTGGGGCTGCATGGTGGACCACATGTTTCTGTCTCGTTCCTGATTTAAAATGAACCCTTCATGGAGA
N 1 N 1 M 1 N 1 M 1 N 1 N 1 N 1 M 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

CACGGTCGGCAAAACCCTTGGGTCCGGAGGCAGCGGGAGAGAGTACCGGAACTGTGTCCCCTCACCTTCACCCCGACGTACCACCTGGTGTACAAAGACAGAGCAAGGACTAAATTTTACTTGGGAAGTACCTCT

___________________________________________________________-=-e______pg

PSEN2-202 >

PSEN2-202

AGGCTCTCTGTGAACCCCAGGGGGATAGAAACCCCCCAAAATTTACATTCTGATTTTTAGGCTAGGCCTGGGTACTTTCTGGTTTGTGGGAAAAATTATCTGTTCTATCGCCCCTTGATTTGGGATATCAGCCTG
1 M 1 N 1 N 1 N 1 N 1 N 1 M 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
TCCGAGAGACACTTGGGGTCCCCCTATCTTTGGGGGGTTTTAAATGTAAGACTAAAAATCCGATCCGGACCCATGAAAGACCAAACACCCTTTTTAATAGACAAGATAGCGGGGAACTAAACCCTATAGTCGGAC

I R >

PSEN2-202 >

PSEN2-202

ACCCAGGGGCCCAAAGAGACTGGGAGGACAAGAGAAAACACTTTCCCAAGGACCTTTCCATGTGCACAGGGTCTTCCAGGTCATGCCCATGCACATTTCTGTGATCTGTTCCAAGCATCCCCACCTTGTTTTAGA
N 1 N 1 N 1 N 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

TGGGTCCCCGGGTTTCTCTGACCCTCCTGTTCTCTTTTGTGAAAGGGTTCCTGGAAAGGTACACGTGTCCCAGAAGGTCCAGTACGGGTACGTGTAAAGACACTAGACAAGGTTCGTAGGGGTGGAACAAAATCT

I R >

PSEN2-202 >

PSEN2-202

AAATGCTGCAAATGGTAAATTGTAAGGACAGTGAAGGTCGGGGAAGGAAATGTTAGTAAAGAGGGCCAGGTTGGGACTGAATGGTGGTAAACTGCTAGGCTGTAATGCCTCCACTGAGTCCCAGTCACAGGCTCC
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
TTTACGACGTTTACCATTTAACATTCCTGTCACTTCCAGCCCCTTCCTTTACAATCATTTCTCCCGGTCCAACCCTGACTTACCACCATTTGACGATCCGACATTACGGAGGTGACTCAGGGTCAGTGTCCGAGG

PSEN2-202 >

PSEN2-202

ACCTTGGTCCTGCAGGGAAGTGCTCAAGACCTACAATGTGGCCATGGACTACCCCACCCTCTTGCTGACTGTCTGGAACTTCGGGGCAGTGGGCATGGTGTGCATCCACTGGAAGGGCCCTCTGGTGCTGCAGCA
M 1 N 1 M 1 i 1 M 1 M 1 N 1 N 1 M 1 X 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

TGGAACCAGGACGTCCCTTCACGAGTTCTGGATGTTACACCGGTACCTGATGGGGTGGGAGAACGACTGACAGACCTTGAAGCCCCGTCACCCGTACCACACGTAGGTGACCTTCCCGGGAGACCACGACGTCGT

I R >

PSEN2-202 >
190 L L L 195 ! L L 200 L ! L 205 ! ! ! 210 L ! L 25 L L ! 220 ! L L 225 L L !
E \4 L K T L N \4 A M D ¥ P 3 L L L T \ W N F G A v G M v C 1 H W K G P L v L Q Q
------------- ENSE00001071130 >
PSEN2-202

GGCCTACCTCATCATGATCAGTGCGCTCATGGCCCTAGTGTTCATCAAGTACCTCCCAGAGTGGTCCGCGTGGGTCATCCTGGGCGCCATCTCTGTGTATGGTAGGTGGGCAGCAAGGCTGGTGGGGGCAGTGGG
1 M 1 N 1 M 1 M 1 M 1 N 1 M 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
CCGGATGGAGTAGTACTAGTCACGCGAGTACCGGGATCACAAGTAGTTCATGGAGGGTCTCACCAGGCGCACCCAGTAGGACCCGCGGTAGAGACACATACCATCCACCCGTCGTTCCGACCACCCCCGTCACCC

I R >

PSEN2-202 >
230 i 1 f f 235 i f i i 240 i i i L 245 i i i f 250 i i i i 255 i i i i 260 i i
A id L 1 M 1 S A L M A L \ F 1 K Y L P E W S A W \4 1 L G A 1 S \ ¥
] ENSE00001071130 e >
PSEN2-202

GGCGATGTCCAGGGCCAAATCGTCCCCAGTGCTGCACAAGGAGGGCAGGTGCTGAAGGGCTTGCATCCCTTTCTGCAGAGGCCTGGGTGGGATCCCTCCTGAGAGAGTCGCCTTTGTAAAACAGAGGGGGGTCCA
. 1 N 1 M 1 N 1 N 1 N 1 i 1 N 1 M 1 N 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

CCGCTACAGGTCCCGGTTTAGCAGGGGTCACGACGTGTTCCTCCCGTCCACGACTTCCCGAACGTAGGGAAAGACGTCTCCGGACCCACCCTAGGGAGGACTCTCTCAGCGGAAACATTTTGTCTCCCCCCAGGT

PSEN2-202 >

PSEN2-202

17,685

17,820

17,955

18,090

18,225

18,360

18,495

18,630

18,765

18,900

19,035



CTATTTCTGGAACACTCCTGGTGGTCTAGATAAAACGCAGTAGTCACTGAGCTCCTCATTTACTTTTTTTTTTTTTGAGATGGAGTCTTGCTCTGTCGCCCAGGCTGGAGTGTAGTGGCGCCATCTTGGCTGACT
1 M 1 " 1 M 1 " 1 M 1 M 1 " 1 M 1 M 1 M 1 " 1 M 1 M 1

T T T T
GATAAAGACCTTGTGAGGACCACCAGATCTATTTTGCGTCATCAGTGACTCGAGGAGTAAATGAAAAAAAAAAAAACTCTACCTCAGAACGAGACAGCGGGTCCGACCTCACATCACCGCGGTAGAACCGACTGA

T NN R —————>

PSEN2-202 >

I LRI

PSEN2-202

GCAACCTCCGCCTCCCGGGTTCAAGTGATTCTCCTGCCTCAGCCTCCTGAGTAGATAGGATTATAGGCATGTGCCACCACGCTGGGCTAATTTTTGTATTTTTAGTAGAGATGGGGTTTCACCATGTTGGCCAGG

CGTTGGAGGCGGAGGGCCCAAGTTCACTAAGAGGACGGAGTCGGAGGACTCATCTATCCTAATATCCGTACACGGTGGTGCGACCCGATTAAAAACATAAAAATCATCTCTACCCCAAAGTGGTACAACCGGTCC

o= __________________pg

PSEN2-202 >

PSEN2-202

CTGATCTCGAACTCCTGACCTTGTGATCGGCCCGCCTCAGCCTCCCAAAGTACTGGGATTACAGGCATGAGCCACTACACCCAGCCTCATTTTCCATTATTACTGCTATGCTGATTGAGCAAGTGCACTGTTAAG
1 N 1 N 1 N 1 M 1 N 1 M 1 N 1 N 1 M 1 M 1 N 1 N 1 M 1

T ¥ T ¥ T ¥ T . T . T r T ¥ T . T . T ¥ T ¥ T ¥ T ¥ T
GACTAGAGCTTGAGGACTGGAACACTAGCCGGGCGGAGTCGGAGGGTTTCATGACCCTAATGTCCGTACTCGGTGATGTGGGTCGGAGTAAAAGGTAATAATGACGATACGACTAACTCGTTCACGTGACAATTC

I R >

PSEN2-202 >

L L L

PSEN2-202

CACTGGACACGCTGTAAGTGATTTGTTCATCAAGACAGTCCTTTGGGTACCATGCATATACATAACCCCAAATGTTAGCTGCTATTTGATATTAGCATGATTATCATTGCCAGTATTGTTACTTCCATTTTAAGG
N 1 M 1 M 1 N 1 N 1 M 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
GTGACCTGTGCGACATTCACTAAACAAGTAGTTCTGTCAGGAAACCCATGGTACGTATATGTATTGGGGTTTACAATCGACGATAAACTATAATCGTACTAATAGTAACGGTCATAACAATGAAGGTAAAATTCC

I R >

PSEN2-202 >

PSEN2-202

TTAAAGAATTGGAGGCTCAGAGAAGTGGGACTCCCCAGCCTGGCCACCGCGTCTCGGGTGCACAGCTCCTCCATGCTTGCAGTTGCCTGCGAGGCCCTACTCTGGCTCACACCAGGGCCTGCTCTAAGTTGTGAC
1 M 1 L 1 N 1 M 1 L 1 L 1 M 1 L 1 L 1 M 1 L 1 M 1 M 1

T T T T t T y T t T y T t T
AATTTCTTAACCTCCGAGTCTCTTCACCCTGAGGGGTCGGACCGGTGGCGCAGAGCCCACGTGTCGAGGAGGTACGAACGTCAACGGACGCTCCGGGATGAGACCGAGTGTGGTCCCGGACGAGATTCAACACTG

PSEN2-202 >

PSEN2-202

TGGAGAATGAGAATTTGGGATGCCAGCCCAGAGGCAAGGCATGCTCTGAGAGCTCCACCCGGGGCTCCTGTGCTACAGGGCAGGCTCTTCTTCAGGGGGCTGCCCGGGGATAGTTTGACAAGGATGTCTCTGTCT

ACCTCTTACTCTTAAACCCTACGGTCGGGTCTCCGTTCCGTACGAGACTCTCGAGGTGGGCCCCGAGGACACGATGTCCCGTCCGAGAAGAAGTCCCCCGACGGGCCCCTATCAAACTGTTCCTACAGAGACAGA

I R >

PSEN2-202 >

PSEN2-202

TCCTAGATCTCGTGGCTGTGCTGTGTCCCAAAGGGCCTCTGAGAATGCTGGTAGAAACTGCCCAGGAGAGAAATGAGCCCATATTCCCTGCCCTGATATACTCATGTGAGTGAGCCCCCCGTGCCTCTGCCTGAC
1 M 1 N 1 . 1 M 1 N 1 N 1 M 1 N 1 N 1 N 1 N 1 N 1 M 1

T ¥ T ¥ T B T ¥ T 5 T B T . T ¥ T . T ¥ T ¥ T ¥ T . T
AGGATCTAGAGCACCGACACGACACAGGGTTTCCCGGAGACTCTTACGACCATCTTTGACGGGTCCTCTCTTTACTCGGGTATAAGGGACGGGACTATATGAGTACACTCACTCGGGGGGCACGGAGACGGACTG

I R >

PSEN2-202 >
L L 265 L L i 270 i i L 215 i L L 280 L i i 285 i L i 290 i L L 295
D L \ A N L C P K G P L R M L N E T A Q E R N E a 1 F P A L 1 Y S
----- ENSE00001071132 e e >
PSEN2-202

TCGGGGTCAGCAGGCAGCCTGTGGGGGGACAGGGGCCTGCTTCCTGGCCGTGGCTTTCAGAGTTGACTGGGCGATCCCAGGAGGGTCTCCACTTTCAGAAGCCAGGGAGGGCAGTATCTTGTTATTACACAGTAA
1 1 1 1 1 1 1 1 1 1 1 1 1

AGCCCCAGTCGTCCGTCGGACACCCCCCTGTCCCCGGACGAAGGACCGGCACCGAAAGTCTCAACTGACCCGCTAGGGTCCTCCCAGAGGTGAAAGTCTTCGGTCCCTCCCGTCATAGAACAATAATGTGTCATT

I R >

PSEN2-202 >

PSEN2-202

GAAGCTTAGAAAGTTAGGACAGGAAGCAGGCATCTGCTGGGATGTGCTGCAGTCCCTGACTTCATCCCGTCCATCCTCCAGCGGCATGCTGCGGTGCAGGTTGCATTCCTGTGATCCCGCAGCCACCCCTCAGCT
1 1 1 1 1 1 1 1 1 1 1 1 1 1

T T
CTTCGAATCTTTCAATCCTGTCCTTCGTCCGTAGACGACCCTACACGACGTCAGGGACTGAAGTAGGGCAGGTAGGAGGTCGCCGTACGACGCCACGTCCAACGTAAGGACACTAGGGCGTCGGTGGGGAGTCGA

I R >

PSEN2-202 >

L LY

PSEN2-202

CTCCAGGCTCTTGAGAAGGGACTTTGGAGAGGGATTCTTCAGGGCAGGGGGTCGGGGAGCAAGGAGCTTCTGGGCTTCCTTGACAGCAGCGTGGCTGATTGGCATTAATCCTAACTGAAGGGAAGGCACACGGGA
N 1 N 1 M 1 M 1 M 1 N 1 N 1 M 1 N 1 N 1 M 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

GAGGTCCGAGAACTCTTCCCTGAAACCTCTCCCTAAGAAGTCCCGTCCCCCAGCCCCTCGTTCCTCGAAGACCCGAAGGAACTGTCGTCGCACCGACTAACCGTAATTAGGATTGACTTCCCTTCCGTGTGCCCT

I R >

PSEN2-202 >

PSEN2-202

TGGCCCCTGGCCTCGGGGTCAATGTGTAGAGATTTGGACTTACACATGCAGTCAACAAAGGCACATCAAGTCCCCATTTTGTGACAGGCACTGTGCTAGGCATTGGGGGACCCAGCAGGAAAGAAGACCACAGGG
1 N 1 L 1 N 1 M 1 L 1 L 1 N 1 M 1 N 1 M 1 L 1 N 1 N 1

T T T T T T T T T T T T T T
ACCGGGGACCGGAGCCCCAGTTACACATCTCTAAACCTGAATGTGTACGTCAGTTGTTTCCGTGTAGTTCAGGGGTAAAACACTGTCCGTGACACGATCCGTAACCCCCTGGGTCGTCCTTTCTTCTGGTGTCCC

I - R >

PSEN2-202 >

e e L e L)

PSEN2-202

19,170

19,305

19,440

19,575

19,710

19,845

19,980

20,115

20,250

20,385

20,520



TCCCAGGCCTCATGGAGCTCACGGCCCTGTGATTGTGATGCCCTCGGTCTGTTGATGGCGGGGCTTAAATAGCCTGAATTTCTGGAGCTCTGGCGTCTGCAAGGTGGCCTGGGAAAGAGTTTATGGAACAGCTAC
M 1 M I M 1 M 1 M 1 N 1 " 1 " 1 M 1 M 1 " 1 N 1 M 1 M

+ T T t T + T t
AGGGTCCGGAGTACCTCGAGTGCCGGGACACTAACACTACGGGAGCCAGACAACTACCGCCCCGAATTTATCGGACTTAAAGACCTCGAGACCGCAGACGTTCCACCGGACCCTTTCTCAAATACCTTGTCGATG

T NN R —————>

PSEN2-202 >

PSEN2-202

AGAGTTCTAGGTACCTTCATGCAGTTGAGGATTCGAGCCCGTAGAGGAGAATCGCCTGCAGCGTGGCCCCACGGGAAAGCACATTCCAGGCGCATTCCGAGGATGAGCGGAGACCATGTATGGAAAGGTAGTGCC

TCTCAAGATCCATGGAAGTACGTCAACTCCTAAGCTCGGGCATCTCCTCTTAGCGGACGTCGCACCGGGGTGCCCTTTCGTGTAAGGTCCGCGTAAGGCTCCTACTCGCCTCTGGTACATACCTTTCCATCACGG

o= __________________pg

PSEN2-202 >

PSEN2-202

AGGACTGTCATGAGTGTCCCAGGGCTCGGGGGATTCACCCGTGAACTGTGAGGTCTTGGCTCTGATAGACCTGGTTCTTATGCTTTAGGAGGGGAGACAAACAGTAACAGAATAGACAAATGCAAGAGAGAGTGA
N 1 M 1 M 1 M 1 . 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
TCCTGACAGTACTCACAGGGTCCCGAGCCCCCTAAGTGGGCACTTGACACTCCAGAACCGAGACTATCTGGACCAAGAATACGAAATCCTCCCCTCTGTTTGTCATTGTCTTATCTGTTTACGTTCTCTCTCACT

I R >

PSEN2-202 >

L L L

PSEN2-202

CTCTGGACCCCTCCCACAACGGCCTCCTAACAATGGAGCATGAGCAGATACCTGCAGGATGGAGGGTCCTGTGCAGGCTTTCTGGGACGCAGACTGGCCACCTCCCCCAGGCCCTGCAGGCAGCCACTGTTAGCA
1 N 1 N 1 N 1 N 1 N 1 M 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
GAGACCTGGGGAGGGTGTTGCCGGAGGATTGTTACCTCGTACTCGTCTATGGACGTCCTACCTCCCAGGACACGTCCGAAAGACCCTGCGTCTGACCGGTGGAGGGGGTCCGGGACGTCCGTCGGTGACAATCGT

I R >

PSEN2-202 >

PSEN2-202

CCGCCTGAGATGTGAACCTTTTCTCCTCCCCCAGCTGCCATGGTGTGGACGGTTGGCATGGCGAAGCTGGACCCCTCCTCTCAGGGTGCCCTCCAGCTCCCCTACGACCCGGAGATGGGTGAGTATCTTGGGGAG
L 1 L 1 L 1 L 1 L 1 M 1 L 1 N 1 M 1 N 1 L 1 N 1 L 1 L

T T T T T T T T T T T T T T
GGCGGACTCTACACTTGGAAAAGAGGAGGGGGTCGACGGTACCACACCTGCCAACCGTACCGCTTCGACCTGGGGAGGAGAGTCCCACGGGAGGTCGAGGGGATGCTGGGCCTCTACCCACTCATAGAACCCCTC

- __________________________________Pg

PSEN2-202 >
s ' L s 300 ' s ' 305 i ' s 310 s s ' 315 s s s 320 s L
S A M v W T v G M A K L D L S S Q G A L Q L L ¥ D L E M
L N ENSE00003464607 -------------.>
PSEN2-202

CTAACAGCCTCTCATCACTGGGGGGCAGCTCCCTACCTGCACCCAGCTCTGCTCGGCCTGGCTTCCCTGAGAGGCATGAGTTCAGGAGGGGCAGAGGGAAAGGTCCGTTGAAAACCAGCCGGACACATGCGGCTT
1 M 1 N 1 M 1 N 1 M 1 N 1 N 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
GATTGTCGGAGAGTAGTGACCCCCCGTCGAGGGATGGACGTGGGTCGAGACGAGCCGGACCGAAGGGACTCTCCGTACTCAAGTCCTCCCCGTCTCCCTTTCCAGGCAACTTTTGGTCGGCCTGTGTACGCCGAA

T —_—

PSEN2-202 >

PSEN2-202

GAAGATTCAGCAAGTGTTGGACCCTCGGTCCTCTGCCAGCCTCTGTTGCATCGTTCTGCTGGGCGTGG6GTGGGTGGAGTGGGGGAAGCCCTGGTGTCAGGTGCTGGTGCTCAGGGGGACCCCTTCTTGGAGCTTT
N 1 M 1 M 1 N 1 N 1 M 1 N 1 N 1 N 1 N 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

CTTCTAAGTCGTTCACAACCTGGGAGCCAGGAGACGGTCGGAGACAACGTAGCAAGACGACCCGCACCCACCCACCTCACCCCCTTCGGGACCACAGTCCACGACCACGAGTCCCCCTGGGGAAGAACCTCGAAA

I R >

PSEN2-202 >

PSEN2-202

GTTCCCTGGTAACACTCTGACCAGCTGTTGTTTCTCTCTCTTGTTGTCCCCTCCTCACGGTGATGACGGACATCTTCTCTTCCTGGACACCCAGAAGAAGACTCCTATGACAGTTTTGGGGAGCCTTCATACCCC
1 N 1 N 1 N 1 M 1 N 1 N 1 N 1 M 1 N 1 M 1 . 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
CAAGGGACCATTGTGAGACTGGTCGACAACAAAGAGAGAGAACAACAGGGGAGGAGTGCCACTACTGCCTGTAGAAGAGAAGGACCTGTGGGTCTTCTTCTGAGGATACTGTCAAAACCCCTCGGAAGTATGGGG

I R >

PSEN2-202 >
" 325 L L L 330 L L L 335 L
4 E D 8 Y D = & G E P 8 Y
---------------------------------------------------------------------------- ENSE00001071124 >
PSEN2-202

GAAGTCTTTGAGCCTCCCTTGACTGGCTACCCAGGGGAGGAGCTGGAGGAAGAGGAGGAAAGTAAGGTGCCCATGTTCACACGGCCTGCTTCAGCCTACGGCGGGAGCGGAGACAGAGGGTGGAGGCTCCCTGCA
M 1 M 1 M 1 N 1 N 1 M 1 i 1 N 1 M 1 N 1 N 1 N 1 N 1 X
t T t T t T t T t T t T t T t T t T t T t T t T t T t

CTTCAGAAACTCGGAGGGAACTGACCGATGGGTCCCCTCCTCGACCTCCTTCTCCTCCTTTCATTCCACGGGTACAAGTGTGCCGGACGAAGTCGGATGCCGCCCTCGCCTCTGTCTCCCACCTCCGAGGGACGT

I R >

PSEN2-202 >
! ! 340 ! ! ! 345 ! ! ! 350 ! ! ! 355 !
E \ 5 E P P L & G Y e G E E L E E E E E
‘ ENSEOOO0O01071124 R I I i I >
PSEN2-202

GCCTGGGTGGAGGAGGGCATGAGGGGAGGGGCCCCTTTTCCCATCAGAGGCATCTCTGTGAAAGTAGAAGATGCCTGCAGCGCTGGGGTCTTCTCAGCAGGCCCCATGTAGTTGTCCGGCATGTATTGAGTATGG
1 M 1 M 1 N 1 M 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 L) T . T ) T ¥ T ' T . T
CGGACCCACCTCCTCCCGTACTCCCCTCCCCGGGGAAAAGGGTAGTCTCCGTAGAGACACTTTCATCTTCTACGGACGTCGCGACCCCAGAAGAGTCGTCCGGGGTACATCAACAGGCCGTACATAACTCATACC

I R >

PSEN2-202 >

PSEN2-202

GCCACGTGCCCGTGCTGTGCTGGGTGAGGCCCAGCCCTGGTGGGACCCACAGGCTAAGGAGACACGGGCAGTAATCACATAGACTGAGAAGCCAAGGACTATGAAGGGGGCCATGGGGTTGGGGAGGGGCGGCAG
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
CGGTGCACGGGCACGACACGACCCACTCCGGGTCGGGACCACCCTGGGTGTCCGATTCCTCTGTGCCCGTCATTAGTGTATCTGACTCTTCGGTTCCTGATACTTCCCCCGGTACCCCAACCCCTCCCCGCCGTC

I R >

PSEN2-202 >

I T T

PSEN2-202

20,655

20,790

20,925

21,060

21,195

21,330

21,465

21,600

21,735

21,870

22,005



GAGAGCATGCCACGGGGCTTCTTGACCTGGTTGGCAGGGGTGAGAGAAAGTCAGCTGAGGAAGTAACTGCTGAGCTGAGCTCTGAAGGTTGAGTCACAGCAGTCACTAGAGGAGAGGAGCACAGGGTGGGGAGCA
I M 1 " 1 M 1 M 1 M 1 M 1 M 1 M 1 " 1 M 1 M 1 M I M 1

T T T T
CTCTCGTACGGTGCCCCGAAGAACTGGACCAACCGTCCCCACTCTCTTTCAGTCGACTCCTTCATTGACGACTCGACTCGAGACTTCCAACTCAGTGTCGTCAGTGATCTCCTCTCCTCGTGTCCCACCCCTCGT

T NN R —————>

PSEN2-202 >

PSEN2-202

TTTCCTGACAGACAGACTCAGGAATCAGAGGAAGCCGGGGCGGGATGCAGAGAGCAGAAGTGTGGGAGAGCCTTGCAAACAGGCCTGGAGACATGCGAAGATAGGAGTTCATCCTGGCGTCAGTACACGGTGCCT

AAAGGACTGTCTGTCTGAGTCCTTAGTCTCCTTCGGCCCCGCCCTACGTCTCTCGTCTTCACACCCTCTCGGAACGTTTGTCCGGACCTCTGTACGCTTCTATCCTCAAGTAGGACCGCAGTCATGTGCCACGGA

o= __________________pg

PSEN2-202 >

PSEN2-202

GCCTAACACCCAATGCCAGCCCACTGCTGCGTGCCAGGCAGCACCCTGGAGCAGGGAGATGCTGCACTGTCGTAACAGCCCCTGCCTTGAGAGGTGCCTTACGGGAGCAGCCTGGTGACAGTGGCTTGGCATACA
1 M 1 N 1 N 1 N 1 . 1 M 1 M 1 N 1 . 1 M 1 N 1 N 1 M 1

T ¥ T ¥ T . T . T . T . T ¥ T . T . T ¥ T ¥ T ¥ T . T
CGGATTGTGGGTTACGGTCGGGTGACGACGCACGGTCCGTCGTGGGACCTCGTCCCTCTACGACGTGACAGCATTGTCGGGGACGGAACTCTCCACGGAATGCCCTCGTCGGACCACTGTCACCGAACCGTATGT

I R >

PSEN2-202 >

L L L

PSEN2-202

GGACTCCAGTGACACGGGAGGGGCAAGCTAGGGAAAGATCACTCTGCGGTGGGTCTGGAAGGAGGAGCAGGTGCGCACCCTCCAGGCAGGCTTGGGGGAGGTATTTATTCCAAGGCCAACTGGTGTGCTGCAGAC
M 1 N 1 N 1 N 1 N 1 M 1 N 1 N 1 N 1 . 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
CCTGAGGTCACTGTGCCCTCCCCGTTCGATCCCTTTCTAGTGAGACGCCACCCAGACCTTCCTCCTCGTCCACGCGTGGGAGGTCCGTCCGAACCCCCTCCATAAATAAGGTTCCGGTTGACCACACGACGTCTG

I R >

PSEN2-202 >

PSEN2-202

CAGGAGTTAGCACAGATCCCACGGGGCCCGCAGGACTGGCCTCCCTCCAGACACCAGCCACAAGCTCTAGAGGGTCTAGATGCCACTTGTGCTTCTGACCGGCTGCAAATTTAGGGCTCCCATGACCCCCTTAGG
1 M 1 L 1 L 1 L 1 L 1 L 1 M 1 L 1 M 1 M 1 M 1 L 1 M 1

T T T T t T y T t T y T t T
GTCCTCAATCGTGTCTAGGGTGCCCCGGGCGTCCTGACCGGAGGGAGGTCTGTGGTCGGTGTTCGAGATCTCCCAGATCTACGGTGAACACGAAGACTGGCCGACGTTTAAATCCCGAGGGTACTGGGGGAATCC

PSEN2-202 >

PSEN2-202

TTCAATAACTTGCTAGAATGACTCACAGAACTCAGGAAAGCACTACACTTAAAATTGCAGTTTGTTTTTTGTTGTCGTTTTGTTTTGGAGACAGGGTCTCGCTCTGTTGCCCAGGCTGGAGTGCAGTAGCACGAT

AAGTTATTGAACGATCTTACTGAGTGTCTTGAGTCCTTTCGTGATGTGAATTTTAACGTCAAACAAAAAACAACAGCAAAACAAAACCTCTGTCCCAGAGCGAGACAACGGGTCCGACCTCACGTCATCGTGCTA

I R >

PSEN2-202 >
_____________________________________________________________________________________________________________ >
PSEN2-202

TGTGGCTCACTGCAACCTTGACTTCCTGGGCTCAAGTGATCCTCCCACCTTGGCCTCCTGAGTAGCTGGGATTACAGGCACGTGCTACCACACCTGGCTCATTTATATTTTTAGTAGAGACAAGGTTTTGACTTG

ACACCGAGTGACGTTGGAACTGAAGGACCCGAGTTCACTAGGAGGGTGGAACCGGAGGACTCATCGACCCTAATGTCCGTGCACGATGGTGTGGACCGAGTAAATATAAAAATCATCTCTGTTCCAAAACTGAAC

I R >

PSEN2-202 >

PSEN2-202

TTGCCCGGGCTGGTTTCGAACTCCTGGGCTCAAGTGATCCACCTGCCTTGGCCTTCCAAAGTACTGGGATTATAGGTCTGAGCCACAGCACCCGGCCAAAATTAGTTTTATTATAAGAGATGCAACTCAGGACCA
N 1 M 1 M 1 M 1 N 1 M 1 M 1 N 1 N 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
AACGGGCCCGACCAAAGCTTGAGGACCCGAGTTCACTAGGTGGACGGAACCGGAAGGTTTCATGACCCTAATATCCAGACTCGGTGTCGTGGGCCGGTTTTAATCAAAATAATATTCTCTACGTTGAGTCCTGGT

I R >

PSEN2-202 >

PSEN2-202

GCCAAATGAAGAGACAGTGAAGAAGTAATGCTGATGGATCACACCTGGTGGGGGAAGGAGGACAGCTGGGGCCAGGAGCAGGAGGGACACCTGCAGGGCTGGAAGGGCAGGGGAGGTGGGCCTCCATGGTTTGTG
1 N 1 . 1 N 1 M 1 N 1 N 1 M 1 i 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 T T T T T T T T T T T T T
CGGTTTACTTCTCTGTCACTTCTTCATTACGACTACCTAGTGTGGACCACCCCCTTCCTCCTGTCGACCCCGGTCCTCGTCCTCCCTGTGGACGTCCCGACCTTCCCGTCCCCTCCACCCGGAGGTACCAAACAC

I R >

PSEN2-202 >

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

PSEN2-202

TTTATTGCATAACCATTTTTATTGTCTACAGTGAGCAAAGTTATCCTATAAACAAGTGTCAGGGACCATTGCACTAAAGAAAACAAACGAGAGCATTTTGGAAGCTCTAATTTCCTGATCAGTAATGGGTAGACT
M 1 N 1 M 1 N 1 M 1 N 1 N 1 M 1 N 1 N 1 M 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
AAATAACGTATTGGTAAAAATAACAGATGTCACTCGTTTCAATAGGATATTTGTTCACAGTCCCTGGTAACGTGATTTCTTTTGTTTGCTCTCGTAAAACCTTCGAGATTAAAGGACTAGTCATTACCCATCTGA

IEE——SS————c————————————————————SS——————————SSSSUNNNSSSSSSSSBSIISSSSS—Sm—_————

PSEN2-202 >

PSEN2-202

AATTCCCAGTTATATTTACCTGTTGTAAGGTGAAAGGTTCTTCAGAGGACCTCTGTCTTGGTGTTATATGGGCTTTTGAATGTACTGAAATTAAATTCCCTAAAAATCTGTGATTCAGACTTCATACTAAATTGT
1 M 1 L 1 L 1 N 1 L 1 L 1 M 1 N 1 L 1 L 1 L 1 L 1 N 1

T T T T t T y T t T y T ¥ T
TTAAGGGTCAATATAAATGGACAACATTCCACTTTCCAAGAAGTCTCCTGGAGACAGAACCACAATATACCCGAAAACTTACATGACTTTAATTTAAGGGATTTTTAGACACTAAGTCTGAAGTATGATTTAACA

PSEN2-202 >

PSEN2-202

22,140

22,275

22,410

22,545

22,680

22,815

22,950

23,085

23,220

23,355

23,490



ACAGCAGTGCCCAGCCCAAGGCCTTGCATTTCTATTTGTTGTTTTCTTTACTCTCTAAGTGCCCAACACTGGTTTTACCTGAGTTTCAGAACTGCCCGCTTTTCTCTGCCCAGGTTGTAAGTCACCCAGTCCACA
M 1 M 1 " 1 " 1 M 1 M 1 3 1 M 1 " 1 M 1 M 1 " 1 M 1 M

+ T T t T + T t
TGTCGTCACGGGTCGGGTTCCGGAACGTAAAGATAAACAACAAAAGAAATGAGAGATTCACGGGTTGTGACCAAAATGGACTCAAAGTCTTGACGGGCGAAAAGAGACGGGTCCAACATTCAGTGGGTCAGGTGT

T NN R —————>

PSEN2-202 >

PSEN2-202

GGTGTCCCCTGCTTTCCCACTGGCCACTGATTTGGGGAGGCAGCTGTCCATGTCCCCAGTCCACATCTTAGCTTCTAGAGGCCAGGTGGGGTGGGCTGGGCTGGGCAAGAGCAGCTGGGCCTTCTGGGCCAGAGT

CCACAGGGGACGAAAGGGTGACCGGTGACTAAACCCCTCCGTCGACAGGTACAGGGGTCAGGTGTAGAATCGAAGATCTCCGGTCCACCCCACCCGACCCGACCCGTTCTCGTCGACCCGGAAGACCCGGTCTCA

o= __________________pg

PSEN2-202 >

PSEN2-202

TTCTCTTCTTTTTCCATTCTGTGCACGCCTCTTCAGTACGGGTTACTGTCTCTCCTCACACAGGGGGCGTGAAGCTTGGCCTCGGGGACTTCATCTTCTACAGTGTGCTGGTGGGCAAGGCGGCTGCCACGGGCA
N 1 N 1 N 1 N 1 . 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
AAGAGAAGAAAAAGGTAAGACACGTGCGGAGAAGTCATGCCCAATGACAGAGAGGAGTGTGTCCCCCGCACTTCGAACCGGAGCCCCTGAAGTAGAAGATGTCACACGACCACCCGTTCCGCCGACGGTGCCCGT

I R >

PSEN2-202 >
i i 360 i i i 365 i i L 370 i i i 875 i i L L 380
R G \ K L G N G D F 1 F ¥ S \ L \ G K A A A N G
--------------------------------------------------- ENSE00003626336 >
PSEN2-202

GCGGGGACTGGAATACCACGCTGGCCTGCTTCGTGGCCATCCTCATTGTGAGTGGCTGGGGATGCGTCCAGCTGCCTCGTGGTGGGGGCCCCCAGGGTCCTCATTGTGGTGGGGGCAGGTCTCAGGATCCCTAGG
1 M 1 N 1 M 1 . 1 N 1 N 1 N 1 N 1 N 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
CGCCCCTGACCTTATGGTGCGACCGGACGAAGCACCGGTAGGAGTAACACTCACCGACCCCTACGCAGGTCGACGGAGCACCACCCCCGGGGGTCCCAGGAGTAACACCACCCCCGTCCAGAGTCCTAGGGATCC

_______________________________________________________________o-=-=e______________________pg

PSEN2-202 >
! ! ! 385 ! ! ! 390 ! ! ! 395 !
s G D W N % . L A £ F \ A 8 L 1
‘ ENSE00003626336 SR i I I e I I >
PSEN2-202

GATTTTTCATTTCTTCTCTTCCCTCTGAGGGACAAGAGCAGGGAGCGGGGCTGGAAGGGTCAGCTTGAGACCAAGGCTCACAGGAGGTGTGCTCGCCCCTAGGTGGGCTCCAGCCTGTGGAGGACAGTGCAGGGG
1 1 1 1 1 1 1 1 1 1 1 1 1

CTAAAAAGTAAAGAAGAGAAGGGAGACTCCCTGTTCTCGTCCCTCGCCCCGACCTTCCCAGTCGAACTCTGGTTCCGAGTGTCCTCCACACGAGCGGGGATCCACCCGAGGTCGGACACCTCCTGTCACGTCCCC

___________________________________________________________-=-e______pg

PSEN2-202 >

PSEN2-202

AGGGTGAGGAGTGTACCGGCCCCAGCGTGGCTGAGCACACAGCCTCCAGGCCGAGGACCCAGCTGACAGCTTTGCGCAGTGATGATACCCTCGAGGTGGTTGTGATGACATCAGATTTGCAGAAAAGAAAATTGC
1 N 1 N 1 N 1 M 1 N 1 N 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 t T t T t T t T t T t

T T
TCCCACTCCTCACATGGCCGGGGTCGCACCGACTCGTGTGTCGGAGGTCCGGCTCCTGGGTCGACTGTCGAAACGCGTCACTACTATGGGAGCTCCACCAACACTACTGTAGTCTAAACGTCTTTTCTTTTAACG

I R >

PSEN2-202 >

PSEN2-202

TTAAGGGCCTTGCCCATGGGCGCAAAGCTAGTGAGGACCATGTTTTCCCCCTCCTCCATGCCATTGGGACACCACAGGGTCTGAATCTGGGGCACTAGGGGTGGCCCCGTTACTGTGAACCACAGCAGTGAAATG

AATTCCCGGAACGGGTACCCGCGTTTCGATCACTCCTGGTACAAAAGGGGGAGGAGGTACGGTAACCCTGTGGTGTCCCAGACTTAGACCCCGTGATCCCCACCGGGGCAATGACACTTGGTGTCGTCACTTTAC

I R >

PSEN2-202 >
............................................................................................................. >
PSEN2-202

TGGAGGCCCTGTAGTCAGTTAACGTGACCAGATACACATAATGGGGAGACGTCCTGCCGTGACTTCATCTCAGAGATTTCGCTGTCACGTTAGAGGAGGAGGAGCGTCTGAGCCGTGCGCTTGGCATCTGCCCCT

ACCTCCGGGACATCAGTCAATTGCACTGGTCTATGTGTATTACCCCTCTGCAGGACGGCACTGAAGTAGAGTCTCTAAAGCGACAGTGCAATCTCCTCCTCCTCGCAGACTCGGCACGCGAACCGTAGACGGGGA

o=@z ______Pg

PSEN2-202 >

PSEN2-202

TAGTGAAAACCCTGGGCATGGCATGATTAAGGTTGATGCTCCAGTGTCCAGAAGGTTTTCTTTTTGCCCACAAGTATATCAGGGATGGGATGGTGGACCCAGGCTCCTCCACCACCAGACTGCCTTACCTGAGCC
1 1 1 1 1 1 1 1 1 1 1 1 1

ATCACTTTTGGGACCCGTACCGTACTAATTCCAACTACGAGGTCACAGGTCTTCCAAAAGAAAAACGGGTGTTCATATAGTCCCTACCCTACCACCTGGGTCCGAGGAGGTGGTGGTCTGACGGAATGGACTCGG

I R >

PSEN2-202 >

PSEN2-202

CTGCTGGCCCCAAAGATATAGAAGGCACCCTGGTTCCCTGTGCTCACCTGGACCACTGCCTGCATCAGCTGGGTCAGGGGAGGATGGGCAGCCCCCACACCTGCTTCCCAGGGGCAGGTTGCCTGGCGGCTCTGA
1 M 1 N 1 N 1 M 1 N 1 N 1 N 1 N 1 X 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
GACGACCGGGGTTTCTATATCTTCCGTGGGACCAAGGGACACGAGTGGACCTGGTGACGGACGTAGTCGACCCAGTCCCCTCCTACCCGTCGGGGGTGTGGACGAAGGGTCCCCGTCCAACGGACCGCCGAGACT

I R >

PSEN2-202 >

I N e T T

PSEN2-202

TTCCCTTGGTGCCAGCTGCTGAGAACCTTACTGCCATTTCAGTTGAGCCCACCTAGCTCTCATATAAATACATGTTCCCTGAGGGCATCTTACCATCCCATGTGACCACTCCAGCCAGACAGGGGAGGCAGCACG
M 1 N 1 N 1 N 1 N 1 N 1 M 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

AAGGGAACCACGGTCGACGACTCTTGGAATGACGGTAAAGTCAACTCGGGTGGATCGAGAGTATATTTATGTACAAGGGACTCCCGTAGAATGGTAGGGTACACTGGTGAGGTCGGTCTGTCCCCTCCGTCGTGC

I R >

PSEN2-202 >

I L L e L T R R T

PSEN2-202

23,625

23,760

23,895

24,030

24,165

24,300

24,435

24,570

24,705

24,840

24,975



GCCTCGGGGCACAGCACTGCTCCAGGAGTCAGGAGGCCTGCCTTCTGGTTCACTCACTAACAGGTGAGGTGATCTAATGGGGGTGAGAACTTCTGCCCTTAACACCTCAAGAGCTGTTGCAGGACCAGGGAAGAT
1 M 1 M 1 M I M 1 " 1 M 1 M 1 M 1 M I M 1 M 1 M I M 1

T T T T
CGGAGCCCCGTGTCGTGACGAGGTCCTCAGTCCTCCGGACGGAAGACCAAGTGAGTGATTGTCCACTCCACTAGATTACCCCCACTCTTGAAGACGGGAATTGTGGAGTTCTCGACAACGTCCTGGTCCCTTCTA

T NN R —————>

PSEN2-202 >

PSEN2-202

AATGGGGTGTCTAGCGCCGTTATCCGACTGGTCCTCGAACAAGCTCCTGTGCCCAGGGACTAGACCATGACTCACAGCTCCTGTCCACACCAGGGATCACCACGCTCACCCTCCCCTCCATGTCCTGCAGGGCTT
M 1 N 1 N 1 M 1 M 1 N 1 M 1 N 1 N 1 M 1 M 1 N 1 M 1 N

+ T T t T + T t
TTACCCCACAGATCGCGGCAATAGGCTGACCAGGAGCTTGTTCGAGGACACGGGTCCCTGATCTGGTACTGAGTGTCGAGGACAGGTGTGGTCCCTAGTGGTGCGAGTGGGAGGGGAGGTACAGGACGTCCCGAA

___________________________________________________________m=w__P

PSEN2-202 >
P
G L
--------------------------------------------------------------------------------------------------------- >
PSEN2-202

GTGTCTGACCCTCCTGCTGCTTGCTGTGTTCAAGAAGGCGCTGCCCGCCCTCCCCATCTCCATCACGTTCGGGCTCATCTTTTACTTCTCCACGGACAACCTGGTGCGGCCGTTCATGGACACCCTGGCCTCCCA
1 1 1 1 1 1 1 1 1 1 1 1 1 1

T T
CACAGACTGGGAGGACGACGAACGACACAAGTTCTTCCGCGACGGGCGGGAGGGGTAGAGGTAGTGCAAGCCCGAGTAGAAAATGAAGAGGTGCCTGTTGGACCACGCCGGCAAGTACCTGTGGGACCGGAGGGT

T —————— . —————— >

PSEN2-202 >
400 " " L 405 L " L 410 L " . 415 " L L 420 " " L 425 " " L 430 " " L 435 " " L 440 L L "
C L T L L L L A v F K K A L P A L P 1 S 1 T F G L 1 F Y F S T D N L v R P F M D T L A S H
ENSE00001442607 >
PSEN2-202

TCAGCTCTACATCTGAGGGACATGGTGTGCCACAGGCTGCAAGCTGCAGGGAATTTTCATTGGATGCAGTTGTATAGTTTTACACTCTAGTGCCATATATTTTTAAGACTTTTCTTTCCTTAAAAAATAAAGTAC
M 1 M 1 M 1 " 1 M 1 " 1 " 1 M 1 M 1 M 1 M 1 " 1 M 1 M

+ T T t T + T t
AGTCGAGATGTAGACTCCCTGTACCACACGGTGTCCGACGTTCGACGTCCCTTAAAAGTAACCTACGTCAACATATCAAAATGTGAGATCACGGTATATAAAAATTCTGAAAAGAAAGGAATTTTTTATTTCATG

T NN R —————>

PSEN2-202 >

445
LY 1

Q B
ENSE00001442607

PSEN2-202

GTGTTTACTTGGTGAGGAGGAGGCAGAACCAGCTCTTTGGTGCCAGCTGTTTCATCACCAGACTTTGGCTCCCGCTTTGGGGAGCGCCTCGCTTCACGGACAGGAAGCACAGCAGGTTTATCCAGATGAACTGAG
1 " 1 M 1 M 1 M 1 " 1 M 1 " 1 M 1 M 1 1 1 M 1 M 1 N 1

T T T T
CACAAATGAACCACTCCTCCTCCGTCTTGGTCGAGAAACCACGGTCGACAAAGTAGTGGTCTGAAACCGAGGGCGAAACCCCTCGCGGAGCGAAGTGCCTGTCCTTCGTGTCGTCCAAATAGGTCTACTTGACTC

T NN ————————>

PSEN2-202 >

AAGGTCAGATTAGGGCGGGGAGAAGAGCATCCGGCATGAGGGCTGAGATGCGCAAAGAGTGTGCTCGGGAGTGGCCCCTGGCACCTGGGTGCTCTGGCTGGAGAGGAAAAGCCAGTTCCCTACGAGGAGTGTTCC
1 1 1 1 1 1 1 1 1 1 1 1 1

T
TTCCAGTCTAATCCCGCCCCTCTTCTCGTAGGCCGTACTCCCGACTCTACGCGTTTCTCACACGAGCCCTCACCGGGGACCGTGGACCCACGAGACCGACCTCTCCTTTTCGGTCAAGGGATGCTCCTCACAAGG

_________________________________________________________________om@a:_______________________________Pg

PSEN2-202 >

CAATGCTTTGTCCATGATGTCCTTGTTATTTTATTGCCTTTAGAAACTGAGTCCTGTTCTTGTTACGGCAGTCACACTGCTGGGAAGTGGCTTAATAGTAATATCAATAAATAGATGAGTCCTGTTAGAATCTTG
1 M 1 " 1 " 1 M 1 M 1 " 1 N 1 M 1 M 1 f 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
GTTACGAAACAGGTACTACAGGAACAATAAAATAACGGAAATCTTTGACTCAGGACAAGAACAATGCCGTCAGTGTGACGACCCTTCACCGAATTATCATTATAGTTATTTATCTACTCAGGACAATCTTAGAAC

PSEN2-202 >

GAGTTTGGTCCGTTGTAAATGTTGACCCCTCTCCCTGCATCTTGGGCACCCCTGGGATAACTTGTGCTGTGAGCCCAGGATGGAGGCAGTTTGCCCTGTTTGAAGGAACTTTTAATGATCTCGCCTCTCTGCACA
1 1 1 M 1 M 1 N 1 M 1 M 1 N 1 M 1 M 1 N 1 M 1

T T T T T T T T T T T T T
CTCAAACCAGGCAACATTTACAACTGGGGAGAGGGACGTAGAACCCGTGGGGACCCTATTGAACACGACACTCGGGTCCTACCTCCGTCAAACGGGACAAACTTCCTTGAAAATTACTAGAGCGGAGAGACGTGT

CATTTCTTTAACTAGAAAGTTTCCTAAGCAAAGGAGTTAGGAGAGCAGGGTGGCCTGACATCTGCCAGCCCTGAGCTGTAAGGCTGTGGATGCTGAGCAGGTCCCTGGACTCAGTTGTGCACGGTGGCACAGACA
1 N 1 " 1 M 1 1 1 M 1 M 1 1 1 3 1 M 1 1 1 M 1 M 1 M 1

T T T T
GTAAAGAAATTGATCTTTCAAAGGATTCGTTTCCTCAATCCTCTCGTCCCACCGGACTGTAGACGGTCGGGACTCGACATTCCGACACCTACGACTCGTCCAGGGACCTGAGTCAACACGTGCCACCGTGTCTGT

CTGCCAGGTGGTTGCCAAAACATCCAGTGGTTCCTTCAGCAAGTGTTCACCCTCTGCAGAAGCCTGTGAGGGCCTGAGCTCAGAAACCACTCTCCTTTCCTTCTCTGGCTTTGGCCCTGGGCACTGTGGTGGGAG
1 1 1 1 I 1 1 1 1 1 1 1 1

T T T T T T T T T T T T T
GACGGTCCACCAACGGTTTTGTAGGTCACCAAGGAAGTCGTTCACAAGTGGGAGACGTCTTCGGACACTCCCGGACTCGAGTCTTTGGTGAGAGGAAAGGAAGAGACCGAAACCGGGACCCGTGACACCACCCTC

AGTGGACAGTTTGGCTTTGCCTTCTCTGTACATCAATCATGGGTTGCAAAGAGAATCTCAGAAGTGCCTCTTCCTGAGCACAGTGGCTCACACCTGTAATCCCAATACTTCGGGAGGTCGAGTCGGAAGGATCAC
1 M 1 M 1 M 1 M 1 + 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
TCACCTGTCAAACCGAAACGGAAGAGACATGTAGTTAGTACCCAACGTTTCTCTTAGAGTCTTCACGGAGAAGGACTCGTGTCACCGAGTGTGGACATTAGGGTTATGAAGCCCTCCAGCTCAGCCTTCCTAGTG

TTGAGCCCAGGAGTTTGAGACCAGCCGGGGCAACATAGTGAGACTTTGTACAAAAAAAAATTTAAAAATTAGCCAAGCATGGTGGCATGCATCTGTAGTCTCAGCTACTCTGGAGGCTGAGGTGGGAGGATCACT
M 1 M 1 1 1 3 1 M 1 N 1 3 1 M 1 " 1 M 1 M 1 " 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

AACTCGGGTCCTCAAACTCTGGTCGGCCCCGTTGTATCACTCTGAAACATGTTTTTTTTTAAATTTTTAATCGGTTCGTACCACCGTACGTAGACATCAGAGTCGATGAGACCTCCGACTCCACCCTCCTAGTGA

TAAGCCCAGGAGGCTGAGGCTGCAATGAGCCGAGATCAAGCAGGTGTTAGGTATATCAGACAGCTGAGAAGACGCAAGTGTGCCCTGGGGTTCAAACTGGTACCCCTGTCTCCCTGTTCCAGGAATAACATGAGT

ATTCGGGTCCTCCGACTCCGACGTTACTCGGCTCTAGTTCGTCCACAATCCATATAGTCTGTCGACTCTTCTGCGTTCACACGGGACCCCAAGTTTGACCATGGGGACAGAGGGACAAGGTCCTTATTGTACTCA

GCCGGGACAATGCATCTTTATTATGAGAGGAATGAGAATTGTGTATCTTGACATTTGACAGGAGCTTGCTTTCCCCCAGGCTGTTTGAGGAAGGGCAGAGGAAAATGTGGTGCCCTAAGAAGGAAGGACAGAGGA
1 1 1 1 1 1 1 1 1 1 1 1 1

T
CGGCCCTGTTACGTAGAAATAATACTCTCCTTACTCTTAACACATAGAACTGTAAACTGTCCTCGAACGAAAGGGGGTCCGACAAACTCCTTCCCGTCTCCTTTTACACCACGGGATTCTTCCTTCCTGTCTCCT

GGCCGAACACTGGCGGGTGGAATCCCACTGATTAGTAGTGCAGGTCAGAGACCTGGGATGGGGGGCATTGCCGTCATGGAAGCCACAGCGGGGAGCGGGTAAAGCAGACAGGGATGGTCCCTGATGGTGACAACT
1 " 1 M 1 M 1 " 1 M 1 M 1 1 1 3 1 M 1 M 1 1 1 M 1 N 1

T T T T
CCGGCTTGTGACCGCCCACCTTAGGGTGACTAATCATCACGTCCAGTCTCTGGACCCTACCCCCCGTAACGGCAGTACCTTCGGTGTCGCCCCTCGCCCATTTCGTCTGTCCCTACCAGGGACTACCACTGTTGA

T —————— . —————— >

25,110

25,245

25,380

25,515

25,650

25,785

25,920

26,055

26,190

26,325

26,460

26,595

26,730

26,865

27,000



CGCAAGAGGTTAAGGGGAAAGAAAAACTGAAAAGCTTATTCAATTTGGCAATTATGGCAGTGTTTATCTTCAGAAGAGCAGTTTTAGGGTGGGGTTTCCAAAGATGGGATTGGACATATATTTTGAATCATTAAG

GCGTTCTCCAATTCCCCTTTCTTTTTGACTTTTCGAATAAGTTAAACCGTTAATACCGTCACAAATAGAAGTCTTCTCGTCAAAATCCCACCCCAAAGGTTTCTACCCTAACCTGTATATAAAACTTAGTAATTC

T NN R —————>

CTTGAGGTCTTTCAAAGGCCTGGCCAAGGGTTGCTGGGTGGAGACCACATTCAGAGGTAAAGGCAGAAATTGGGGGCCCTTAAGTAGACAGCGAGGGAGGAAGAAATGAAGGGGCCTGGTGATGGTTAGGGTGAA
1 M 1 M 1 M 1 M 1 " 1 . 1 M 1 " 1 . 1 M 1 M 1 " 1 M 1

T 4 T T T T T T T T T T T 4 T T T T T T T T T T T T T
GAACTCCAGAAAGTTTCCGGACCGGTTCCCAACGACCCACCTCTGGTGTAAGTCTCCATTTCCGTCTTTAACCCCCGGGAATTCATCTGTCGCTCCCTCCTTCTTTACTTCCCCGGACCACTACCAATCCCACTT

I ———————————————— T ——

GTGTTAAGACTGAGAAAACAAGGACATGTGAGAAGACGAGGGAAGAGCATTGGAGAGAACAAAGACACTGGAGGAGATGCTACTTGGAGGTCCCCAGAGAGCAGGGAGACAAATGAACCCAGAACACAAATGGCA
M 1 N 1 N 1 M 1 N 1 N 1 N 1 N 1 N 1 M 1 M 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
CACAATTCTGACTCTTTTGTTCCTGTACACTCTTCTGCTCCCTTCTCGTAACCTCTCTTGTTTCTGTGACCTCCTCTACGATGAACCTCCAGGGGTCTCTCGTCCCTCTGTTTACTTGGGTCTTGTGTTTACCGT

______________________________________________________________v=aw__________________________________Pg

AAGAAGAAAAATGAGAGAATTTGTAAAAGACAGCATTCGAACATGCCGAACAAGAGCAGGGTACTGGTGTTCAAACACCTGTATCTCCCCCGTGTAACCCGTCAACTAATATCTTTCCATATTTGCTCCAGATTT

TTCTTCTTTTTACTCTCTTAAACATTTTCTGTCGTAAGCTTGTACGGCTTGTTCTCGTCCCATGACCACAAGTTTGTGGACATAGAGGGGGCACATTGGGCAGTTGATTATAGAAAGGTATAAACGAGGTCTAAA

T NN R —————>

GTCTTTAGAAATAAAACCCACGTTCTGAAGTCCTGTTTGTATGTGGCCCCAGTCCTGTTGCCTCCGCCTCCTGTCCTGAAGTCGATTTCTGCCCTTCTCATCTATGGTTAGTTTTGTTTTGTATGTTGGCATGTT
" 1 . 1 M 1 " 1 M 1 M 1 M 1 M 1 . 1 " 1 " 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
CAGAAATCTTTATTTTGGGTGCAAGACTTCAGGACAAACATACACCGGGGTCAGGACAACGGAGGCGGAGGACAGGACTTCAGCTAAAGACGGGAAGAGTAGATACCAATCAAAACAAAACATACAACCGTACAA

I ———————————————— T ——

TTCTTAACTTTACAGAAATGGTATCATACTGTACATATTTGATAATTTTTTAAAATATTGCATTCTGGAGGCATGTATAAATGTAGCTCCAGTTCATTTATTTTATTTATTTTTTGAGATGGAGTTTTGCTCTTG
1 N 1 M 1 M 1 N 1 M 1 M 1 N 1 N 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
AAGAATTGAAATGTCTTTACCATAGTATGACATGTATAAACTATTAAAAAATTTTATAACGTAAGACCTCCGTACATATTTACATCGAGGTCAAGTAAATAAAATAAATAAAAAACTCTACCTCAAAACGAGAAC

______________________________________________________________v=aw__________________________________Pg

TCACCCAGGCTAGAGTGCAATGGCGTGATGTTGGCTCACTGCAACCTCTGCCTCCTGGGTTCAAGCAATTCTCCTGTCTCAATTTCCTGAGTAGCTGGGATTACAGTTGCCCGCCACCATGCCTGGCTAATTTTG

AGTGGGTCCGATCTCACGTTACCGCACTACAACCGAGTGACGTTGGAGACGGAGGACCCAAGTTCGTTAAGAGGACAGAGTTAAAGGACTCATCGACCCTAATGTCAACGGGCGGTGGTACGGACCGATTAAAAC

T NN R —————>

TATTTTAGTAGAGACGGGGTTTCACCACGTTAGCCAGGCTGGTCTCAAACTCCTGACTGCAGGTGATCCACGCACCTTGGCCTCCAAAAGTGCTGGGATTACAGGCGTGAGCCACCGTGCCCAGCCCAGTTATTT

ATAAAATCATCTCTGCCCCAAAGTGGTGCAATCGGTCCGACCAGAGTTTGAGGACTGACGTCCACTAGGTGCGTGGAACCGGAGGTTTTCACGACCCTAATGTCCGCACTCGGTGGCACGGGTCGGGTCAATAAA

I ———————————————— T ——

TAACTATTGTATAGTGTTCCATTGTATGAGTTCTACTGTTTATATGCTATTGATCGACCTGTAGGGGTTTTGCAGTGTTTCTGTATTACAGCTGTGCTGCAGTGAGCATCCCATCACATTGTGTGGATTTGAGGA
M 1 M 1 N 1 N 1 M 1 N 1 M 1 N 1 N 1 M 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
ATTGATAACATATCACAAGGTAACATACTCAAGATGACAAATATACGATAACTAGCTGGACATCCCCAAAACGTCACAAAGACATAATGTCGACACGACGTCACTCGTAGGGTAGTGTAACACACCTAAACTCCT

______________________________________________________________v=aw__________________________________Pg

AGTATTGGAATTCCCCCAATTGACTGGACATTCCCAATTACCCTCCAAGTATGTGTCTGTTTATCCTTCCATCCGCAATCTGAGAGTTCCCCAACTCTATAATACTTGGTGTCATCAGACTTTTCATCTTGTCTG

TCATAACCTTAAGGGGGTTAACTGACCTGTAAGGGTTAATGGGAGGTTCATACACAGACAAATAGGAAGGTAGGCGTTAGACTCTCAAGGGGTTGAGATATTATGAACCACAGTAGTCTGAAAAGTAGAACAGAC

T NN R —————>

ATTGGATGGGTGTCATTTCCTTTAGGTTTTATAATTATCTTTTCATATGTGTATTGGCTGTACAAGGTTCCTTCTCTGTTCATTATTATTAATTTTTTTAGACAGAGTCTCGCGCTGTCGCCCAGGCTGGAGTGC
" 1 . 1 M 1 " 1 . 1 M 1 " 1 " 1 X 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
TAACCTACCCACAGTAAAGGAAATCCAAAATATTAATAGAAAAGTATACACATAACCGACATGTTCCAAGGAAGAGACAAGTAATAATAATTAAAAAAATCTGTCTCAGAGCGCGACAGCGGGTCCGACCTCACG

I ———————————————— T ——

AGCAGCGTGATCTTGGCTCACTGCAAGCTCCGCCTCCCGGGTTCATGCCATTCTCCTGCCTCAGCCTCCTGAGTAGCTGGGATTACAGGTGCCTGCCATCACGCCCGGCTAGTTTTTTTGTATTTTGAGTAGAGA
1 N 1 N 1 M 1 N 1 N 1 M 1 N 1 M 1 M 1 N 1 M 1 N 1 N 1

T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T
TCGTCGCACTAGAACCGAGTGACGTTCGAGGCGGAGGGCCCAAGTACGGTAAGAGGACGGAGTCGGAGGACTCATCGACCCTAATGTCCACGGACGGTAGTGCGGGCCGATCAAAAAAACATAAAACTCATCTCT
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TGGGGTTTCACCGTGTTAGCCAGGAGGGTCTCGATCTCCTGACCTCGTGATCCACCCGCCTCGGCCTCCCAAAGTGCTGGGATTACAGGTGTGAGTCACTGCGCCCAGCCCAAGTTTCCTTCTCTGTTACTTGTT

ACCCCAAAGTGGCACAATCGGTCCTCCCAGAGCTAGAGGACTGGAGCACTAGGTGGGCGGAGCCGGAGGGTTTCACGACCCTAATGTCCACACTCAGTGACGCGGGTCGGGTTCAAAGGAAGAGACAATGAACAA

T NN R —————>

CATATCCTCTGCCCATTTTTCACTTGGATTTTTTGTCTTACGGATATTTAAGCCTCTTAAAATATATATTCTGGAGAGATGCTAATCTTTGATTAATTATATGCATTGCAAATGTCTGGTACATTGTGGCTTGCC
1 M 1 " 1 " 1 . 1 " 1 . 1 M 1 " 1 " 1 M 1 M 1 " 1 M 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 T T
GTATAGGAGACGGGTAAAAAGTGAACCTAAAAAACAGAATGCCTATAAATTCGGAGAATTTTATATATAAGACCTCTCTACGATTAGAAACTAATTAATATACGTAACGTTTACAGACCATGTAACACCGAACGG

I ———————————————— T ——

TCTCTTCCCTGCCTTTAGGAGTGTTTTGCTGGACCCAAGTAATTTTTAAATGTTAATGTTATTAAATCTATCAGTTTTTTGCTTGTATGGCTTATGCCATTGAATCTTGTTTTAAGAGATCCTTCCCTACCCTCA
M 1 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
+ T t T t T + T t T t T + T t T t T + T t T t T + T t

AGAGAAGGGACGGAAATCCTCACAAAACGACCTGGGTTCATTAAAAATTTACAATTACAATAATTTAGATAGTCAAAAAACGAACATACCGAATACGGTAACTTAGAACAAAATTCTCTAGGAAGGGATGGGAGT
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AGGTTTTCTAAATTTTTATTTTCATAATAAGATTTTTAGTTCATCTGAAATGTATTTTTATGATTGTATTTAGTAGGGACCTAATTTTGTTTTTCTTTGTAACCAGGTGTCCCAGCACTGTTTACTGAACAGTCT

TCCAAAAGATTTAAAAATAAAAGTATTATTCTAAAAATCAAGTAGACTTTACATAAAAATACTAACATAAATCATCCCTGGATTAAAACAAAAAGAAACATTGGTCCACAGGGTCGTGACAAATGACTTGTCAGA

T T ————-"' >

CTCCTTTCTCGCTGGTCTGTAGAACTCTCCTGACATATACCAAGTTTCCATAAGTGGGTGGATGGGTTCCTGAGCTCTCTACTGTTAATAGAACTTGCTCTCTCGCAGGCCAATGCCTCACCAGGTGATTGAAGC

GAGGAAAGAGCGACCAGACATCTTGAGAGGACTGTATATGGTTCAAAGGTATTCACCCACCTACCCAAGGACTCGAGAGATGACAATTATCTTGAACGAGAGAGCGTCCGGTTACGGAGTGGTCCACTAACTTCG

I ———————————————— T ——

AGAGAAACTTAGGTGGTGAAAGGAGAAGATGGGGCCTGTCCTGAGAGTTTCTGTTCCTGAGATGCTAGAGGCAGAGGGTATGTAAATCTGAAGTTACACTGGATCTCCTAAAACAGTATAAAGCTACAGAAGTAT
1 N 1 N 1 M 1 N 1 M 1 N 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
TCTCTTTGAATCCACCACTTTCCTCTTCTACCCCGGACAGGACTCTCAAAGACAAGGACTCTACGATCTCCGTCTCCCATACATTTAGACTTCAATGTGACCTAGAGGATTTTGTCATATTTCGATGTCTTCATA
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AATAGTGTGGAATGGTGGTGGGAGTCAGTAAGGGTTAGGTCACTGCAGTGGTTTAAACAAGATGGGCTAGAATCCTTTCACAGGCACAGGCAGCTTGGAGAGGGTGCAATAGTGCATGGTATCAGGGGTCAGATG

TTATCACACCTTACCACCACCCTCAGTCATTCCCAATCCAGTGACGTCACCAAATTTGTTCTACCCGATCTTAGGAAAGTGTCCGTGTCCGTCGAACCTCTCCCACGTTATCACGTACCATAGTCCCCAGTCTAC

T T ————-"' >

27,135

27,270

27,405

27,540

27,675

27,810

27,945

28,080

28,215

28,350

28,485

28,620

28,755

28,890

29,025

29,160

29,295

29,430

29,565



CCTCTTTTTCCTTTGAGATCAGTAAGTGGCTTTCACCTCATGACCTAGGCTGGCTGCTGTGTGCTAGCCGTCAAGTCACACTCCATCCAGCATGAAAGGAGGTTAGAAAAGGGTGCATTTCCTCTTCTTAAAAAC

GGAGAAAAAGGAAACTCTAGTCATTCACCGAAAGTGGAGTACTGGATCCGACCGACGACACACGATCGGCAGTTCAGTGTGAGGTAGGTCGTACTTTCCTCCAATCTTTTCCCACGTAAAGGAGAAGAATTTTTG

T NN R —————>

ATGTCTCAAAGTTGCACACAGCACTTTTGCCTATATTCAATTGGCCATTAGTCCCACGGCCATACCTGTCTGAGACTGAGAGACTGGGAAATGTCTTTATTTCAAGTGGCCATATATCCACCTAAACAAGATAAG
M 1 M 1 M 1 " 1 M 1 M 1 M 1 . 1 M 1 M 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
TACAGAGTTTCAACGTGTGTCGTGAAAACGGATATAAGTTAACCGGTAATCAGGGTGCCGGTATGGACAGACTCTGACTCTCTGACCCTTTACAGAAATAAAGTTCACCGGTATATAGGTGGATTTGTTCTATTC

I ———————————————— T ——

GGATACGTGGTTATGGCGTGTCTTTTGGTTTACCAATGCAGATAATGAAGTTACCAAAACAATGAGAAAATGGGGTCGTGAGGGATCATGTGAATCACAAGCTGATGTCTTCAAAGACGGTGGAAATGGGCCCCG
1 N 1 M 1 M 1 N 1 M 1 M 1 N 1 M 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
CCTATGCACCAATACCGCACAGAAAACCAAATGGTTACGTCTATTACTTCAATGGTTTTGTTACTCTTTTACCCCAGCACTCCCTAGTACACTTAGTGTTCGACTACAGAAGTTTCTGCCACCTTTACCCGGGGC
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GGAGGCAGCAGATGACAGCAGTGGGGATTAAGGTAGACCTCCATCCTGGGGTTAAAATGAGGGGAAGGTGATGGAGCTGGACCAGCAGTCAGAATGGTCAGTGGTTAGGAGACCCTCTGCCCCCCACCGCTGCCA

CCTCCGTCGTCTACTGTCGTCACCCCTAATTCCATCTGGAGGTAGGACCCCAATTTTACTCCCCTTCCACTACCTCGACCTGGTCGTCAGTCTTACCAGTCACCAATCCTCTGGGAGACGGGGGGTGGCGACGGT

T NN R —————>

CCATTGGCTCTCTACAGAATGCCTGCGAGTGGCTTAGAGTGACCAAGGATGAGGTGCAGATCCATGTGCACCCCCCTGCCCCCTCTGTGGACAATTTTCATGCCTGACAGCACAGTCTATGTGGATTGCAAGCCG
1 M 1 " 1 " 1 M 1 " 1 . 1 . 1 M 1 M 1 . 1 " 1 " 1 X 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
GGTAACCGAGAGATGTCTTACGGACGCTCACCGAATCTCACTGGTTCCTACTCCACGTCTAGGTACACGTGGGGGGACGGGGGAGACACCTGTTAAAAGTACGGACTGTCGTGTCAGATACACCTAACGTTCGGC

I ———————————————— T ——

ATGAAACTATGCAAAGTAGAAGCATGCCTGCAGTTTGTGATTCGGTGATGTGTTTTATGCTTATGTGAGTCGAATGGGGCGGCAGGGTCCTGTGGTCACCCGCTGAGAAGGAAGGGTCCTGTAACCACTGCCTTT
N 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

TACTTTGATACGTTTCATCTTCGTACGGACGTCAAACACTAAGCCACTACACAAAATACGAATACACTCAGCTTACCCCGCCGTCCCAGGACACCAGTGGGCGACTCTTCCTTCCCAGGACATTGGTGACGGAAA
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CTTTCAGCTACTTGAGAAAGGTGTTGTGAGGGACCGTGGATTTTGGGACAGCTTTGAATGGTGGTAGGGAGGAAGGGTCCGGTCTGAGTGAATGGCCAGAAAGCTGTGGGGAAGCTTTTAGGACATTGGCCAAGA

GAAAGTCGATGAACTCTTTCCACAACACTCCCTGGCACCTAAAACCCTGTCGAAACTTACCACCATCCCTCCTTCCCAGGCCAGACTCACTTACCGGTCTTTCGACACCCCTTCGAAAATCCTGTAACCGGTTCT

T NN R —————>

GCTCCCTGAAGGCAGCCAGGGAGATACTTGTCAGTACATGTGACTAATGGCCAACTGAATATAAGCAGAAGTGCTGTGTTGCTGTGTGCAACACTGGACACCTTAGGAAGGACCTCGAGACAGTGGTTGTGGACT

CGAGGGACTTCCGTCGGTCCCTCTATGAACAGTCATGTACACTGATTACCGGTTGACTTATATTCGTCTTCACGACACAACGACACACGTTGTGACCTGTGGAATCCTTCCTGGAGCTCTGTCACCAACACCTGA

I ———————————————— T ——

CTGTAGAGAGTAACAGTGACAGTAGCAAACCCTTACCCAGTGCCAACCTTGTGCTAGGCTCGCACTAAATGAGTTTACCTTCAATTCTCGTAACAATAGGAGGTAACTACTATTCTAATTTCCATTTTATAGATG
1 N 1 M 1 M 1 N 1 M 1 M 1 N 1 M 1 N 1 N 1 M 1 M 1 N 1

T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T
GACATCTCTCATTGTCACTGTCATCGTTTGGGAATGGGTCACGGTTGGAACACGATCCGAGCGTGATTTACTCAAATGGAAGTTAAGAGCATTGTTATCCTCCATTGATGATAAGATTAAAGGTAAAATATCTAC
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AGGAAACTAAGGCACAGAGATCACTGACTTGCCCAAAATCAAGCAGGGAGTAGTTAGTATATAAGCCCACGGTATGTGGTTTGTAGAATAGGTGCTCTTGACTAGCAGAAATAGGTCCTCCCTGCAGTGTGTAAT

TCCTTTGATTCCGTGTCTCTAGTGACTGAACGGGTTTTAGTTCGTCCCTCATCAATCATATATTCGGGTGCCATACACCAAACATCTTATCCACGAGAACTGATCGTCTTTATCCAGGAGGGACGTCACACATTA

T NN R —————>

TGATAACAAGCATGGGCTGCCATCTTCCTGTCGAGGCCACTCAAAACACCCAACAGGCTACGCACGGTGGCTCACACCTGTAATCCCAGCACTGTGGGAGGCCGAGGTGGGCGGGTCACCTGAGGTCAGGAGTTC
1 M 1 M 1 M 1 M 1 M 1 . 1 M 1 " 1 M 1 M 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
ACTATTGTTCGTACCCGACGGTAGAAGGACAGCTCCGGTGAGTTTTGTGGGTTGTCCGATGCGTGCCACCGAGTGTGGACATTAGGGTCGTGACACCCTCCGGCTCCACCCGCCCAGTGGACTCCAGTCCTCAAG

I ———————————————— T ——

GAGACCAGCCTGGCCGACATGGTGAAACTCCGTCTCTACTAACAGTACAAAAATTAGCTGGGCGTGGTGGCGGGCACCTGTAATCCCAGCTACTCAGGAGGCTGAGACAGAAGAATCACTTGAACCAGGGAGGCA
M 1 M 1 N 1 M 1 N 1 N 1 M 1 M 1 N 1 M 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
CTCTGGTCGGACCGGCTGTACCACTTTGAGGCAGAGATGATTGTCATGTTTTTAATCGACCCGCACCACCGCCCGTGGACATTAGGGTCGATGAGTCCTCCGACTCTGTCTTCTTAGTGAACTTGGTCCCTCCGT
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GAGGTTGCAGTGAGACAAGATCACGCCATTGCACTCCAGCCTGTGTGACAAAAGCGAAACTGTCTCAAAAAAAAAAAAAAAAAAAGTATGATTTTATAATCCCAGCACCTTGGGAGGCTGAGTCGTGAGAATCAC

CTCCAACGTCACTCTGTTCTAGTGCGGTAACGTGAGGTCGGACACACTGTTTTCGCTTTGACAGAGTTTTTTTTTTTTTTTTTTTCATACTAAAATATTAGGGTCGTGGAACCCTCCGACTCAGCACTCTTAGTG

T NN R —————>

TTGAGCCCAGGAGTTTAAGACCAATCTAGGCAACATGGCAAGACCCCATCTCTGCCAAAAATAAAAAATAGTCTAATTTTAGCTATTCATGTGTGTGTGAAGTGGTGTCTCTTCGTGGCTTTGATCTGCATTTCC
" 1 " 1 M 1 " 1 M 1 M 1 M 1 . 1 . 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
AACTCGGGTCCTCAAATTCTGGTTAGATCCGTTGTACCGTTCTGGGGTAGAGACGGTTTTTATTTTTTATCAGATTAAAATCGATAAGTACACACACACTTCACCACAGAGAAGCACCGAAACTAGACGTAAAGG

I ———————————————— T ——

CTAATGCTGACTAATGACGTTGGGCACCTGTTCATGTGCTTACTGGTCAGATATCTTTCTTTTGTTACATTTTATTAAGTTTTAAAATTTAAAGTCAAAGATTTCCCTATGAGAATGACTTTTAAAATGACCAAA
1 N 1 M 1 N 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
GATTACGACTGATTACTGCAACCCGTGGACAAGTACACGAATGACCAGTCTATAGAAAGAAAACAATGTAAAATAATTCAAAATTTTAAATTTCAGTTTCTAAAGGGATACTCTTACTGAAAATTTTACTGGTTT
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AAGGGGAAGATAACATTAATTCTTGAAGAGAAGGCCTCTGAGAAAAATACAGTTGTAGCAAGCTGCTACTTTGCAAATGACCCATGCATTTTAATTTTCCCCTAAGGAAGGCCAAGGAAGAGTCTTATCACCTCA

TTCCCCTTCTATTGTAATTAAGAACTTCTCTTCCGGAGACTCTTTTTATGTCAACATCGTTCGACGATGAAACGTTTACTGGGTACGTAAAATTAAAAGGGGATTCCTTCCGGTTCCTTCTCAGAATAGTGGAGT

T T ————-"' >

GGGCAGGAGATGTAGGGACTTGGGTCATTTAATAAGAGTGGTAGGTTTGAAAACTCAAACCCAGAAGACTCCTTAGAGTTTCTCCCAGGAGGTAGGGAAGGGGCCGCATCCATGGAGAGAGGAGGATGTGACTTA

CCCGTCCTCTACATCCCTGAACCCAGTAAATTATTCTCACCATCCAAACTTTTGAGTTTGGGTCTTCTGAGGAATCTCAAAGAGGGTCCTCCATCCCTTCCCCGGCGTAGGTACCTCTCTCCTCCTACACTGAAT

I ———————————————— T ——

GAGCAGTGGTCCCCAATCTTTAGGGACCAGGGACTGGTGTCATGGTAGACAGTTTTTCCACAGATAGGGGTTGGGGGGATGATTTGGAGCTGAAACTGCTCCACCTCAGGTCATCAGGCATTAGATTCTCATGTG
N 1 N 1 N 1 M 1 N 1 N 1 M 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
CTCGTCACCAGGGGTTAGAAATCCCTGGTCCCTGACCACAGTACCATCTGTCAAAAAGGTGTCTATCCCCAACCCCCCTACTAAACCTCGACTTTGACGAGGTGGAGTCCAGTAGTCCGTAATCTAAGAGTACAC
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GAGTGTGCCACTTAGATCCTTGGCGTGCACAGTTCACAATGGGGTTCGAGGTCCTATGAGAATCCGATGCCACTGATTTGACAGGAGGCGGAGCTCAGGTGGTAATGCTCATCTCCACCGCTTACCACCTGCTGT

CTCACACGGTGAATCTAGGAACCGCACGTGTCAAGTGTTACCCCAAGCTCCAGGATACTCTTAGGCTACGGTGACTAAACTGTCCTCCGCCTCGAGTCCACCATTACGAGTAGAGGTGGCGAATGGTGGACGACA

T T ————-"' >

29,700

29,835

29,970

30,105

30,240

30,375

30,510

30,645

30,780

30,915

31,050

31,185

31,320

31,455

31,590

31,725

31,860

31,995

32,130



GCAGCCTGGTTCCTAATAGGCTATAGACTGGTACTGGTCCATGGCCTGGGGGTTGGGGACCCCTGATTTAGAGGAAGTAAGGGCATGGCTTACCGTGGGCCCTGGGGTGTTCTGGGAATGGGGAGGATGGAGAGA

CGTCGGACCAAGGATTATCCGATATCTGACCATGACCAGGTACCGGACCCCCAACCCCTGGGGACTAAATCTCCTTCATTCCCGTACCGAATGGCACCCGGGACCCCACAAGACCCTTACCCCTCCTACCTCTCT

T NN R —————>

AGAGAGGAGGTAGGGAAGACCTCCCCTTGCTCCCCATTTGGGATTTGGGGAGAAAGTCAGGTCTCAGGCTCAACAGTACCTGATCCTGTACCATCTTCCAAAGGGAAGTCAGTGGGGTTGGAAGGTAGGCAGGGG
1 M 1 M 1 M 1 M 1 " 1 M 1 M 1 M 1 . 1 . 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 T T
TCTCTCCTCCATCCCTTCTGGAGGGGAACGAGGGGTAAACCCTAAACCCCTCTTTCAGTCCAGAGTCCGAGTTGTCATGGACTAGGACATGGTAGAAGGTTTCCCTTCAGTCACCCCAACCTTCCATCCGTCCCC

I ———————————————— T ——

TTATCTTCTCTGAGCCACGGCACAAGACAGAAGTTTCCCACCATTCCTGAGGGGGCAGGTGGTAGGTCCCCAAGCAGAGAGCCAGCAGTCCCTCTCTGAGGCCTGCAATGGAATGGGGTGGGGTGTCCACTGAGC
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
AATAGAAGAGACTCGGTGCCGTGTTCTGTCTTCAAAGGGTGGTAAGGACTCCCCCGTCCACCATCCAGGGGTTCGTCTCTCGGTCGTCAGGGAGAGACTCCGGACGTTACCTTACCCCACCCCACAGGTGACTCG
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CAAGGGTCTGTCAGTGAGAGCTGGGGAGGCTGGGCTGGCTTGCAAGCACCTGTTATAACCAAACCAGGAAATCAGGTTCCGAGTCTTGCCAGCAAGGGCCTACAGCTGCCAGCAGAGATGGACAGCCAGGAGACC

GTTCCCAGACAGTCACTCTCGACCCCTCCGACCCGACCGAACGTTCGTGGACAATATTGGTTTGGTCCTTTAGTCCAAGGCTCAGAACGGTCGTTCCCGGATGTCGACGGTCGTCTCTACCTGTCGGTCCTCTGG

T NN R —————>

CCAATTGGCCACCCAGAGCCACCCTCCTCTGCCTACCCCACCCTCCAGTACTCCAGAGCCTACTCGGAGGGGAACAGAAACCTGAGAGGCTGAACACACACACATGGAGAAACAAACGTAGTAAAATATTTGGGG
" 1 . 1 M 1 " 1 M 1 . 1 M 1 M 1 . 1 M 1 " 1 . 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
GGTTAACCGGTGGGTCTCGGTGGGAGGAGACGGATGGGGTGGGAGGTCATGAGGTCTCGGATGAGCCTCCCCTTGTCTTTGGACTCTCCGACTTGTGTGTGTGTACCTCTTTGTTTGCATCATTTTATAAACCCC

I ———————————————— T ——

AATCAGGAAGAATTATTTGTACTATTCCTGCAACCTTTCTATAGGCTTGAAATTATCAAAATAAATTTTTAAAAATTGTAATAACATTCTCATACTAAAACACTGAGTTTTTTTCTTTCATTTTTTGATTTTTTC
1 N 1 M 1 M 1 N 1 N 1 N 1 N 1 N 1 M 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
TTAGTCCTTCTTAATAAACATGATAAGGACGTTGGAAAGATATCCGAACTTTAATAGTTTTATTTAAAAATTTTTAACATTATTGTAAGAGTATGATTTTGTGACTCAAAAAAAGAAAGTAAAAAACTAAAAAAG
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TTTTTGACTCCAGCATGACTTACTCTAACAATGGGTGGTCTCGATTTTGAAATACTTTCTTCTCCAAGCCTTTCATGACACCCTGTCTCTGTTGGTTCTGAAAATGTTGGATTTTGTCTCAGCCCTTGCTTCTGG

AAAAACTGAGGTCGTACTGAATGAGATTGTTACCCACCAGAGCTAAAACTTTATGAAAGAAGAGGTTCGGAAAGTACTGTGGGACAGAGACAACCAAGACTTTTACAACCTAAAACAGAGTCGGGAACGAAGACC

T NN R —————>

AAACAGCCAAGGTTAAGAAAACCCCCCATGCTTTGTGTTCTAGCAGACAGCTTCCTGCAAAGAGCCATCTTCCCAGAGCACTTAGGCCTCTTAGATGTCTCCCTTGTTTAATTATGACAAGAGCACACACACAGA

TTTGTCGGTTCCAATTCTTTTGGGGGGTACGAAACACAAGATCGTCTGTCGAAGGACGTTTCTCGGTAGAAGGGTCTCGTGAATCCGGAGAATCTACAGAGGGAACAAATTAATACTGTTCTCGTGTGTGTGTCT

I ———————————————— T ——

CCCTCCAAATTCCCATTCTTAGTCTTCTAAATGATTAGCTGAGCTGCTTTTCCCCACTGATTAATCGGAATAAAATGCTCATTAACCAAACTTCCCTCCTTTCCCCAGGTCCCTAAACTTTCCTGAGTCGGCAGA
M 1 N 1 N 1 M 1 M 1 N 1 M 1 N 1 N 1 M 1 M 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
GGGAGGTTTAAGGGTAAGAATCAGAAGATTTACTAATCGACTCGACGAAAAGGGGTGACTAATTAGCCTTATTTTACGAGTAATTGGTTTGAAGGGAGGAAAGGGGTCCAGGGATTTGAAAGGACTCAGCCGTCT
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CATCCCCTCTGGAGAAGAGGTTGGCCCCAGAGTCGAACATCCTCTGATCTACCTGATCCTGCTGCCCTTCCATTCCACTTCCCCACATCTGTTCTTTCTGGTCGTGTTTACTCCCCTATTAAAAAAACAAAACCA

GTAGGGGAGACCTCTTCTCCAACCGGGGTCTCAGCTTGTAGGAGACTAGATGGACTAGGACGACGGGAAGGTAAGGTGAAGGGGTGTAGACAAGAAAGACCAGCACAAATGAGGGGATAATTTTTTTGTTTTGGT

T NN R —————>

GAAAACGTGTTTGCCTAGATCTTGAGACTCTGGAAGATCTTAACAGTCAGAGGTTCCCCCTATTTGCAATGATCTCCTTTCCTGCCCCTTCCTATCCTTGCAATAATCCTTTTGAATAAAGTCTCTCCTTACTAA
" 1 M 1 . 1 " 1 . 1 M 1 " 1 " 1 M 1 " 1 . 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
CTTTTGCACAAACGGATCTAGAACTCTGAGACCTTCTAGAATTGTCAGTCTCCAAGGGGGATAAACGTTACTAGAGGAAAGGACGGGGAAGGATAGGAACGTTATTAGGAAAACTTATTTCAGAGAGGAATGATT

I ———————————————— T ——

ATCCAGTTCCTAAAAATTAATTTTTTTAGAGACAGTGTCTCGCTTTGTCACCCAGGCTGGAATGCAGTGGCATGATCATAGCTCACTGCAACCTCGAATTCCTGGGCTCAAGCAATCCTCCTGCCTCAACTGAGG
1 N 1 N 1 N 1 N 1 N 1 M 1 N 1 N 1 N 1 N 1 N 1 M 1 N 1

T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T
TAGGTCAAGGATTTTTAATTAAAAAAATCTCTGTCACAGAGCGAAACAGTGGGTCCGACCTTACGTCACCGTACTAGTATCGAGTGACGTTGGAGCTTAAGGACCCGAGTTCGTTAGGAGGACGGAGTTGACTCC
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CTACATGCATGCACCATCATGCCTTGCTAATTTTTTTTAATTTTTGTCGAGACAGGGTCTTGCTATATTGCCCAGGCTGGTCTGGAACTCCTGGCCTTAAGTGATTGTCCAGCCTCAACCTCCCAAAGCGCTGGG

GATGTACGTACGTGGTAGTACGGAACGATTAAAAAAAATTAAAAACAGCTCTGTCCCAGAACGATATAACGGGTCCGACCAGACCTTGAGGACCGGAATTCACTAACAGGTCGGAGTTGGAGGGTTTCGCGACCC

T NN R —————>

ATTCAAGCATGAACCACCGCACCCAGCTCCAATTTTATTTTGTTTGGCAGTTTCCTCCTACTCTTCTTCCCTCCTCCTGCTCATTCCTTGGCCATTTTCCAGCTGCTGCTCTGCTTTTACCCTAGATGCACATTT
1 M 1 M 1 M 1 M 1 " 1 . 1 M 1 M 1 M 1 M 1 " 1 M 1 X 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
TAAGTTCGTACTTGGTGGCGTGGGTCGAGGTTAAAATAAAACAAACCGTCAAAGGAGGATGAGAAGAAGGGAGGAGGACGAGTAAGGAACCGGTAAAAGGTCGACGACGAGACGAAAATGGGATCTACGTGTAAA

I ———————————————— T ——

TCAGGGCTCAGTTCTCATTCCTCTTCTCTGCTTGCTCCTCCTCTCTTCCCAGTGTGATCCTATCCATTCACGTGGCTTTCACAAGCGAGTTGCCTTCCCCAGTATCCCTCCTAGCAGATCCTGCTGTGCTCAGGG
M 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 N
+ T t T t T + T t T t T + T t T t T + T t T t T + T t

AGTCCCGAGTCAAGAGTAAGGAGAAGAGACGAACGAGGAGGAGAGAAGGGTCACACTAGGATAGGTAAGTGCACCGAAAGTGTTCGCTCAACGGAAGGGGTCATAGGGAGGATCGTCTAGGACGACACGAGTCCC
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TGTCCTCCTGCATATTTAGCACTGCTCACCTCCCAGGGTCCTGGGCACTTAGGAGTGGCCATGTGACTCAGCTCTGCCAAAGTCTAGTGCTTGGGTCTTCCAGAAAAGCTATTGTTCTCCTGGTTTTAAAGGCGG

ACAGGAGGACGTATAAATCGTGACGAGTGGAGGGTCCCAGGACCCGTGAATCCTCACCGGTACACTGAGTCGAGACGGTTTCAGATCACGAACCCAGAAGGTCTTTTCGATAACAAGAGGACCAAAATTTCCGCC

T T ————-"' >

GGAGGGGCGCCTCAGCCATAATCTGCCATTTTTTCCTTGCATGGGACACAGATGTGATGCTTTGAGATGTCACAGCTGCTTAGCGACCACCAGGATGAAAGCCGCAGGCAAAGCGTGTATGACAGAGAAGGAAAC

CCTCCCCGCGGAGTCGGTATTAGACGGTAAAAAAGGAACGTACCCTGTGTCTACACTACGAAACTCTACAGTGTCGACGAATCGCTGGTGGTCCTACTTTCGGCGTCCGTTTCGCACATACTGTCTCTTCCTTTG

I ———————————————— T ——

CACAAGTAGCTGCCCCAGCCACCCCTGGACTTCTTTTCTGTTTGTTTGTTTGTTTGTTTTGAAATGGAGTCTCACTCTGTCACCCAGGCTGGAGTGTAGTGGTGCCATCTTGGCTCACTGCAACCTCTGCCTCCT
1 N 1 M 1 M 1 N 1 M 1 M 1 N 1 M 1 M 1 N 1 M 1 N 1 N 1

T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T
GTGTTCATCGACGGGGTCGGTGGGGACCTGAAGAAAAGACAAACAAACAAACAAACAAAACTTTACCTCAGAGTGAGACAGTGGGTCCGACCTCACATCACCACGGTAGAACCGAGTGACGTTGGAGACGGAGGA
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GGGTTCAAGCGATTATCCTGCCTCAGCCTCCCGAGTAGCTGGGACTACAGGCACAAGCCATCATGCCCTGCTAATTTTTGTATTTTTAGAGAGATGGGGTTTCACCATGTTGGCCAGGCTGGTCTGGAACTCCTG

CCCAAGTTCGCTAATAGGACGGAGTCGGAGGGCTCATCGACCCTGATGTCCGTGTTCGGTAGTACGGGACGATTAAAAACATAAAAATCTCTCTACCCCAAAGTGGTACAACCGGTCCGACCAGACCTTGAGGAC

T T ————-"' >

32,265

32,400

32,535

32,670

32,805

32,940

33,075

33,210

33,345

33,480

33,615

33,750

33,885

34,020

34,155

34,290

34,425

34,560

34,695



ACCTCAAGTGATTCACCCACCTAGGTCTCCTAAAAGTGCTGGGATTACAGGCTTGAGCCACCGTGCCTGGCCTGGTCTTCTTTTATGTTATTAATAGAAACCCCTATCTGGTTAAACTATTATAGTTGGGTTTCT

TGGAGTTCACTAAGTGGGTGGATCCAGAGGATTTTCACGACCCTAATGTCCGAACTCGGTGGCACGGACCGGACCAGAAGAAAATACAATAATTATCTTTGGGGATAGACCAATTTGATAATATCAACCCAAAGA

T NN R —————>

AGTACGTGCAGCCACATGCAAGCCTGACCTACCTTTCAGTCAGACATCTCTGCTCACTTGGTATCTCTTCCACTTAGGTGTCTCAAAACACTGTTCTTCTCTCCCACCAACACCCCAAATCTGCTCCTCCAGTGT
M 1 M 1 M 1 " 1 M 1 M 1 M 1 " 1 . 1 " 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
TCATGCACGTCGGTGTACGTTCGGACTGGATGGAAAGTCAGTCTGTAGAGACGAGTGAACCATAGAGAAGGTGAATCCACAGAGTTTTGTGACAAGAAGAGAGGGTGGTTGTGGGGTTTAGACGAGGAGGTCACA

I ———————————————— T ——

TTAACACCCCCAAAAAGCTTGTCTAAGTAGTTTCTCCAGAATTCTTCTTAGAAAGGGAGCTACTGCTGGGCGCAGTGGCTCACGCCTGTAATCCCAGCACTTTGGGAGGCCAAGGTGGATGGATCACCTGAGGTC
1 N 1 M 1 N 1 N 1 N 1 M 1 N 1 M 1 N 1 N 1 M 1 M 1 N 1

T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T
AATTGTGGGGGTTTTTCGAACAGATTCATCAAAGAGGTCTTAAGAAGAATCTTTCCCTCGATGACGACCCGCGTCACCGAGTGCGGACATTAGGGTCGTGAAACCCTCCGGTTCCACCTACCTAGTGGACTCCAG
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AGGAGTTCGAGACCAGCCTGGTCAACATGGTGAAACCCTGTCTCTACTAAAAATACAAAAATTAGCCGGGCATGGTGGCACATGCCTGTAATCCCAGCTACTAGGGAGGCTGAGGCAGGAGAATCGCTTGAACCC

TCCTCAAGCTCTGGTCGGACCAGTTGTACCACTTTGGGACAGAGATGATTTTTATGTTTTTAATCGGCCCGTACCACCGTGTACGGACATTAGGGTCGATGATCCCTCCGACTCCGTCCTCTTAGCGAACTTGGG

T NN R —————>

GGGAGGTGGAGGTTGCAGTGAGCTGAGATCACACCATTGCACTCCAGCCTGGGTGACAATAATGAAACTCCATCTCAAAAAAAAAAAAAGCTGTATTTATTTAAGAAAACATCTTGATGAGAAGCATCAAGTAAA
1 3 1 " 1 M 1 M 1 " 1 " 1 M 1 M 1 M 1 M 1 M 1 . 1 X 1

T 4 T T T T T T T T T T T T T T T T T 4 T T T T T 4 T
CCCTCCACCTCCAACGTCACTCGACTCTAGTGTGGTAACGTGAGGTCGGACCCACTGTTATTACTTTGAGGTAGAGTTTTTTTTTTTTTCGACATAAATAAATTCTTTTGTAGAACTACTCTTCGTAGTTCATTT

I ———————————————— T ——

AGGTGAAGCCCTAAGGGCATGTATCAGAAAATTAAATGAATAGATACACTGCTTTGTATTGGAACAAGATTTTGAGGCTAGGGGATGTAAGGAGAAGAAAGTGTTTCTTGTAGCTGGATATTGCAATAATTTCAC
M 1 N 1 N 1 N 1 M 1 N 1 M 1 N 1 N 1 N 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

TCCACTTCGGGATTCCCGTACATAGTCTTTTAATTTACTTATCTATGTGACGAAACATAACCTTGTTCTAAAACTCCGATCCCCTACATTCCTCTTCTTTCACAAAGAACATCGACCTATAACGTTATTAAAGTG
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ATCTGTTTCCAGGTAAATAAGCTGGGAGCAGAATTCATCCCTTTTCTCTTGTAGCAATGCAGCCATTCGTTCCTCATTGCATTCCTCATTATCTTGGGATGCATCTTAAGCAATGGCAACAGAGTTCTCCAAAGC

TAGACAAAGGTCCATTTATTCGACCCTCGTCTTAAGTAGGGAAAAGAGAACATCGTTACGTCGGTAAGCAAGGAGTAACGTAAGGAGTAATAGAACCCTACGTAGAATTCGTTACCGTTGTCTCAAGAGGTTTCG

T NN R —————>

TTCATCCTTGGTGGGAATAGCGTCTCCATCCCTGAGTCACAGGTGGTGGTTTTCTCAGACACTGCATCATCACAAACCATGAACTTTCACCCCTGCATGGGACGGTGATCACTCACCCCCTCCCACAAAAGGACA

AAGTAGGAACCACCCTTATCGCAGAGGTAGGGACTCAGTGTCCACCACCAAAAGAGTCTGTGACGTAGTAGTGTTTGGTACTTGAAAGTGGGGACGTACCCTGCCACTAGTGAGTGGGGGAGGGTGTTTTCCTGT

I ———————————————— T ——

TGGTGCCATAGTCACTTACATATTCCTTCTGAGGGTATGTTCTGTGCATCCCCACTGCTGGTACCAAATCTGCCTGCCTTCATTGGATTAGAAGGAGCAGAAAGCCACTTAGACTGCCTTAGGGAAACACAAGAT
1 N 1 N 1 M 1 N 1 M 1 N 1 N 1 M 1 N 1 N 1 M 1 M 1 N 1

T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T
ACCACGGTATCAGTGAATGTATAAGGAAGACTCCCATACAAGACACGTAGGGGTGACGACCATGGTTTAGACGGACGGAAGTAACCTAATCTTCCTCGTCTTTCGGTGAATCTGACGGAATCCCTTTGTGTTCTA
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TATTACGCACCTGTTAAATATATTTTTCTATTTATAACTCTCGCTTTTTAAAAGGGTCCTGTTTGGTGGCTTTTCTTCTACTAAGCACAGGGTCTGGTTAAGCAAGGGGAGCTGAATGTCTCTGTATGATAATAC

ATAATGCGTGGACAATTTATATAAAAAGATAAATATTGAGAGCGAAAAATTTTCCCAGGACAAACCACCGAAAAGAAGATGATTCGTGTCCCAGACCAATTCGTTCCCCTCGACTTACAGAGACATACTATTATG

T NN R —————>

TTGGGGAGGGATTTGGCCTCCACTTGATATAGAAGGAAAAGGAGCCAATAGGAGGCAGGTGGCCACATACTATGATGTAACCTCGCCCCCAAGAGCCCCCAGAACCTTTGATCAGGTCAGTCCAACTCTGAAATA
1 M 1 M 1 " 1 . 1 " 1 " 1 M 1 M 1 M 1 M 1 " 1 M 1 M 1

T T T T T T T 4 T T T T T T T T T T T T T T T T T T T
AACCCCTCCCTAAACCGGAGGTGAACTATATCTTCCTTTTCCTCGGTTATCCTCCGTCCACCGGTGTATGATACTACATTGGAGCGGGGGTTCTCGGGGGTCTTGGAAACTAGTCCAGTCAGGTTGAGACTTTAT

I ———————————————— T ——

GTGACTATTCACAGAGAACTCACAGAGTCAGGGATGTGGATTTGATTCTTACTCATCCATCTTGCTCACCATTCCCTGTGCCTTGAAATCTGAATATTTGAGTCTTTATTCAGATCTTGGAAATTTTCTCCCCTT
M 1 N 1 N 1 M 1 N 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
CACTGATAAGTGTCTCTTGAGTGTCTCAGTCCCTACACCTAAACTAAGAATGAGTAGGTAGAACGAGTGGTAAGGGACACGGAACTTTAGACTTATAAACTCAGAAATAAGTCTAGAACCTTTAAAAGAGGGGAA
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ATTTATTTTCTCTGTTTTCTCTTTTTGAGATTCCCTCAAGACTGGTGTCAGATCTCAGAACTTGTTTTTTAGTGTCTCTTCAGTGTTGTCTCCTACTCTCCATCCCTTTGTCTTTTCCCTGCTCTGTATGCTAGG

TAAATAAAAGAGACAAAAGAGAAAAACTCTAAGGGAGTTCTGACCACAGTCTAGAGTCTTGAACAAAAAATCACAGAGAAGTCACAACAGAGGATGAGAGGTAGGGAAACAGAAAAGGGACGAGACATACGATCC

T NN R —————>

ATTTTTCTTCTAGCCTTTTTAGATTTTATTTTTTGACAATCTTGTTTGTTTTTTTTTTAATTTCCAAAAACTCATGATCTTTACTTGCTCCTCTCTCATAGCTGTTATTTTTGATGGAGGCAATATCTTCTCAGC
" 1 M 1 M 1 " 1 " 1 M 1 M 1 " 1 M 1 M 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
TAAAAAGAAGATCGGAAAAATCTAAAATAAAAAACTGTTAGAACAAACAAAAAAAAAATTAAAGGTTTTTGAGTACTAGAAATGAACGAGGAGAGAGTATCGACAATAAAAACTACCTCCGTTATAGAAGAGTCG

I ———————————————— T ——

TCTTACTGAGAAACGAGTAATTCTTGAAAGGTTTTCTATTTGATTAATTGTCTCAGTTTTCTTTAGCCTTTTTGTTTATCTGTTCATCTTAGGTCCTTTTATTTCTTATATAACTCTTTGAAAATGGCTGATGAT
1 N 1 N 1 N 1 N 1 M 1 M 1 N 1 M 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
AGAATGACTCTTTGCTCATTAAGAACTTTCCAAAAGATAAACTAATTAACAGAGTCAAAAGAAATCGGAAAAACAAATAGACAAGTAGAATCCAGGAAAATAAAGAATATATTGAGAAACTTTTACCGACTACTA
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CCTTGCTTGACTGTTCACATTTATGAATGAAGAACTAGACTAGGTGTCTGGAGTTACTTTCCTTGGCAGATGTCAGTCTGGTGGTGGGTTAAAGTATTATCCAGTAAATATTCATTCCCTTGCCTGCTGGCCTCA

GGAACGAACTGACAAGTGTAAATACTTACTTCTTGATCTGATCCACAGACCTCAATGAAAGGAACCGTCTACAGTCAGACCACCACCCAATTTCATAATAGGTCATTTATAAGTAAGGGAACGGACGACCGGAGT

T T ————-"' >

TGAGGGAAGCCTGATCCCAGGCCATGTCCTCTCACCCCTCTTCGGTGTTCTCTGTGGTGCATGGGAACTGCCTGCACTCAGTTCCTGTTCAGCTCTGCTGCTGGGGGACCAAATTGAAACAGGACATGCCCCAGT

ACTCCCTTCGGACTAGGGTCCGGTACAGGAGAGTGGGGAGAAGCCACAAGAGACACCACGTACCCTTGACGGACGTGAGTCAAGGACAAGTCGAGACGACGACCCCCTGGTTTAACTTTGTCCTGTACGGGGTCA

I ———————————————— T ——

TTAGCCAATGTCACCCTCTACTAATTACCATCTCATTCAGCTAAGAAAATGTATCTTCCGGCCAGGTGCAGTGGCTCATGCCTGTAATCCCAGCACTTTAGAAGGCCGAGGCGGACGGATCACCTGAGCTCAGGA
M 1 M 1 N 1 N 1 N 1 N 1 M 1 M 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
AATCGGTTACAGTGGGAGATGATTAATGGTAGAGTAAGTCGATTCTTTTACATAGAAGGCCGGTCCACGTCACCGAGTACGGACATTAGGGTCGTGAAATCTTCCGGCTCCGCCTGCCTAGTGGACTCGAGTCCT
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GTTTGAGACCAGCCTGGCCAACATGGTGAAACCCCATCTCTACTGAAAATACAAAAATTAGCTGTGGCCAGGCACGGTGGCTCATGCCGATAATCCCAACACTTTGGGAAGCCAAGGTGGTGGATCACAAGGTCA

CAAACTCTGGTCGGACCGGTTGTACCACTTTGGGGTAGAGATGACTTTTATGTTTTTAATCGACACCGGTCCGTGCCACCGAGTACGGCTATTAGGGTTGTGAAACCCTTCGGTTCCACCACCTAGTGTTCCAGT

T T ————-"' >

34,830

34,965

35,100

35,235

35,370

35,505

35,640

35,775

35,910

36,045

36,180

36,315

36,450

36,585

36,720

36,855

36,990

37,125

37,260



GGAGATTGGGACCATCCCGGTCAACATGGTGAAACCCCATCTGTACTAAAAATACAAAAATTAGCTGGGTGTGGTGGTGTGCTTCTGTAGTCCCAGCTACTCAGGAGGCTGAGGCAGGAGAATTGCTGGAACCTG

CCTCTAACCCTGGTAGGGCCAGTTGTACCACTTTGGGGTAGACATGATTTTTATGTTTTTAATCGACCCACACCACCACACGAAGACATCAGGGTCGATGAGTCCTCCGACTCCGTCCTCTTAACGACCTTGGAC

T NN R —————>

GGAGGCAGAGGTTGCAGCAAGCTGAGATTGCACCACTGCACTCCTGGCAACAGAGCGAGACTCTCAAAAAAAAAAAATTAGTCGGGCATGGTGATGGACACCTGTAATCCCAGCTACTTGGGAAGCTGAGGCAGG
1 M 1 " 1 M 1 . 1 M 1 . 1 . 1 M 1 M 1 . 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 T T
CCTCCGTCTCCAACGTCGTTCGACTCTAACGTGGTGACGTGAGGACCGTTGTCTCGCTCTGAGAGTTTTTTTTTTTTAATCAGCCCGTACCACTACCTGTGGACATTAGGGTCGATGAACCCTTCGACTCCGTCC

I ———————————————— T ——

AAAATCACTTGAACCCAGGGAGTGGAGGTTGCAGTGAGCAGAGATGGCGCCACTGCACTCAGGCCAGGGAGACAACATGAGACTCTGTCTCAAAAAAAAGAAAATGTATCTTTCTAAAGTATGTGTGTGTGTGCG
M 1 M 1 N 1 M 1 M 1 N 1 M 1 N 1 N 1 N 1 M 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
TTTTAGTGAACTTGGGTCCCTCACCTCCAACGTCACTCGTCTCTACCGCGGTGACGTGAGTCCGGTCCCTCTGTTGTACTCTGAGACAGAGTTTTTTTTCTTTTACATAGAAAGATTTCATACACACACACACGC
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TGCGTGCGTGTGTGTGATAGTCCCTTATAGTGACAGTTTCCTAGCAAAACAAAAGAGAAACATAATAAAATGTGTGGGAATTTGGTGTCTAGAAAGCTAAGTTATATTCTGCTATCAATAGCCATAACCATCTGG

ACGCACGCACACACACTATCAGGGAATATCACTGTCAAAGGATCGTTTTGTTTTCTCTTTGTATTATTTTACACACCCTTAAACCACAGATCTTTCGATTCAATATAAGACGATAGTTATCGGTATTGGTAGACC

T NN R —————>

TCAGTTCACTTCTGTGGGCCTGTTTCTCATATTTATAAAGTGAAGGGTTTAAAACACATTCATGATTCCCAAACTAGGGATTTGGAGAGTAGTAAAGATTATCCAAATAGTCTTATAATAGTTTTTAAGAGCTAT
" 1 " 1 M 1 " 1 M 1 M 1 M 1 " 1 M 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 t T t T t
AGTCAAGTGAAGACACCCGGACAAAGAGTATAAATATTTCACTTCCCAAATTTTGTGTAAGTACTAAGGGTTTGATCCCTAAACCTCTCATCATTTCTAATAGGTTTATCAGAATATTATCAAAAATTCTCGATA

I ———————————————— T ——

GACAAGGCCACTCAAGCTATTAGCTGATTACTGCAGGGAATGGAGGAGTGGAGCAGAATATGGTGCCGGGCAAAGAACACAGAACTCTTGGCATGTGGAAGGTGGGCCCTGGAGCACCTGCTGAGCTCCCCGCTC
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 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
CTGTTCCGGTGAGTTCGATAATCGACTAATGACGTCCCTTACCTCCTCACCTCGTCTTATACCACGGCCCGTTTCTTGTGTCTTGAGAACCGTACACCTTCCACCCGGGACCTCGTGGACGACTCGAGGGGCGAG
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AGCCCCAGCTATAGGACCTTCAGCCGACTGTCCCAGGCTCAGCACCATGTGCCTTGAGGGTAGGGCAGAGGGGCTTAGGGGGCTCAGCCAGCAGTCACCACAGATGTAATCTTCCAGGGATATGCTCTGAGCTTG

TCGGGGTCGATATCCTGGAAGTCGGCTGACAGGGTCCGAGTCGTGGTACACGGAACTCCCATCCCGTCTCCCCGAATCCCCCGAGTCGGTCGTCAGTGGTGTCTACATTAGAAGGTCCCTATACGAGACTCGAAC

T NN R —————>

GGAGGAAATTCACTTCTTCATGCCGGGGAACGTATGACCCACTTTGGTGTATTCCAGGCAATGTGGAGATACAGAAATGAAAAGACTCAGTTCTCAAGGGGCTTGAAGTCTGATTCGCTGAAATAATTTTTAGTT

CCTCCTTTAAGTGAAGAAGTACGGCCCCTTGCATACTGGGTGAAACCACATAAGGTCCGTTACACCTCTATGTCTTTACTTTTCTGAGTCAAGAGTTCCCCGAACTTCAGACTAAGCGACTTTATTAAAAATCAA

I ———————————————— T ——

TCCAGAACCACAAGACAGACCCAAGAGGGCTGTGTTGGCAAAACAAATGGCAGAGTGGAGCTGGCCAGAGGCATCTGTGCGTGGCGACTCCAAGAGAGCACCCGACTCCAGATGGCGACACTGCAGGATGGAGCG
M 1 N 1 N 1 M 1 N 1 N 1 M 1 M 1 N 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
AGGTCTTGGTGTTCTGTCTGGGTTCTCCCGACACAACCGTTTTGTTTACCGTCTCACCTCGACCGGTCTCCGTAGACACGCACCGCTGAGGTTCTCTCGTGGGCTGAGGTCTACCGCTGTGACGTCCTACCTCGC
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GGGCATGCCTGCAGACAGGTGTCAGGTGCGAAAAACAGAACAACCGGACGCTTCTGGCTGCAAGGACCTGAAGCCTTAGGGGGTGATATTGGTTAAACTGAGGTAGGCCTTGTGTTAATAGGGTCTCCACCTGAC

CCCGTACGGACGTCTGTCCACAGTCCACGCTTTTTGTCTTGTTGGCCTGCGAAGACCGACGTTCCTGGACTTCGGAATCCCCCACTATAACCAATTTGACTCCATCCGGAACACAATTATCCCAGAGGTGGACTG

T NN R —————>

TTTGTCAGTTTATTTTCTCACTGACAAGAAGTGGAGTAGGGTGGCTCTGGGTTTGATTTATCCAGCAGTTCAATTCCATCTTTGATTTTTTTTTTTCCATTCTTTCCATTTTCCTCTCTGGCATTCTTTCCTCTC
" 1 " 1 M 1 " 1 M 1 M 1 " 1 " 1 X 1 " 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 t T t T t
AAACAGTCAAATAAAAGAGTGACTGTTCTTCACCTCATCCCACCGAGACCCAAACTAAATAGGTCGTCAAGTTAAGGTAGAAACTAAAAAAAAAAAGGTAAGAAAGGTAAAAGGAGAGACCGTAAGAAAGGAGAG

I ———————————————— T ——

CCGCATTCTCACTTACATAAAGCCAAGTGCAGGGGGAGAGAGAGGAGAGAGACTCTTCCTGTGTCATTTTTTTAAGGTCAATGAAAACCATTCTTAGGAGCCCCTGGGCAGATTTCTCCCTGAATCTCATTGGCC
1 N 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

T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T
GGCGTAAGAGTGAATGTATTTCGGTTCACGTCCCCCTCTCTCTCCTCTCTCTGAGAAGGACACAGTAAAAAAATTCCAGTTACTTTTGGTAAGAATCCTCGGGGACCCGTCTAAAGAGGGACTTAGAGTAACCGG

______________________________________________________________v=aw__________________________________Pg

AGAACTGTGTCACATCCCCATGCCTAAGCCAATCACTGGCAATGGGTGTGGGATAGTTGTGGCCAGCCTGGACCCATCAGAATGTAACCCTGAGTCTCAAGGGGGAGAGTGGATGCCAGAATGAAATCAGAGTTC

TCTTGACACAGTGTAGGGGTACGGATTCGGTTAGTGACCGTTACCCACACCCTATCAACACCGGTCGGACCTGGGTAGTCTTACATTGGGACTCAGAGTTCCCCCTCTCACCTACGGTCTTACTTTAGTCTCAAG

T NN R —————>

CATCCACTTTCCATTAGAAAGAAAAGAATGGGAGAGGAGCAGAGAAGGCTCCAGACAGACAACTAACAGTGTTTGATACAATAACTTTCTTATGTTTCTGTAACTTAAGGTCCATTTTGTCTATTGCTAGCATAT
1 M 1 " 1 M 1 M 1 " 1 M 1 M 1 M 1 " 1 M 1 " 1 " 1 M 1

T 4 T T T T T T T T T T T 4 T T T T T T T T T T T T T
GTAGGTGAAAGGTAATCTTTCTTTTCTTACCCTCTCCTCGTCTCTTCCGAGGTCTGTCTGTTGATTGTCACAAACTATGTTATTGAAAGAATACAAAGACATTGAATTCCAGGTAAAACAGATAACGATCGTATA

I ———————————————— T ——

ATAAGCTTAATGCCTGCTAGATTCTGTTGTTTACACTGTCCTCTTCTCCCTGGAGTAGTACCGAGGGTGAGGGAGCCTGTGGCCTCTGTAATATCAGGACATAGAGGATAGGGTTGCCGGGGGGCACATGTGGTC
M 1 M 1 N 1 N 1 M 1 N 1 M 1 N 1 N 1 M 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

TATTCGAATTACGGACGATCTAAGACAACAAATGTGACAGGAGAAGAGGGACCTCATCATGGCTCCCACTCCCTCGGACACCGGAGACATTATAGTCCTGTATCTCCTATCCCAACGGCCCCCCGTGTACACCAG
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CCTTGATTGCCACGTTTCTATTTTGGTTTCTTTTCTTTAAAAGAAAACTTCTTTTATTTTATAGATAAGGTCTCATTCTCTCACCCAGGGTGGAGTGCAGTGGCGTGATCTCGGCCTACTGCAGCCTTGGCCTCC

GGAACTAACGGTGCAAAGATAAAACCAAAGAAAAGAAATTTTCTTTTGAAGAAAATAAAATATCTATTCCAGAGTAAGAGAGTGGGTCCCACCTCACGTCACCGCACTAGAGCCGGATGACGTCGGAACCGGAGG

T T ————-"' >

CAGGCTCAAGCAATCCTTCCACCTTAGCCTCTTGAGTAGCTGGAACTACAGGTGCACACCACCGTGCCAGGCTAATTTTTTATTTTTATTTTTTGTAGAGACGGGGTCTTGCTGTATTGCCCAGGCTAGATTTGA

GTCCGAGTTCGTTAGGAAGGTGGAATCGGAGAACTCATCGACCTTGATGTCCACGTGTGGTGGCACGGTCCGATTAAAAAATAAAAATAAAAAACATCTCTGCCCCAGAACGACATAACGGGTCCGATCTAAACT

I ———————————————— T ——

ACTCCTGGCCTGAAGTAATCCTCCCACCTTGGCCTCCCAAAGTTCTGGGACTACAGGTATGAGCCACCATGCCCAGCCCTAAAAAAATTGTTGATTGTGGTAAACACATAGCATAAAATTTACCATTGTAACCAT
1 N 1 M 1 M 1 N 1 N 1 M 1 N 1 M 1 N 1 N 1 N 1 M 1 N 1

T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T
TGAGGACCGGACTTCATTAGGAGGGTGGAACCGGAGGGTTTCAAGACCCTGATGTCCATACTCGGTGGTACGGGTCGGGATTTTTTTAACAACTAACACCATTTGTGTATCGTATTTTAAATGGTAACATTGGTA
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TTTTAAGTGTACAGATAATAGTGTTAAGTATATTCATATTGTTGTGAAACAGATCTCCAGAACTTTTTCATCTTGTAATATGAAATCCTACACCCATTGAACAACTTCCCATTCTCCCCTGCAACCCCCACAAGC

AAAATTCACATGTCTATTATCACAATTCATATAAGTATAACAACACTTTGTCTAGAGGTCTTGAAAAAGTAGAACATTATACTTTAGGATGTGGGTAACTTGTTGAAGGGTAAGAGGGGACGTTGGGGGTGTTCG

T T ————-"' >

37,395

37,530

37,665

37,800

37,935

38,070

38,205

38,340

38,475

38,610

38,745

38,880

39,015

39,150

39,285

39,420

39,555

39,690

39,825



CCCTGGCAACCACAATTCTATTTTCTCTTTCTATTAGTTTGACTACTCTAGATACCTCATGTAAGTGGAATCATACAGTATTTGTCTTTTTGTGACTGGCCCTATTTCACTTAGCATAATGCATAATGTCCTCAA

GGGACCGTTGGTGTTAAGATAAAAGAGAAAGATAATCAAACTGATGAGATCTATGGAGTACATTCACCTTAGTATGTCATAAACAGAAAAACACTGACCGGGATAAAGTGAATCGTATTACGTATTACAGGAGTT

T NN R —————>

GCTTCACGCATGTTGTAGCATGTGACAGGACTTCCTTCGTTTTTAAGGCGGAACAATATTCCATTGTATGTTTATACCATATTTTGTTCATCTAATCCTCCATCAGTGGACATTTGGGTTGCTTGTACCTCTTGG
M 1 M 1 X 1 M 1 . 1 . 1 " 1 " 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 t T t T t
CGAAGTGCGTACAACATCGTACACTGTCCTGAAGGAAGCAAAAATTCCGCCTTGTTATAAGGTAACATACAAATATGGTATAAAACAAGTAGATTAGGAGGTAGTCACCTGTAAACCCAACGAACATGGAGAACC

I ———————————————— T ——

CTATTGTGGATAATGCTGTTCTAAACATGGGTGAGCTAATATCTTTGAGATCCTGCTTTCAATTTAGATGTATGAGATTTCTGGGTCATAAGATTTAATTTTTTGAGAAACCACCATGCTGTTTCTTTACAGTGG
1 N 1 M 1 N 1 N 1 N 1 M 1 N 1 M 1 N 1 N 1 N 1 M 1 N 1

T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T
GATAACACCTATTACGACAAGATTTGTACCCACTCGATTATAGAAACTCTAGGACGAAAGTTAAATCTACATACTCTAAAGACCCAGTATTCTAAATTAAAAAACTCTTTGGTGGTACGACAAAGAAATGTCACC
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CTACGTCATCTTACCTTCCCCCCAACAGTGTACAAGGATTCCAATTTCCCCACATCCTTGCCAACATTTGTTATTTTCTGGTTTTTTTTGATAGTGGCAATCCTAATAGGTGTGAGGTGGTATCTCATTGTGGTT

GATGCAGTAGAATGGAAGGGGGGTTGTCACATGTTCCTAAGGTTAAAGGGGTGTAGGAACGGTTGTAAACAATAAAAGACCAAAAAAAACTATCACCGTTAGGATTATCCACACTCCACCATAGAGTAACACCAA

T NN R —————>

TCATGAGGTTTAAGTTGAGCATCTTTTCATATGCTTTTAGACCATTCGTATATATCTTCTTTGGAGAAATGTGTGGTGCAATCTTGGTTCACTGCAACTTCCACCTCCTGAGTTCCAGCAATTCTCCAGTCTCAG
1 M 1 M 1 " 1 M 1 M 1 " 1 M 1 M 1 M 1 M 1 " 1 . 1 M 1

T 4 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
AGTACTCCAAATTCAACTCGTAGAAAAGTATACGAAAATCTGGTAAGCATATATAGAAGAAACCTCTTTACACACCACGTTAGAACCAAGTGACGTTGAAGGTGGAGGACTCAAGGTCGTTAAGAGGTCAGAGTC

I ———————————————— T ——

CCTCTCGAGTAGCTGGGATTACAGGCATGTGCCACCATGCCTGGCCATCTTCGCTCTTGAGCACCTGTGTCATGGTAGGTCAAGGACCCCTGACAGTCAGGGTCCCAGGCAGGAGGGGGCACATCCCTTCTATTA
M 1 N 1 N 1 M 1 M 1 N 1 M 1 N 1 N 1 N 1 M 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

GGAGAGCTCATCGACCCTAATGTCCGTACACGGTGGTACGGACCGGTAGAAGCGAGAACTCGTGGACACAGTACCATCCAGTTCCTGGGGACTGTCAGTCCCAGGGTCCGTCCTCCCCCGTGTAGGGAAGATAAT
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TCTTGGATTCTACCACCCCCTTAGAGGGAGACTACAGACCCCCGGACTCTTCCCAGAGACCCATTGCCAGCACTTCATTCTGTTGATCTCCTCTTGCACTTCTGCCTCCCCCAGCCTGGAAAGAGTTTTAAACAT

AGAACCTAAGATGGTGGGGGAATCTCCCTCTGATGTCTGGGGGCCTGAGAAGGGTCTCTGGGTAACGGTCGTGAAGTAAGACAACTAGAGGAGAACGTGAAGACGGAGGGGGTCGGACCTTTCTCAAAATTTGTA

T NN R —————>

CTTGTCCCTGGCAAGGAAACCCTGGCTCAGCCAGTATTCTTACCTAATTTTTCTGCCTCGTGTCCAAAGTGCAGCTGTATTAAATGTATTAAATAAAAGGAAAAACTTGGGCCAGAAGCGGTGGCTCATGGCCAG

GAACAGGGACCGTTCCTTTGGGACCGAGTCGGTCATAAGAATGGATTAAAAAGACGGAGCACAGGTTTCACGTCGACATAATTTACATAATTTATTTTCCTTTTTGAACCCGGTCTTCGCCACCGAGTACCGGTC

I ———————————————— T ——

CACTTTAGGAGGCCAAGGTAGGTGGATCATCTGAGGTCAGGAGTTCGAGACCAGCCTGGCCAACATGGTGAAATGCCGTCTGTACTAAAAATACAAAAATTAGCCAGGTGTGGTGGTGTGCACCTGTAATCCCAG
1 N 1 N 1 M 1 N 1 N 1 M 1 N 1 M 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
GTGAAATCCTCCGGTTCCATCCACCTAGTAGACTCCAGTCCTCAAGCTCTGGTCGGACCGGTTGTACCACTTTACGGCAGACATGATTTTTATGTTTTTAATCGGTCCACACCACCACACGTGGACATTAGGGTC
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CTACTCAGGAGGCTGAGGCTGGAGAATTGCTTGAACCCGGGAGGCAGAGGTTGCAGTGAGCTGAGATCATGCCACTGCACTCCAGCCTGGGTAACAGATGGAGACTCCGTCTCAAAAAAAGAAAAAAAAAGAAAA

GATGAGTCCTCCGACTCCGACCTCTTAACGAACTTGGGCCCTCCGTCTCCAACGTCACTCGACTCTAGTACGGTGACGTGAGGTCGGACCCATTGTCTACCTCTGAGGCAGAGTTTTTTTCTTTTTTTTTCTTTT

T NN R —————>

AGTTGGAGGGCTTTACCATTTCTGCTGGGAAGTCTGGAGCAAAGGCCACTGGCAGTGCCACTCAGCTTGAACATAGTGAGGGTGGGTGGGAGGGCAGGAATACAGTGTTCCTTCACCAGGTTGCAGGTGGGCATC
1 M 1 " 1 . 1 M 1 " 1 . 1 . 1 " 1 M 1 X 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 T T
TCAACCTCCCGAAATGGTAAAGACGACCCTTCAGACCTCGTTTCCGGTGACCGTCACGGTGAGTCGAACTTGTATCACTCCCACCCACCCTCCCGTCCTTATGTCACAAGGAAGTGGTCCAACGTCCACCCGTAG

I ———————————————— T ——

GACCTCTTGGTGGTCTGGCGCAGCCTCCCTGCCTGGGGCCGTCTGCCTTGGGCTCGTCACTGCCCAAGGATCAGATGAGCTGCTGGAGGAGGACCCTGAGCCAGAGTTAGTTCTTAGCTTAAACTCTACAGCCGT
M 1 M 1 N 1 M 1 N 1 N 1 M 1 N 1 N 1 M 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
CTGGAGAACCACCAGACCGCGTCGGAGGGACGGACCCCGGCAGACGGAACCCGAGCAGTGACGGGTTCCTAGTCTACTCGACGACCTCCTCCTGGGACTCGGTCTCAATCAAGAATCGAATTTGAGATGTCGGCA

______________________________________________________________v=aw__________________________________Pg

GCTTCTCAAAGTGTGGTCCTGGGGGCCCATGAAGTCAAAACTATTTTGTAATAAAACTACATTACCTTACCATTCTCCTTCTATTACAAGTGTACACAGGAGTTGTCCAGAAGCTGCATGATACGATATGTGATA

CGAAGAGTTTCACACCAGGACCCCCGGGTACTTCAGTTTTGATAAAACATTATTTTGATGTAATGGAATGGTAAGAGGAAGATAATGTTCACATGTGTCCTCAACAGGTCTTCGACGTACTATGCTATACACTAT

T NN R —————>

TCACAAGGGATTGACTCCAAAAGCAGGTCGGAGAATCCAGCTGTCTTCTTCTTCTTCTTCTTTTTTTTTTTTTTGTGGAGACAGAGTTTTGCTCTATTGCCCAGGCTGGAGTGCAGTGGTGCGATCTCAGCTCAC
M 1 M 1 . 1 " 1 M 1 M 1 " 1 M 1 . 1 " 1 M 1 X 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
AGTGTTCCCTAACTGAGGTTTTCGTCCAGCCTCTTAGGTCGACAGAAGAAGAAGAAGAAGAAAAAAAAAAAAAACACCTCTGTCTCAAAACGAGATAACGGGTCCGACCTCACGTCACCACGCTAGAGTCGAGTG

I ———————————————— T ——

TGCAACTTCTGCCTCCTGGGTTCAAGCAATTCTCCTGCCTCAGCCACCAGAGTAGCTGGAATTACAGGCACGCGCCACCACACCTGGCTAATTGTGTAGTTTTAGTAGAGATGGGGTTTCACCATGTTGGTCAGG
1 N 1 M 1 M 1 N 1 M 1 N 1 N 1 N 1 N 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
ACGTTGAAGACGGAGGACCCAAGTTCGTTAAGAGGACGGAGTCGGTGGTCTCATCGACCTTAATGTCCGTGCGCGGTGGTGTGGACCGATTAACACATCAAAATCATCTCTACCCCAAAGTGGTACAACCAGTCC
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CTGGTCTTGAACTCCTGACTTCAGGTGATCTGCCAGCCTTGGCCTCCCAAAGTGGTGGGATTACCGATGTGAGCCACCGTGCCCGACCTCACCTCCTGGGTTTTCAGCAATTCTCTCTGCCTCAGCCTCCCAAGT

GACCAGAACTTGAGGACTGAAGTCCACTAGACGGTCGGAACCGGAGGGTTTCACCACCCTAATGGCTACACTCGGTGGCACGGGCTGGAGTGGAGGACCCAAAAGTCGTTAAGAGAGACGGAGTCGGAGGGTTCA

T T ————-"' >

AGCTAGGATTACAGGTGCCCGCCACCATGCCTGGCTAATTTTTGTGTTTTTAATAGAGACGGGGTTTTGCCATGTTGGCCAGGCTGGTCTTGAACTTCTGACCTCAGGTGATCCACCCACCTGGGCCTCCCAAAG

TCGATCCTAATGTCCACGGGCGGTGGTACGGACCGATTAAAAACACAAAAATTATCTCTGCCCCAAAACGGTACAACCGGTCCGACCAGAACTTGAAGACTGGAGTCCACTAGGTGGGTGGACCCGGAGGGTTTC

I ———————————————— T ——

TGCTGGGATTACAGGCGTGAGCCACTGTGCCTGGCCGAATCCAGCTCTCTTCTATTAAGATATTCTTTTTATTCTAGTAAAGAGAATTGCAAAAATGTAAACAAATGCCAGTCTTCATGAAAGGTTTTTGGTTTG
M 1 N 1 N 1 M 1 M 1 N 1 M 1 M 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
ACGACCCTAATGTCCGCACTCGGTGACACGGACCGGCTTAGGTCGAGAGAAGATAATTCTATAAGAAAAATAAGATCATTTCTCTTAACGTTTTTACATTTGTTTACGGTCAGAAGTACTTTCCAAAAACCAAAC
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TAAAAATATAGCTATTTTCAAAAAACTTATTTATGTTAAAATGAAATGTTTATTTTTGTTATTTTTTAAAAAGTTGATACATAAATAAAATTCTCAGTTGTAATTTCTCAACAGGATAGAGCTAACCCACATAAC

ATTTTTATATCGATAAAAGTTTTTTGAATAAATACAATTTTACTTTACAAATAAAAACAATAAAAAATTTTTCAACTATGTATTTATTTTAAGAGTCAACATTAAAGAGTTGTCCTATCTCGATTGGGTGTATTG

T T ————-"' >

39,960

40,095

40,230

40,365

40,500

40,635

40,770

40,905

41,040

41,175

41,310

41,445

41,580

41,715

41,850

41,985

42,120

42,255

42,390



AAAAGGTCTTTGCAGTCCTCAGTAAGTTTTACAAGTTTAAAGGGGTCCTGAGACCAAAACGTTTGAGGACCACTGTCCCTCCGGAAGGCTGCGGCTTTCTTCTGGTGGCTTTACACTTCTGCTGTCCTTCAGCCA

TTTTCCAGAAACGTCAGGAGTCATTCAAAATGTTCAAATTTCCCCAGGACTCTGGTTTTGCAAACTCCTGGTGACAGGGAGGCCTTCCGACGCCGAAAGAAGACCACCGAAATGTGAAGACGACAGGAAGTCGGT

T NN R —————>

CGTCCCTTTCGCGTCTCCAGGGACTCCTCCATTTGCCTTGAATTTCTCCTGTTAGCTCCACTCCAGGGTGGCCACATGAGGGCAGCCGATTCCGCCCTGAGCCCTTGCGGGGGCCTCAAGCACAGGTGTTCACCA
1 M 1 " 1 M 1 M 1 " 1 . 1 M 1 " 1 " 1 . 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 4 T T T T T 4 T
GCAGGGAAAGCGCAGAGGTCCCTGAGGAGGTAAACGGAACTTAAAGAGGACAATCGAGGTGAGGTCCCACCGGTGTACTCCCGTCGGCTAAGGCGGGACTCGGGAACGCCCCCGGAGTTCGTGTCCACAAGTGGT

I ———————————————— T ——

GGTCAGCCTTCAGCATCCAGTTCCTACCGAGTCCCTGGCTGGTGGTACTGGAGAAGCAAAGACGATAAACCAGGTCCTTGTTCTGTGGGAGGCTCAGGCCTCCTGTTCTCTCCCTCCCAGGGGCCAGGAGAGAGG
N 1 N 1 N 1 M 1 N 1 N 1 N 1 M 1 N 1 M 1 M 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
CCAGTCGGAAGTCGTAGGTCAAGGATGGCTCAGGGACCGACCACCATGACCTCTTCGTTTCTGCTATTTGGTCCAGGAACAAGACACCCTCCGAGTCCGGAGGACAAGAGAGGGAGGGTCCCCGGTCCTCTCTCC
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CCCCAGCCAGAGCCTGAGCACATCATAGGGTTGACATGTTTGGTGAATGAACATTATCTCTGTGTTGTGCAGAGCTGAGCATAGAACTCCATCTTCTAGATCCTGAACTTTAACCTGGAAGGGTTAGGCCTTCTT

GGGGTCGGTCTCGGACTCGTGTAGTATCCCAACTGTACAAACCACTTACTTGTAATAGAGACACAACACGTCTCGACTCGTATCTTGAGGTAGAAGATCTAGGACTTGAAATTGGACCTTCCCAATCCGGAAGAA

T NN R —————>

GCCATTGCCTGCAGGGAGAGGTGAGCACCCTAGAACACTTACTGTTCGGGAGCACGTGGTTCTCATGCAGTAAAGTGAGAAGGGGAGAGGAGGCACCTTTTCTCTAGTCTTGGATTAAGGTGGAAGTAAAGGGCA
" 1 M 1 M 1 " 1 " 1 M 1 M 1 M 1 M 1 M 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
CGGTAACGGACGTCCCTCTCCACTCGTGGGATCTTGTGAATGACAAGCCCTCGTGCACCAAGAGTACGTCATTTCACTCTTCCCCTCTCCTCCGTGGAAAAGAGATCAGAACCTAATTCCACCTTCATTTCCCGT

I ———————————————— T ——

TATGTGAAGTTTTTCCCAAAACTAAGGCCTCATTTATTTTTTATTTTTTATCAGAACAAGTCATGGACATCTCTAGCAATGAAAGCAAAGCCCTGCAGTCATTTAACATAGACATACTCTCTACATCCTGTTAGC
1 N 1 N 1 M 1 N 1 N 1 M 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
ATACACTTCAAAAAGGGTTTTGATTCCGGAGTAAATAAAAAATAAAAAATAGTCTTGTTCAGTACCTGTAGAGATCGTTACTTTCGTTTCGGGACGTCAGTAAATTGTATCTGTATGAGAGATGTAGGACAATCG
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CAGCGGCTCCTACGACTTCTCCCAACAATCTTAAAGCAACCTGGCATGAAGGAGCTGGCTCAAATGCTGGTCAGTGGAAAGGGCATAAGCTCTGAAGTCACAACACAAGGGTTCAAATCCGACCCTCCCGGCTCC

GTCGCCGAGGATGCTGAAGAGGGTTGTTAGAATTTCGTTGGACCGTACTTCCTCGACCGAGTTTACGACCAGTCACCTTTCCCGTATTCGAGACTTCAGTGTTGTGTTCCCAAGTTTAGGCTGGGAGGGCCGAGG

T NN R —————>

TGGTCTGTGCTCTCTCCCCCTTACTGTAATGCCAACTTCACTTTGGTTTTTACCCCTGCAAATATTCATCATTGTGTTGAGTCAACACAATGATACATAAAAAATCAGCAGTCTCTGATAAAGTGTGGCCTACTG

ACCAGACACGAGAGAGGGGGAATGACATTACGGTTGAAGTGAAACCAAAAATGGGGACGTTTATAAGTAGTAACACAACTCAGTTGTGTTACTATGTATTTTTTAGTCGTCAGAGACTATTTCACACCGGATGAC

I ———————————————— T ——

GTTAAGAGGAGCAGGGCTTTGAAAGGATAGCCAAGGTAACACTCCTGGTTCCACCATGTGTTAGCTGTGTAACCTCGGGCAAGCTGCTTAACCTCTCTGAGTCTCAATTTTCTCAACTGTAGAAAGCAGACATAA
N 1 M 1 N 1 M 1 M 1 N 1 M 1 M 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
CAATTCTCCTCGTCCCGAAACTTTCCTATCGGTTCCATTGTGAGGACCAAGGTGGTACACAATCGACACATTGGAGCCCGTTCGACGAATTGGAGAGACTCAGAGTTAAAAGAGTTGACATCTTTCGTCTGTATT
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TATTACAGGGTTGCTGAGAGAATAATATGACATTAGGTTTCTAAAGTGCTTAATTCAGTACCTGGCTCATAGTAAGTGCTCAATAAACACCAGTTATAAACATCACTGCATTTGAAATTCACAGCTTTTTCAAAG

ATAATGTCCCAACGACTCTCTTATTATACTGTAATCCAAAGATTTCACGAATTAAGTCATGGACCGAGTATCATTCACGAGTTATTTGTGGTCAATATTTGTAGTGACGTAAACTTTAAGTGTCGAAAAAGTTTC

T NN R —————>

TTAGAGTCAGAAAGAATTTCAGAAGTCCTGTAATTCAATGTTTTCCAAAGTGTGTTCAAAACACTCACTTCCCTCAAGATGCTCCATGAAAAAGGGTTCTGTGGCCAAATATGATGGGTTGTATATTAAAGCCTC
" 1 . 1 M 1 " 1 M 1 M 1 " 1 M 1 M 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 t T t T t
AATCTCAGTCTTTCTTAAAGTCTTCAGGACATTAAGTTACAAAAGGTTTCACACAAGTTTTGTGAGTGAAGGGAGTTCTACGAGGTACTTTTTCCCAAGACACCGGTTTATACTACCCAACATATAATTTCGGAG

I ———————————————— T ——

AGAGAAGCCACAGAGTAAAGAAACCTGTTGAACTTTGATTACTCCAACCTTTATCAAATGGATTTGACTGTAGAACCCTCTTCACACATCACTTTTTAACTTCCAGGTTGCTGGTAGACAGAGCTCAGTCATTAA
1 N 1 M 1 N 1 N 1 M 1 M 1 N 1 M 1 M 1 N 1 M 1 N 1 N 1

T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T
TCTCTTCGGTGTCTCATTTCTTTGGACAACTTGAAACTAATGAGGTTGGAAATAGTTTACCTAAACTGACATCTTGGGAGAAGTGTGTAGTGAAAAATTGAAGGTCCAACGACCATCTGTCTCGAGTCAGTAATT
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CCATCATTAAGAATCATAACAAATACTGGATAACATTTATGGAGGGTTTGCTCTATGCCAGGCACTGTGATATGCACAAGGCATGTATTATCTCACTTTATTCATAACAACACTAAGAAGTAGTGCTATCATCTT

GGTAGTAATTCTTAGTATTGTTTATGACCTATTGTAAATACCTCCCAAACGAGATACGGTCCGTGACACTATACGTGTTCCGTACATAATAGAGTGAAATAAGTATTGTTGTGATTCTTCATCACGATAGTAGAA

T NN R —————>

TTACGGATGAAAAAATAGGCTTAGAAGACTAAGTAACTTGGCCAAGGTCACATACCAAGAAATCGTCAGCATGCAAACTCAGGTTGGCCTGGCTCTGGAATTCAGCCTTGCCACCTCCCTGTATGGTTTCCGCAG
1 . 1 M 1 " 1 M 1 " 1 . 1 M 1 M 1 " 1 X 1 " 1 " 1 M 1

T 4 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
AATGCCTACTTTTTTATCCGAATCTTCTGATTCATTGAACCGGTTCCAGTGTATGGTTCTTTAGCAGTCGTACGTTTGAGTCCAACCGGACCGAGACCTTAAGTCGGAACGGTGGAGGGACATACCAAAGGCGTC

I ———————————————— T ——

CCCACTGCATTACCCCTGACTGTTGGACAGTCCTTCCTTGTATTGAGCTGAAATCCAATTCCAGTTCCAATCACACTGTTTCTCCAGGGTGCACATAAATATATGGTGAAATGTATTATTTAGTTTCAATTCTAA
M 1 M 1 N 1 M 1 N 1 N 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

GGGTGACGTAATGGGGACTGACAACCTGTCAGGAAGGAACATAACTCGACTTTAGGTTAAGGTCAAGGTTAGTGTGACAAAGAGGTCCCACGTGTATTTATATACCACTTTACATAATAAATCAAAGTTAAGATT
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ATATCCTTTATTTGTCATTGTTTCTCGAATTGTATTTATTCTGTTCCCTTTTCTCTTGACTTGCTCAAGTACTTCAGCATTTCATTTGGACTAAAAAACTCAACACAATTCTGTCTGCTTTCTTATAGTATGATA

TATAGGAAATAAACAGTAACAAAGAGCTTAACATAAATAAGACAAGGGAAAAGAGAACTGAACGAGTTCATGAAGTCGTAAAGTAAACCTGATTTTTTGAGTTGTGTTAAGACAGACGAAAGAATATCATACTAT

T T ————-"' >

TTTTCATTTTTAGGAAGTGACACATTATCAAAACCCATAAGAACTAAATTTTTTTAAGAGGGGGAAAAAGACAAGGTCAGGAGGCTGAGGTGGGAGGATCGCTTGAGCCCAGGAGTTCGAGACCAGCCTGGGCAA

AAAAGTAAAAATCCTTCACTGTGTAATAGTTTTGGGTATTCTTGATTTAAAAAAATTCTCCCCCTTTTTCTGTTCCAGTCCTCCGACTCCACCCTCCTAGCGAACTCGGGTCCTCAAGCTCTGGTCGGACCCGTT

I ———————————————— T ——

CAGAGTGAGACCCTGTCTCTACAAACACCACCACCACCAACAAAAAAAAAATTAGTTGGGCATGGTGGCACATGCCTGTGGCACATGCCTACTCAGGAGCCTGAGGTGGGAGAGTCACTTGAGCCCAAGAGGTCG
1 N 1 M 1 N 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
GTCTCACTCTGGGACAGAGATGTTTGTGGTGGTGGTGGTTGTTTTTTTTTTAATCAACCCGTACCACCGTGTACGGACACCGTGTACGGATGAGTCCTCGGACTCCACCCTCTCAGTGAACTCGGGTTCTCCAGC
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AGGCTATTAGTGAGCCATGATCACACCACTGCACTCCAGCCTGGGCAACAGAGCAAGACCCCATCAAAAAAGAAAGTTTTAGATGTATACAATAACTAAGTTATTTTCCCTGCAGGAATTTTGATAACAAAGTTG

TCCGATAATCACTCGGTACTAGTGTGGTGACGTGAGGTCGGACCCGTTGTCTCGTTCTGGGGTAGTTTTTTCTTTCAAAATCTACATATGTTATTGATTCAATAAAAGGGACGTCCTTAAAACTATTGTTTCAAC

T T ————-"' >

42,525

42,660

42,795

42,930

43,065

43,200

43,335

43,470

43,605

43,740

43,875

44,010

44,145

44,280

44,415

44,550

44,685

44,820

44,955



TCTTTTATAGCTCTAGTAGTATTGCTGTAAAGCTATAAAAGTACCTCTGGCTTTTGCCCAAGTGTAGTAGTGTCTGTCTCTCTCTCTGTCTCTCCATAGCAGCACATTGTTAACTGTTTCTTACCAGTAGCACTA

AGAAAATATCGAGATCATCATAACGACATTTCGATATTTTCATGGAGACCGAAAACGGGTTCACATCATCACAGACAGAGAGAGAGACAGAGAGGTATCGTCGTGTAACAATTGACAAAGAATGGTCATCGTGAT

Y

CTTTCATTACTTTTATGACTCATTGTCTCCCTTATTTAGTAAACAAAGTATACAGCCACTAAAAGCAAGTAGCTGGGCTATTCACAGCAGCTTCTCCCCCATACACTGTGGTAGTTCCTAACTACAATCTGTTTG
M 1 . 1 M 1 " 1 . 1 M 1 " 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
GAAAGTAATGAAAATACTGAGTAACAGAGGGAATAAATCATTTGTTTCATATGTCGGTGATTTTCGTTCATCGACCCGATAAGTGTCGTCGAAGAGGGGGTATGTGACACCATCAAGGATTGATGTTAGACAAAC

V

TGTCCAATAGCAGTTCCTAGTGATGCAAATAGTACTTTCCATTTAAACAATTTCATTATAGCCAATTCTAGTTCTGAAAATACCACTGGAAGAAAAACACTTGAGTTCTCAGTATGGTTTGACCAATATAGCTTG
1 N 1 M 1 M 1 N 1 N 1 N 1 N 1 N 1 N 1 N 1 M 1 M 1 N 1

T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T
ACAGGTTATCGTCAAGGATCACTACGTTTATCATGAAAGGTAAATTTGTTAAAGTAATATCGGTTAAGATCAAGACTTTTATGGTGACCTTCTTTTTGTGAACTCAAGAGTCATACCAAACTGGTTATATCGAAC

Vv

GAACTATCACTTTCCTTGTTCTGAACATTATACTTCACTAGTTCAGCTCGAGATCTCATTATTTTGGGTAACTGCATTACCCTATACCTGCTTGTGGAGTTTGTCTCCAACCAATTAATTTTCCCCTACAATTCT

CTTGATAGTGAAAGGAACAAGACTTGTAATATGAAGTGATCAAGTCGAGCTCTAGAGTAATAAAACCCATTGACGTAATGGGATATGGACGAACACCTCAAACAGAGGTTGGTTAATTAAAAGGGGATGTTAAGA

Y

GCTATACATCAGCAGTTGTATTTTGGAGCCCACGTGAAAGGAAACTATACTTACATCTGTTCCAGTTCATCTGTTTAGGTCTGGCTCGTTGTTCAGCCTGTGACAATCATCTGGGAGTGGCGATCATTCTCCTTC
1 M 1 " 1 M 1 M 1 M 1 " 1 M 1 " 1 " 1 M 1 " 1 M 1 M 1

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 4 T
CGATATGTAGTCGTCAACATAAAACCTCGGGTGCACTTTCCTTTGATATGAATGTAGACAAGGTCAAGTAGACAAATCCAGACCGAGCAACAAGTCGGACACTGTTAGTAGACCCTCACCGCTAGTAAGAGGAAG

V

AGCCCATGTCCTCTGTGAAACTGATAAACCTGCCCTAGAGCAGCACTTTCCAACAGAATGTTCTGTGAACATGGAAATATACCAGATCTATGCTGTCCAATATGGTAGCCACTAGCCACATGCAGGTTTTGAGCA
1 1 1 1 1 1 1 1 1 1 1 1 1

T
TCGGGTACAGGAGACACTTTGACTATTTGGACGGGATCTCGTCGTGAAAGGTTGTCTTACAAGACACTTGTACCTTTATATGGTCTAGATACGACAGGTTATACCATCGGTGATCGGTGTACGTCCAAAACTCGT

Vv

CTTGAAATTAGGCTCATGCAACTGGGAACTTAATTTTAAATTGTCTTTAATTTTAATTAATTTAAATAATCCCATATGGCTAATAGATATCATACTGGACAGTGTCGTAGCTCTAGATGTTTACCTGAAATGCAG

GAACTTTAATCCGAGTACGTTGACCCTTGAATTAAAATTTAACAGAAATTAAAATTAATTAAATTTATTAGGGTATACCGATTATCTATAGTATGACCTGTCACAGCATCGAGATCTACAAATGGACTTTACGTC

Y

GTAAAAATATTAAGTAGAACAGGGACCTGCTTCTGTCCCTGGAGTCCAAACTCTGGACTGGGGATGGCCATTCAAGGATTATCAACCACCTGTGTTTATAATAACTCGGTGCACAATTTTATCCACCAGCGTATA

CATTTTTATAATTCATCTTGTCCCTGGACGAAGACAGGGACCTCAGGTTTGAGACCTGACCCCTACCGGTAAGTTCCTAATAGTTGGTGGACACAAATATTATTGAGCCACGTGTTAAAATAGGTGGTCGCATAT

V

TGAGTATCAGTGAAGGACTTTGTCAAATGCCTTGTAAAAAGCAAGATGGCCTAGAAATATGTGGCACTGCCCTGCTCTACCAGCCTCATGATTTTTTTTTCCTAGAAAATAGGGTGTGTTTTTTTTTCTATTTGT
1 N 1 M 1 M 1 N 1 M 1 M 1 N 1 M 1 N 1 N 1 M 1 M 1 N 1

T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T
ACTCATAGTCACTTCCTGAAACAGTTTACGGAACATTTTTCGTTCTACCGGATCTTTATACACCGTGACGGGACGAGATGGTCGGAGTACTAAAAAAAAAGGATCTTTTATCCCACACAAAAAAAAAGATAAACA

Vv

AGAAGTCATACATACCTACTGTGGCAAAATGCAGGAAAGTACCTAGAGGAAATTAACAATGACCAAAATTCTGCCATCTTGAGATAACTACTGTTAACATTTCAGCATTTTTCTTTCAGCTTTTTTTCTGTGTTG

TCTTCAGTATGTATGGATGACACCGTTTTACGTCCTTTCATGGATCTCCTTTAATTGTTACTGGTTTTAAGACGGTAGAACTCTATTGATGACAATTGTAAAGTCGTAAAAAGAAAGTCGAAAAAAAGACACAAC

Y

GTATTTTTCACATCACTGAAATCATACCTTCTCTGTTACCTCCTGTTTTTTTTAATTTAAAAAAATTAAAAAAAATTTAATCGACAAAAATATATATGTTTATCATGTACAACATGCTGTTACACTGTGGAATGG
1 . 1 " 1 " 1 M 1 " 1 . 1 . 1 M 1 . 1 M 1 M 1 " 1 M 1

T 4 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
CATAAAAAGTGTAGTGACTTTAGTATGGAAGAGACAATGGAGGACAAAAAAAATTAAATTTTTTTAATTTTTTTTAAATTAGCTGTTTTTATATATACAAATAGTACATGTTGTACGACAATGTGACACCTTACC

V

CTAAATCAAGTTAATAAGCACACACATTACTTCACATATATATCATTTTTTTGTAGTAAGGACACTTAAAACCTACTCAGCAATTTTCAGTACAATAAATTGTTATTAACTGTAGTTACATAAACCAAAAATAAA
N 1 M 1 N 1 M 1 N 1 N 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
GATTTAGTTCAATTATTCGTGTGTGTAATGAAGTGTATATATAGTAAAAAAACATCATTCCTGTGAATTTTGGATGAGTCGTTAAAAGTCATGTTATTTAACAATAATTGACATCAATGTATTTGGTTTTTATTT

Vv

ATTCTAAGGCCCTGCAACCATCTGAAAGGATCCCTCCTCCTGGCTAGGGCATTCCAAAGTTAGCCTAAAAACTGGTTCAGGCCATGATGGGAAAGGAGGGTCGGACATGCCTCATTATACTCTTCTGCCTTTGGG

TAAGATTCCGGGACGTTGGTAGACTTTCCTAGGGAGGAGGACCGATCCCGTAAGGTTTCAATCGGATTTTTGACCAAGTCCGGTACTACCCTTTCCTCCCAGCCTGTACGGAGTAATATGAGAAGACGGAAACCC

ATTTCAGGAAAAGCTGACGAGCATTTAACATCAACACAGGACCTTAAGTCCGCTAAGAAACATTTACAATCTCTTCTCTGTGAAGCTTGCAACCTGAAGGCTTCACCTGCATGATCAAACTTTGGTCTCCACAAC
M 1 " 1 M 1 M 1 " 1 . 1 " 1 " 1 M 1 " 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 t T t T t
TAAAGTCCTTTTCGACTGCTCGTAAATTGTAGTTGTGTCCTGGAATTCAGGCGATTCTTTGTAAATGTTAGAGAAGAGACACTTCGAACGTTGGACTTCCGAAGTGGACGTACTAGTTTGAAACCAGAGGTGTTG

CCCTTATCATAATCCAGACATTCCTTTCTATTCATAATAACTCTTTCAACCAATTGCCAATCAAAAGTTTTAAATCTACATAGAACCTAGAATTCCCCTCACTTCAAATTGTCCCACCTTTCTGGACTGAAGCAA
1 N 1 N 1 N 1 N 1 M 1 N 1 N 1 N 1 N 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
GGGAATAGTATTAGGTCTGTAAGGAAAGATAAGTATTATTGAGAAAGTTGGTTAACGGTTAGTTTTCAAAATTTAGATGTATCTTGGATCTTAAGGGGAGTGAAGTTTAACAGGGTGGAAAGACCTGACTTCGTT

TGTATATCTTACATTTTTATGTCTCATGTCTCTAAAATGTATAAAGAAGGTTGTGCCCCGACCACCCTGGGGACATGTTCTGAGGGTCTCCTGAGGGCTGTGTCTTGGGTCATTGGTCACTCATATTTGGCTCAG

ACATATAGAATGTAAAAATACAGAGTACAGAGATTTTACATATTTCTTCCAACACGGGGCTGGTGGGACCCCTGTACAAGACTCCCAGAGGACTCCCGACACAGAACCCAGTAACCAGTGAGTATAAACCGAGTC

Y

GATAAATCTCTTCAAATATTTTACAGAGTCTGACTCTTTTTGTCCACAACACCATGTGGTACAATAGATCTCTTGAACTCATCCCGCTTATCTAACTGAAATCTTGTATCCTTTTACTAACACCTTTCCAACCCT

CTATTTAGAGAAGTTTATAAAATGTCTCAGACTGAGAAAAACAGGTGTTGTGGTACACCATGTTATCTAGAGAACTTGAGTAGGGCGAATAGATTGACTTTAGAACATAGGAAAATGATTGTGGAAAGGTTGGGA

V

TGCCTCCCAGTCCCTGGCACCCACCACTCTGCACTCCGCTTCTACGAATTTAATGTGTTTTCTCGTTTGTTTGTTTTTTGTTTTTTTTCTGAGATGGCGTCTCACTCTTGTTGCCCAGGCTGGAGTGCAATGGTG
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 N

+ T t T t T + T t T t T + T t T t T + T t T t T + T t
ACGGAGGGTCAGGGACCGTGGGTGGTGAGACGTGAGGCGAAGATGCTTAAATTACACAAAAGAGCAAACAAACAAAAAACAAAAAAAAGACTCTACCGCAGAGTGAGAACAACGGGTCCGACCTCACGTTACCAC

Vv

CGATTTGGCTCACTGTGGCCTCTGCCTCCCGGGTTCAAGCGATTCTCCTGCCTCAGCCTCCCATACCAGTTCAACTTTTTCAGATTCCACGTGTAAGTAAGATCATGCAGTGTCTGTCTTTCTGTGCCTGGCTTA

GCTAAACCGAGTGACACCGGAGACGGAGGGCCCAAGTTCGCTAAGAGGACGGAGTCGGAGGGTATGGTCAAGTTGAAAAAGTCTAAGGTGCACATTCATTCTAGTACGTCACAGACAGAAAGACACGGACCGAAT

T T ————-"' >

45,090

45,225

45,360

45,495

45,630

45,765

45,900

46,035

46,170

46,305

46,440

46,575

46,710

46,845

46,980

47,115

47,250

47,385

47,520



TTTCACTTAATATAATGCCTCCAGGTTCATCCATGTTGTTGGAAATGACAGGATTTCCTTCTTTTCTAAGGCTGAATAGTATTCCATTGTGTGTATATACCACAGTTTCTTTATCCATTCATGCACTGATGAACA

AAAGTGAATTATATTACGGAGGTCCAAGTAGGTACAACAACCTTTACTGTCCTAAAGGAAGAAAAGATTCCGACTTATCATAAGGTAACACACATATATGGTGTCAAAGAAATAGGTAAGTACGTGACTACTTGT

T NN R —————>

CCTAAGTTGATTCCATTTTTGGCCATTGTGAATAATGCTGTAATGAATGTGGGAGTGCCGATATCTCTTGGACATACTGATTTCATTTTCTTTGTATGTGTATATATTATAGTAGCGGAATTGCTGGATCATATG
1 3 1 " 1 M 1 M 1 " 1 M 1 M 1 M 1 M 1 M 1 " 1 . 1 M 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 T T
GGATTCAACTAAGGTAAAAACCGGTAACACTTATTACGACATTACTTACACCCTCACGGCTATAGAGAACCTGTATGACTAAAGTAAAAGAAACATACACATATATAATATCATCGCCTTAACGACCTAGTATAC

I ———————————————— T ——

GTAGTCCTGTTTTTAATTTCTGCTTTTTATATTTTCTTTATATTTTAAAAATTTTAAGAATTTTTATAAGTATTTCTTACATTATTAAATACTCTTTGAAAACAATCTTGAAGGCTGTATCAATGGTTAATAATT
M 1 N 1 N 1 M 1 M 1 N 1 M 1 M 1 N 1 M 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
CATCAGGACAAAAATTAAAGACGAAAAATATAAAAGAAATATAAAATTTTTAAAATTCTTAAAAATATTCATAAAGAATGTAATAATTTATGAGAAACTTTTGTTAGAACTTCCGACATAGTTACCAATTATTAA
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TGCATAGCAATTCCCCTGTTGCTGTACTTTCAGCTTGTATCTAAGTTTTTGCTATTACAAATAAAACTGTGCTGAATATCTTCTTGTACAAAATAACTTCCTGAAGGTGTATTATTAAAACTAAGAATATGAACA

ACGTATCGTTAAGGGGACAACGACATGAAAGTCGAACATAGATTCAAAAACGATAATGTTTATTTTGACACGACTTATAGAAGAACATGTTTTATTGAAGGACTTCCACATAATAATTTTGATTCTTATACTTGT

T NN R —————>

TTGTTGAGGCTAACTCTTCTGAAAGAGGAAATAAGGTTATCCTGGACCACATGCTGGCTCTTAGTGGCCAATTCTTTCCCTTCTGAATATTCAAGGCCACCCATTTCATCCTCTCTTTTAGCCACTCATCCCATA
" 1 " 1 M 1 " 1 M 1 M 1 " 1 " 1 M 1 " 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
AACAACTCCGATTGAGAAGACTTTCTCCTTTATTCCAATAGGACCTGGTGTACGACCGAGAATCACCGGTTAAGAAAGGGAAGACTTATAAGTTCCGGTGGGTAAAGTAGGAGAGAAAATCGGTGAGTAGGGTAT

I ———————————————— T ——

TTAATGTCAAGCTCACCTTAATATACTTTTTAGATTCTAATTTCTTAGCCTTTTTGAAAATCAGGAAGACATTGCCTGCCTCGTCAGTCTTCCAGCAATATTTCTGTTCATGAAGGTTTCTTAAAAATGAAGTCT
1 N 1 N 1 M 1 N 1 M 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
AATTACAGTTCGAGTGGAATTATATGAAAAATCTAAGATTAAAGAATCGGAAAAACTTTTAGTCCTTCTGTAACGGACGGAGCAGTCAGAAGGTCGTTATAAAGACAAGTACTTCCAAAGAATTTTTACTTCAGA
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CCTGATCTGTGAGCTCCCTCAGTAGCCTTGAATATGACATTTACAGGTCAGAAGACCTGAGTTGTTCTGAGGCAGCAGGGTGCTTTCTTACTGCCTCCTCCTGTGCTTGGAGCTTCAATTTCTCTTTCCAATAGT

GGACTAGACACTCGAGGGAGTCATCGGAACTTATACTGTAAATGTCCAGTCTTCTGGACTCAACAAGACTCCGTCGTCCCACGAAAGAATGACGGAGGAGGACACGAACCTCGAAGTTAAAGAGAAAGGTTATCA

T NN R —————>

GCTCTTCAACTTTCCACCCTGACCGTAATTCTCTTTAATAAGGGAAACCACAGGAGTGTGTGGCAGAGAATATCAGCGCTGGGCAAAACTCATGCTCTCCTCTACTTCCCAGGCACACAGCTGGGGGACATCTCC

CGAGAAGTTGAAAGGTGGGACTGGCATTAAGAGAAATTATTCCCTTTGGTGTCCTCACACACCGTCTCTTATAGTCGCGACCCGTTTTGAGTACGAGAGGAGATGAAGGGTCCGTGTGTCGACCCCCTGTAGAGG

I ———————————————— T ——

CAGACTCCCCTGCAGCCAGCTGTGGCTATGTCATTGAGGGCCAGCCAGTGAAGCGTGGGCAGAAGTGATGTGTGCCTCTGCCGGCCTGGCCATTAAGACCCCCGCATGGAGTGGAGACGACACCCAGGGCGACCT
M 1 M 1 N 1 M 1 M 1 N 1 M 1 M 1 N 1 N 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
GTCTGAGGGGACGTCGGTCGACACCGATACAGTAACTCCCGGTCGGTCACTTCGCACCCGTCTTCACTACACACGGAGACGGCCGGACCGGTAATTCTGGGGGCGTACCTCACCTCTGCTGTGGGTCCCGCTGGA
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TGGAAGTGGCATGATGAAGAGACCAGAGCTTTTGTGGAGCAGTAGTGCGGAGGAGGAGCACCTGCTGAACCACTCACTCCCCGACAGTTGTGTTGGATTGTGGACCTGTTTTCTCTTTGCCCACTCTGGGCTCAT

ACCTTCACCGTACTACTTCTCTGGTCTCGAAAACACCTCGTCATCACGCCTCCTCCTCGTGGACGACTTGGTGAGTGAGGGGCTGTCAACACAACCTAACACCTGGACAAAAGAGAAACGGGTGAGACCCGAGTA

T NN R —————>

TTGCAATTATAACCTCGTTGCTTCTGCTTGAGCTATCTTTCCTTTGTCTTGGATCATGGGATCAAGCATGCGTAATTTTTCTCCAAATACCTTGGGATTCTTCTTCCTAACTCTTGGTACAGAGTCCAGCTGTCC
" 1 " 1 M 1 " 1 " 1 M 1 " 1 . 1 X 1 " 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 t T t T t
AACGTTAATATTGGAGCAACGAAGACGAACTCGATAGAAAGGAAACAGAACCTAGTACCCTAGTTCGTACGCATTAAAAAGAGGTTTATGGAACCCTAAGAAGAAGGATTGAGAACCATGTCTCAGGTCGACAGG

I ———————————————— T ——

CAGGCTCCTGGATGACAGGGAGCTTTCTCTCACTCTCATCTGACCAACAGGTTCCCCTAGCGGTACATAATTAGATCCAAAATGGTGCTTCTCTTTATCATTTTCTCTGCTTTCTGAGAAATGGAATTGTCATTT
1 N 1 M 1 M 1 N 1 M 1 M 1 N 1 N 1 M 1 N 1 M 1 N 1 N 1

T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T
GTCCGAGGACCTACTGTCCCTCGAAAGAGAGTGAGAGTAGACTGGTTGTCCAAGGGGATCGCCATGTATTAATCTAGGTTTTACCACGAAGAGAAATAGTAAAAGAGACGAAAGACTCTTTACCTTAACAGTAAA

______________________________________________________________v=aw__________________________________Pg

TGGCAAGAATTTGGCAGAAATTGTATTTCAGATTTTAATACAATTGAGAAAAAACCATTCATAACCACAGTTGTCTGGTACGTAATGAAGGTAGATCTTGCCGAATGGAACATCCTTCTCTGCAACTTGGTGGGT

ACCGTTCTTAAACCGTCTTTAACATAAAGTCTAAAATTATGTTAACTCTTTTTTGGTAAGTATTGGTGTCAACAGACCATGCATTACTTCCATCTAGAACGGCTTACCTTGTAGGAAGAGACGTTGAACCACCCA

T NN R —————>

TTGAATGGCTGAGTTTGGCAGAAGGAATGGTAGAGAAATAGATGACTCTACAGAATAAATGGGGAAGGATTTGGAGTTCTGGAAGCAATATAAAAGGGAAGGGGTAAAGAGGAGAGATGGGAAGATGAGGAGCCA
1 M 1 " 1 M 1 . 1 " 1 " 1 M 1 " 1 . 1 X 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 4 T T T T T T T
AACTTACCGACTCAAACCGTCTTCCTTACCATCTCTTTATCTACTGAGATGTCTTATTTACCCCTTCCTAAACCTCAAGACCTTCGTTATATTTTCCCTTCCCCATTTCTCCTCTCTACCCTTCTACTCCTCGGT

I ———————————————— T ——

GCTGGATCACTCTGTAAGGGGAGCTAGCCTAAAATCCTAATGGGACCGGATGGCTCAAGAGCTTTTGAGAACACTGGTGTCCAATATTTCATTTGAAGTTGTTGAGTAGATCTCCTCCACTCCCCTGAGGGGTTG
M 1 M 1 N 1 M 1 N 1 N 1 M 1 M 1 N 1 M 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

CGACCTAGTGAGACATTCCCCTCGATCGGATTTTAGGATTACCCTGGCCTACCGAGTTCTCGAAAACTCTTGTGACCACAGGTTATAAAGTAAACTTCAACAACTCATCTAGAGGAGGTGAGGGGACTCCCCAAC
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GTGCCAGGCTGGACAGGGACAGCACACAGATGGTGAGACAGCCCACAAGCTGAATTCTCCACTTGCAGAGGCTGAGAACCAGCGATGACTGTAAATGTGAGTCTCTGCCCGCCTTCTGCCCTGGCCTCCCTCCTG

CACGGTCCGACCTGTCCCTGTCGTGTGTCTACCACTCTGTCGGGTGTTCGACTTAAGAGGTGAACGTCTCCGACTCTTGGTCGCTACTGACATTTACACTCAGAGACGGGCGGAAGACGGGACCGGAGGGAGGAC

T T ————-"' >

AGAACTGGCCAGACTTTTGAGGAGGAATTTAGACTTCCAAAGGGTGGAGAATAGAAGTTTCATCCAGTCTTATCTAGGGAAGCTCCCGCTGACATCCAAATTACATAATAAACACGGCCAGTAAAATACTACTGC

TCTTGACCGGTCTGAAAACTCCTCCTTAAATCTGAAGGTTTCCCACCTCTTATCTTCAAAGTAGGTCAGAATAGATCCCTTCGAGGGCGACTGTAGGTTTAATGTATTATTTGTGCCGGTCATTTTATGATGACG

I ———————————————— T ——

TACTACTATCATAAAATAAAATAAGGAATTAAGTAGATAGGTCAGGAATTTGGCCCCTTAAAACACTGAGGCCAGAGAGATTACACAGTGTGCCTCAGGGATGTTTTGCTCTGTTCTCAGGTTATCTGGCTCCTA
1 N 1 N 1 M 1 N 1 M 1 N 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
ATGATGATAGTATTTTATTTTATTCCTTAATTCATCTATCCAGTCCTTAAACCGGGGAATTTTGTGACTCCGGTCTCTCTAATGTGTCACACGGAGTCCCTACAAAACGAGACAAGAGTCCAATAGACCGAGGAT
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TTCCTTGTGTCCTCAGTCCTTGCCTGGGAAGAGAGTGCAGTGAGCAGGGTAGCTCCTCACCCCCTCTCCTCAGGTACCAGGTGCTCCTGGGCCCTCAAGGGCTCAGCTCTTCCCTCCGCAGCTCCTGCAGGGGCT

AAGGAACACAGGAGTCAGGAACGGACCCTTCTCTCACGTCACTCGTCCCATCGAGGAGTGGGGGAGAGGAGTCCATGGTCCACGAGGACCCGGGAGTTCCCGAGTCGAGAAGGGAGGCGTCGAGGACGTCCCCGA

T T ————-"' >

47,655

47,790

47,925

48,060

48,195

48,330

48,465

48,600

48,735

48,870

49,005

49,140

49,275

49,410

49,545

49,680

49,815

49,950

50,085



GTTGGGTTTATCAGAGACTGGTTCTGTCAAAGAGCTGAGCTCAGGGGAACATTTTGGGGGAGTGAGGTTCCTACCACCTTGGAGATAGCTTTTTCCAAACAAGGGGAAGCATTTGAGAAATATGTTCATTAGTAA

CAACCCAAATAGTCTCTGACCAAGACAGTTTCTCGACTCGAGTCCCCTTGTAAAACCCCCTCACTCCAAGGATGGTGGAACCTCTATCGAAAAAGGTTTGTTCCCCTTCGTAAACTCTTTATACAAGTAATCATT

T NN R —————>

GTTCGTCAGTGGTCATAAAGATATTTTGTCTGATGGCAGAAGGCCTGAATCTTTGTTCCCATAAAAGACTTACTCCTCTAACCAGAAGAATAAACGAAAGGTGGTGAGACACTGGGGACATCTGGGCAGCCATGG
" 1 . 1 M 1 " 1 M 1 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 t T t T t
CAAGCAGTCACCAGTATTTCTATAAAACAGACTACCGTCTTCCGGACTTAGAAACAAGGGTATTTTCTGAATGAGGAGATTGGTCTTCTTATTTGCTTTCCACCACTCTGTGACCCCTGTAGACCCGTCGGTACC

I ———————————————— T ——

AGAAAGAGTTTGTGGATCTGACCCACTGTTCTCCTCTTGTCCAGATAAGGACGTGTGTTTGTGTGTTGACTGGTGAGGACAGGAGGAGGTTTCCTGAGTGCAGAGTGCCAAAGCACAAAGCCTGAGATAAAAAGG
1 N 1 M 1 M 1 N 1 M 1 M 1 N 1 M 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
TCTTTCTCAAACACCTAGACTGGGTGACAAGAGGAGAACAGGTCTATTCCTGCACACAAACACACAACTGACCACTCCTGTCCTCCTCCAAAGGACTCACGTCTCACGGTTTCGTGTTTCGGACTCTATTTTTCC
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CATAAATAGACCTAGAGCCTGACCCAGAGCCAGGCCCAGTGTCCTTGGGCTGGTAGGACTTGCAGGCCAGGTCCCAGATGGGGAGGGGGTACTGGGGCTGAGCAGCTGCTATGGAAATTTCCATGGGCTGTACAC

GTATTTATCTGGATCTCGGACTGGGTCTCGGTCCGGGTCACAGGAACCCGACCATCCTGAACGTCCGGTCCAGGGTCTACCCCTCCCCCATGACCCCGACTCGTCGACGATACCTTTAAAGGTACCCGACATGTG

T NN R —————>

CAGCTCTTGGTAAGCTCTTGCACTCAGCATGGCATGGGGAGGACATGGGTTATGAAAGAGGCACAAGACTTAGTCCAAGCTTATAAGGAGCTAGGCCTCTAGAGAAAAAACTCAGGCTTGCCAAAGCAGCAAGTA
1 M 1 " 1 " 1 . 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 4 T T T T T 4 T T T T T 4 T T T T T T T
GTCGAGAACCATTCGAGAACGTGAGTCGTACCGTACCCCTCCTGTACCCAATACTTTCTCCGTGTTCTGAATCAGGTTCGAATATTCCTCGATCCGGAGATCTCTTTTTTGAGTCCGAACGGTTTCGTCGTTCAT

I ———————————————— T ——

AACAAACAGGTTGGAAAATTTTGAAACAAAGTTGTAAATAAGGTCAAGGCATGGAACCAGTCAAGAAAAGTCAATATCGTATTCCAGTTATTAGAACCTCATTTCACCTTCTAAGGACAATGTTGAAAATACAAA
N 1 N 1 N 1 M 1 M 1 N 1 M 1 M 1 N 1 N 1 M 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

TTGTTTGTCCAACCTTTTAAAACTTTGTTTCAACATTTATTCCAGTTCCGTACCTTGGTCAGTTCTTTTCAGTTATAGCATAAGGTCAATAATCTTGGAGTAAAGTGGAAGATTCCTGTTACAACTTTTATGTTT
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CTTCACATTAAGATAAAAATGGGTTTTATTACTTTAAATACTAATAAAGAGGTGACAATATATTAGTTTTTTAAAGAAAAAACTTTTTATAATTAATTGCCACTTGCCAGAGTTTGAGATTTTCTTAAGAATTCA

GAAGTGTAATTCTATTTTTACCCAAAATAATGAAATTTATGATTATTTCTCCACTGTTATATAATCAAAAAATTTCTTTTTTGAAAAATATTAATTAACGGTGAACGGTCTCAAACTCTAAAAGAATTCTTAAGT

T NN R —————>

GGTTAAACTTACAAAATCATTTTTAATACAGAAATCAATGAAAAATGATCCAAAGACATTAGTTTCATGCATTGGTAATCGTTACCAAAAGCCTTACAGTGTGCAATTTTGTAAAGTCAATGTTGCAACTATCCC

CCAATTTGAATGTTTTAGTAAAAATTATGTCTTTAGTTACTTTTTACTAGGTTTCTGTAATCAAAGTACGTAACCATTAGCAATGGTTTTCGGAATGTCACACGTTAAAACATTTCAGTTACAACGTTGATAGGG

I ———————————————— T ——

AGGAATTGGAGGTCTGTGTTTTTCCCCTCTCTAGTAAGATTCAGGTCGTGTGTGTGTGTGTGTACAAGTGTGTTCACACGTGTGCATGTGCAATGTATGAACCCACAATGCTGACCATAATGCTGGACTCCCAAT
1 N 1 M 1 M 1 N 1 M 1 N 1 N 1 M 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
TCCTTAACCTCCAGACACAAAAAGGGGAGAGATCATTCTAAGTCCAGCACACACACACACACATGTTCACACAAGTGTGCACACGTACACGTTACATACTTGGGTGTTACGACTGGTATTACGACCTGAGGGTTA
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GCACTGGTTAGGATGCCTTTGCTTGTATTTAAAGAAGCCATGAAGAGGACATATTAGTTCACATGGCTGAAAAGTTAAGTGTTAGGGCAGCCTTCTAATAAGCTTTAATCAGGGCTCCAGTTCCATTTCTAATTC

CGTGACCAATCCTACGGAAACGAACATAAATTTCTTCGGTACTTCTCCTGTATAATCAAGTGTACCGACTTTTCAATTCACAATCCCGTCGGAAGATTATTCGAAATTAGTCCCGAGGTCAAGGTAAAGATTAAG

T NN R —————>

TGTCTGCCTTGCCCTGTTGTGGCCAGATTCCTTTTCGGGCTGGCTTATTCACAGTTGCAAGATGTCTGTGAACAGCAACTCAGCCAACAACAACTCGTCTAAGGAGAGAGGAGCTATTGTTTCCTACAGCCGTTG
1 M 1 " 1 M 1 M 1 M 1 . 1 M 1 " 1 . 1 M 1 " 1 " 1 M 1

T 4 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
ACAGACGGAACGGGACAACACCGGTCTAAGGAAAAGCCCGACCGAATAAGTGTCAACGTTCTACAGACACTTGTCGTTGAGTCGGTTGTTGTTGAGCAGATTCCTCTCTCCTCGATAACAAAGGATGTCGGCAAC

I ———————————————— T ——

CATAGAAGTCCTGAGCTTCCTTCTGATTGGACCACCCCAGGACCAGTCATTGAGGGCGTGCCATGTGCTGACTGGCTGAGATTCAAAAACCTATCATCTTGTCAAGTGGATTGGGATTGACTTATATCGGGGGCA
M 1 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

+ T t T t T + T t T t T + T t T t T + T t T t T + T t
GTATCTTCAGGACTCGAAGGAAGACTAACCTGGTGGGGTCCTGGTCAGTAACTCCCGCACGGTACACGACTGACCGACTCTAAGTTTTTGGATAGTAGAACAGTTCACCTAACCCTAACTGAATATAGCCCCCGT
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TGATATGGTTTGGTTGTGTCCCCACCCAAATCTCATCTTGAGTTGTAGCTCCCATCCCACGTGTCATGGGAGGGAACTGGTGGGAGGTAATTGAATCATGGAGAGGGTCTTTTCCATGCTGTTCTTGTGACAGTG

ACTATACCAAACCAACACAGGGGTGGGTTTAGAGTAGAACTCAACATCGAGGGTAGGGTGCACAGTACCCTCCCTTGACCACCCTCCATTAACTTAGTACCTCTCCCAGAAAAGGTACGACAAGAACACTGTCAC

T NN R —————>

AATAAGTCTCATGAGAGCTGATGGTTTTATAAACGGGAGTTCCTCTGCACAAACTCTCTTGCCTGCCACTGTGTAAGACATGACTTTGCTCCTCATTCTCCTTCTGCCATGATTGTGAGGCCTCCCACGCCGTGT
M 1 M 1 M 1 " 1 M 1 M 1 " 1 . 1 M 1 M 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
TTATTCAGAGTACTCTCGACTACCAAAATATTTGCCCTCAAGGAGACGTGTTTGAGAGAACGGACGGTGACACATTCTGTACTGAAACGAGGAGTAAGAGGAAGACGGTACTAACACTCCGGAGGGTGCGGCACA

I ———————————————— T ——

GGAGCTGTGAATCAATTAAACCTCTTTCCTTTATAAATTACCCAGTCTCGGGTATGTCTTTAGTAGCAGCATGAGAACAGACTAATATGGTAAATTGGTACCAGTAGTGGGGTGCTGCTGTAAAGATACCCAAAA
1 N 1 N 1 M 1 N 1 M 1 M 1 N 1 M 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
CCTCGACACTTAGTTAATTTGGAGAAAGGAAATATTTAATGGGTCAGAGCCCATACAGAAATCATCGTCGTACTCTTGTCTGATTATACCATTTAACCATGGTCATCACCCCACGACGACATTTCTATGGGTTTT
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ATGTGGAAGCGACTTTGGAACTGAGTAACAGGCAGAGGTTGGAACAGTTTGGAGGGCTTGGAACTTCCTAGAGACTTGTTGAATAGCTTTGACCAAAATGCTGATAGTGATATGGACAAGTAACATCTAGGCTGA

TACACCTTCGCTGAAACCTTGACTCATTGTCCGTCTCCAACCTTGTCAAACCTCCCGAACCTTGAAGGATCTCTGAACAACTTATCGAAACTGGTTTTACGACTATCACTATACCTGTTCATTGTAGATCCGACT

T T ————-"' >

GGTGGTCTCAGATGGAAATGAGGAACGTGTTGGGAACTGGAGTAAAGGTCACTGTTGCTATGCAAAGTGGCTGGTGGCATTTTGTCCCTGCCATAGAGATATGTGGAACTTTGAACTTGAGAGAAATGATCTGGG

CCACCAGAGTCTACCTTTACTCCTTGCACAACCCTTGACCTCATTTCCAGTGACAACGATACGTTTCACCGACCACCGTAAAACAGGGACGGTATCTCTATACACCTTGAAACTTGAACTCTCTTTACTAGACCC

I ———————————————— T ——

GTATATCTGGCAGAAAAAATTTCTAAGTGGCAAAGTGATCGAGAGGAAGCAGAGCATAAAAGTTCGGAAAATTTGCAGCCTGGTGATTCCATAGAAAAGAAAAACCCATTTTCTGGGGAGAAATTCAAGCCAGCT
N 1 N 1 N 1 M 1 N 1 N 1 M 1 N 1 N 1 N 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
CATATAGACCGTCTTTTTTAAAGATTCACCGTTTCACTAGCTCTCCTTCGTCTCGTATTTTCAAGCCTTTTAAACGTCGGACCACTAAGGTATCTTTTCTTTTTGGGTAAAAGACCCCTCTTTAAGTTCGGTCGA
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GCAGAAATTTGCACAAGTAACAAGGAGCCCAATGTTAATCACTAAGACCCCACCCAAATCTCTTCTTGAATTGTAGCTCCCATAATTCTCACATGTCATGGGAGGAACCTGGTGGGAGGTAACTGAATCATGGGG

CGTCTTTAAACGTGTTCATTGTTCCTCGGGTTACAATTAGTGATTCTGGGGTGGGTTTAGAGAAGAACTTAACATCGAGGGTATTAAGAGTGTACAGTACCCTCCTTGGACCACCCTCCATTGACTTAGTACCCC

T T ————-"' >

50,220

50,355

50,490

50,625

50,760

50,895

51,030

51,165

51,300

51,435

51,570

51,705

51,840

51,975

52,110

52,245

52,380

52,515

52,650



GCGGGTCTTTCCCGTACTGTTCACCTCTTGAGATCTGATAGTTTTATAAAGGGGAGTTCTGCACAAGCTCTTTTGCCTGCCCTCATGTAAGACATGACTGCTTCTCATTGGCCTTCCACCATAATTGTGAGGCCT

CGCCCAGAAAGGGCATGACAAGTGGAGAACTCTAGACTATCAAAATATTTCCCCTCAAGACGTGTTCGAGAAAACGGACGGGAGTACATTCTGTACTGACGAAGAGTAACCGGAAGGTGGTATTAACACTCCGGA

T NN R —————>

TTGCAGCCATGTGGAACTGTGAGTGCATTAAAACTCTTTCCTTTATAAATTACCCAGTCTCGGTTAGCAGCGTGAGAACAAACTAATAGAGGGCACCACCCCTAGAGCTGGGTGAGACCAATGCCACTCAAATTG
1 M 1 " 1 . 1 M 1 " 1 " 1 M 1 M 1 . 1 M 1 " 1 . 1 X 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
AACGTCGGTACACCTTGACACTCACGTAATTTTGAGAAAGGAAATATTTAATGGGTCAGAGCCAATCGTCGCACTCTTGTTTGATTATCTCCCGTGGTGGGGATCTCGACCCACTCTGGTTACGGTGAGTTTAAC

I ———————————————— T ——

ATGGTGACTACACAATGGGGAGGAGAATGGGTGATAAACATTCCCAATGTCTACCACACCTTGGTAGCCATTTAAACTTTTTTTTTATTTAAAGCGTACTGTCTAGGTTTAAGGTACTGTAAGAGATATAAAGAT
M 1 N 1 N 1 M 1 M 1 N 1 M 1 N 1 N 1 M 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
TACCACTGATGTGTTACCCCTCCTCTTACCCACTATTTGTAAGGGTTACAGATGGTGTGGAACCATCGGTAAATTTGAAAAAAAAATAAATTTCGCATGACAGATCCAAATTCCATGACATTCTCTATATTTCTA
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ACACAGTTGACAATCTATTAGATATAAAAAGACAAGCTGACAAATAACTACAATACACTATTATTAGGTGTAATGTAAAAATGACACATGTAAATGCTAAAACGAAGTACAGTAAATGTAAAGGAGAGAGACAGA

TGTGTCAACTGTTAGATAATCTATATTTTTCTGTTCGACTGTTTATTGATGTTATGTGATAATAATCCACATTACATTTTTACTGTGTACATTTACGATTTTGCTTCATGTCATTTACATTTCCTCTCTCTGTCT

T NN R —————>

TTGTTTCTGAGGTGATCAGAGAGGTGTCGCATAGCAAATAACACTGGAATTAGGTCTTAAAGAGTGAGTGGGATTTTAATTATTATATGGGAGGCAGGGGAGCTTTAAGAGTAAAGCCCCAGAGGCAGAAAGCCA
" 1 . 1 M 1 M 1 " 1 M 1 " 1 " 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 t T t T t
AACAAAGACTCCACTAGTCTCTCCACAGCGTATCGTTTATTGTGACCTTAATCCAGAATTTCTCACTCACCCTAAAATTAATAATATACCCTCCGTCCCCTCGAAATTCTCATTTCGGGGTCTCCGTCTTTCGGT

I ———————————————— T ——

AGGGAAGAGTTGGAGAAATGGCCCAGGTAAGTTGGAGCACAAGTTCTAGAAGTTGCTGCTAAGGCAAGAAATGTTTCCCCAATACAAAGATATCTCAGAGTTCAGATAACACCTGAGGAACTAGGATAATAAAGT
1 N 1 M 1 N 1 N 1 N 1 M 1 N 1 M 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
TCCCTTCTCAACCTCTTTACCGGGTCCATTCAACCTCGTGTTCAAGATCTTCAACGACGATTCCGTTCTTTACAAAGGGGTTATGTTTCTATAGAGTCTCAAGTCTATTGTGGACTCCTTGATCCTATTATTTCA
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CAGGGTGCAAGGTGAATATGTCTTTATTTTCTCCCATAAAGAAACCTGGCTTAAGCCTCCATTTACCTGATTAGTGGGAAATTCAGTATCTCCTTCGTGGGGCTCCCCCAACTCCTTGTGTTCAACCCAACGCTT

GTCCCACGTTCCACTTATACAGAAATAAAAGAGGGTATTTCTTTGGACCGAATTCGGAGGTAAATGGACTAATCACCCTTTAAGTCATAGAGGAAGCACCCCGAGGGGGTTGAGGAACACAAGTTGGGTTGCGAA

T NN R —————>

TACACAGTCCAAAGAGGGAGCAGGGCCAGTCTGACTTTCACATGCAGGCAGAGGCCACTGGTCTCTTGTCAGTCTGGTGGACAACACGCATCCCCAGGTCTCTGTGGCTTCTCAGGGAGGACAGTATCACTCATG

ATGTGTCAGGTTTCTCCCTCGTCCCGGTCAGACTGAAAGTGTACGTCCGTCTCCGGTGACCAGAGAACAGTCAGACCACCTGTTGTGCGTAGGGGTCCAGAGACACCGAAGAGTCCCTCCTGTCATAGTGAGTAC

I ———————————————— T ——

TCACTTTGAACTTGGTCGTGAGTGTTCCTTTTCAGGATCCAGGGCCATTATCTCAGAGCTCTGCCCTTCAGTTAAATTCAGTTTCCCCATTTGCCAAGTCACTCGCTGTCCCAAGGACTTTGGATAAGAAGTAGC
M 1 M 1 N 1 M 1 M 1 N 1 M 1 N 1 N 1 M 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
AGTGAAACTTGAACCAGCACTCACAAGGAAAAGTCCTAGGTCCCGGTAATAGAGTCTCGAGACGGGAAGTCAATTTAAGTCAAAGGGGTAAACGGTTCAGTGAGCGACAGGGTTCCTGAAACCTATTCTTCATCG
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TTGGGATATCCATGTGGATGCAGAATTCTTTCATTTATTTATTTATTTAGAGACAGTGTCTCACTCTGATGGAGTGCAGTGGTATGATCCCAGCTCACTGTAACCTCTGCCTCCTGGGTTCAAGTGATTCTCCTG

AACCCTATAGGTACACCTACGTCTTAAGAAAGTAAATAAATAAATAAATCTCTGTCACAGAGTGAGACTACCTCACGTCACCATACTAGGGTCGAGTGACATTGGAGACGGAGGACCCAAGTTCACTAAGAGGAC

T NN R —————>

CCTCAGCCTCCTAAGTAACTGGGACTATAGGTGCCCGCCAGCATACCCAGCTGATTTTTATATTTGTAGTAGAGATGGGCTGGCTCATCTGGCCAGGCTGGTCTCAAACTCCTGACCTCAGGTGATCCTCCCACC
" 1 M 1 M 1 M 1 . 1 M 1 " 1 . 1 M 1 M 1 M 1 X 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
GGAGTCGGAGGATTCATTGACCCTGATATCCACGGGCGGTCGTATGGGTCGACTAAAAATATAAACATCATCTCTACCCGACCGAGTAGACCGGTCCGACCAGAGTTTGAGGACTGGAGTCCACTAGGAGGGTGG

I ———————————————— T ——

TCAGCCTGCCAAAGTGCTGAGATTACAAGTGTGAGCCACTGCGCCTGGGCCTGGATGCAGAATTCCTATCCTCTGTTCCTCCCTGGGATCCACCGCACCCCAGAAAGTGGGAGATTTTCCTTGCTGGCTGTCCCC
1 N 1 N 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
AGTCGGACGGTTTCACGACTCTAATGTTCACACTCGGTGACGCGGACCCGGACCTACGTCTTAAGGATAGGAGACAAGGAGGGACCCTAGGTGGCGTGGGGTCTTTCACCCTCTAAAAGGAACGACCGACAGGGG
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CAACCCCCCTATGGGCTTCCCCCTTGTGCACCCTTTCCTGGCCACACATACCCCCCTGGGGTTCGTGGGGTGGAGGCACCTCTCTGAAATGCTTGGCATCTTTCTCTGGTGCAAGGAAAGAAAATAAAACCCAAA

GTTGGGGGGATACCCGAAGGGGGAACACGTGGGAAAGGACCGGTGTGTATGGGGGGACCCCAAGCACCCCACCTCCGTGGAGAGACTTTACGAACCGTAGAAAGAGACCACGTTCCTTTCTTTTATTTTGGGTTT

T NN R —————>

GTTCAGACACCACTGGGACATTCTATTCTACTTGGATTTATAGGTCCACGCCTCTTAGTCTCTTCCAGGATTGCTTATTTCACCCAAGGGAGCCAGGCCCTCCTGTGCTCTTTTATTAAAATTTCATATTAACAT
1 M 1 " 1 . 1 . 1 " 1 M 1 . 1 " 1 M 1 M 1 M 1 : 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
CAAGTCTGTGGTGACCCTGTAAGATAAGATGAACCTAAATATCCAGGTGCGGAGAATCAGAGAAGGTCCTAACGAATAAAGTGGGTTCCCTCGGTCCGGGAGGACACGAGAAAATAATTTTAAAGTATAATTGTA

I ———————————————— T ——

TTAACCTTCTTGGTCATTGGCAAAATCTGTGTCCTTAGTCTGTCCTCACCTTGAAGTTGAAATTCTTTTATTTGCAGCCACTTAGACCCTGCCTTGATGGCATTTCCTGCCCACAGCAGGCTCTGAACTAAGTCT
M 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 + T t T t T + T t

AATTGGAAGAACCAGTAACCGTTTTAGACACAGGAATCAGACAGGAGTGGAACTTCAACTTTAAGAAAATAAACGTCGGTGAATCTGGGACGGAACTACCGTAAAGGACGGGTGTCGTCCGAGACTTGATTCAGA
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TGCTGTCTGTTTTGGACACATGGTGACTCTCTTTCTGAGATGGAGTCTCGCTTTGTCGCCCAGGCTGGAGTGCAGTGGCACGATCTTGGCTCACTGCAACCTCTGCTTCCCAGGTTCAAGTGATTCTTCTACCTC

ACGACAGACAAAACCTGTGTACCACTGAGAGAAAGACTCTACCTCAGAGCGAAACAGCGGGTCCGACCTCACGTCACCGTGCTAGAACCGAGTGACGTTGGAGACGAAGGGTCCAAGTTCACTAAGAAGATGGAG

T T ————-"' >

AGTCTCCCGAGTAGCTGGAAGTGCAGGCGCATGCCACCACACCCAGCTAATTTTTGTATTTTTAGTAGAGATGGGGTTTCACCATATTGGCCAGGATGGTCTTGAACTCCTGACCTTGTGATCCGCCTGCCTCGG

TCAGAGGGCTCATCGACCTTCACGTCCGCGTACGGTGGTGTGGGTCGATTAAAAACATAAAAATCATCTCTACCCCAAAGTGGTATAACCGGTCCTACCAGAACTTGAGGACTGGAACACTAGGCGGACGGAGCC

I ———————————————— T ——

CCTCCCAAAGTGCTGGGATTACAGGTGTGAGCCACTACGCCCGGCCAGTGACTCTCTTTTCTAAACTCCCCTTCACAATTTTGCTCTCTTCACCCTGCTTCTGTATACTCACAAGGAAGTGGGTAACAGATTGTC
1 N 1 M 1 N 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
GGAGGGTTTCACGACCCTAATGTCCACACTCGGTGATGCGGGCCGGTCACTGAGAGAAAAGATTTGAGGGGAAGTGTTAAAACGAGAGAAGTGGGACGAAGACATATGAGTGTTCCTTCACCCATTGTCTAACAG
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GGAATTAGGCTCGGCTCATGGTTTGCAGCTTCTCGCCTGTTTGCTGCTTCTCTAGTTTAAAAACTTGGGGTTCCAAATGTGGAAATTACTCCAAAACTTAGGTGAATTAGAAACAAGTATCCAGTGACTGTCTGA

CCTTAATCCGAGCCGAGTACCAAACGTCGAAGAGCGGACAAACGACGAAGAGATCAAATTTTTGAACCCCAAGGTTTACACCTTTAATGAGGTTTTGAATCCACTTAATCTTTGTTCATAGGTCACTGACAGACT

T T ————-"' >

52,785

52,920

53,055

53,190

53,325

53,460

53,505

53,730

53,865

54,000

54,135

54,270

54,405

54,540

54,675

54,810

54,945

55,080

55,215



GGGAGAACAAAGTAAAATACATATTCAGCAACTAGGCAAGTAGGATGGCTTCCCCAATACAGTAGAGCATTTAAGAACTGGAGAATGGGGTGCTGAGAAGAATGTATATTCTGTTGATTTGGGGTGGAGAGTTCT

CCCTCTTGTTTCATTTTATGTATAAGTCGTTGATCCGTTCATCCTACCGAAGGGGTTATGTCATCTCGTAAATTCTTGACCTCTTACCCCACGACTCTTCTTACATATAAGACAACTAAACCCCACCTCTCAAGA

T NN R —————>

GTAGATGTCTATTAAGTCCGCTTGGTGCAGAGCTGAATTCAATTCCTGGGTATCCTTGTTAACTTTCTGTTTCGTTGATCTGTCTAATGTTGACAGTGGGGTGTTAAAGTCTCCCATTATTATTGTGTGGGAGTC
" 1 . 1 M 1 " 1 M 1 M 1 " 1 " 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 t T t T t
CATCTACAGATAATTCAGGCGAACCACGTCTCGACTTAAGTTAAGGACCCATAGGAACAATTGAAAGACAAAGCAACTAGACAGATTACAACTGTCACCCCACAATTTCAGAGGGTAATAATAACACACCCTCAG

I ———————————————— T ——

TAAGTCTCTTTGTAGGTCTGTAAAGGACTTGCTTTATGAATCTGGGTGCTCCTGTATTCGGTGCATATATATTTAGGATAGTTAGCTCTTCTTGTTGAATTGATCCCTTTACCATTATGTAATGGCCTTCTTTGT
1 N 1 M 1 M 1 N 1 M 1 N 1 N 1 N 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
ATTCAGAGAAACATCCAGACATTTCCTGAACGAAATACTTAGACCCACGAGGACATAAGCCACGTATATATAAATCCTATCAATCGAGAAGAACAACTTAACTAGGGAAATGGTAATACATTACCGGAAGAAACA
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CTCTTTTGATCTTTGTTGGTTTAAAGTCTGTTTTTATCAGAGACTAGGATTGCAACCCCTGCCTTTTTTTGTTTTCCATTTGCTTGGTAGATCTTCCTCCATCCCTTTATTTTGAGCCTATGTGCATCTCTGCAT

GAGAAAACTAGAAACAACCAAATTTCAGACAAAAATAGTCTCTGATCCTAACGTTGGGGACGGAAAAAAACAAAAGGTAAACGAACCATCTAGAAGGAGGTAGGGAAATAAAACTCGGATACACGTAGAGACGTA

T NN R —————>

GTGAGATGGGTCTCCTGAATACAGCACATTGATGGATCTTGACTATCCAATTTGCCAGTCTGTGTCTTTTAATTGGAGCATTTAGCCCATTTACATTTAAGGTTAATATTGTTATGTGTGAATTTGATCCTGTCA
1 M 1 " 1 " 1 M 1 M 1 M 1 M 1 M 1 " 1 . 1 " 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 T T
CACTCTACCCAGAGGACTTATGTCGTGTAACTACCTAGAACTGATAGGTTAAACGGTCAGACACAGAAAATTAACCTCGTAAATCGGGTAAATGTAAATTCCAATTATAACAATACACACTTAAACTAGGACAGT

I ———————————————— T ——

TTATGATGTTAGCTGGTTATTTTGCTCGTTAGTTGATGCAATTTCTTCCCAGCATCGATGGTCTTTACAATTTGGCATGTTTTTGCAGTGGCTGGTACCAGTTGTTCCTTTGCATGTTTAGTGCTTCCTTCAGGA
M 1 N 1 N 1 M 1 M 1 N 1 M 1 N 1 N 1 M 1 M 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

AATACTACAATCGACCAATAAAACGAGCAATCAACTACGTTAAAGAAGGGTCGTAGCTACCAGAAATGTTAAACCGTACAAAAACGTCACCGACCATGGTCAACAAGGAAACGTACAAATCACGAAGGAAGTCCT
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GCTCTTGTAAGGCAGGCCTGGTGGTGACAAAATCTCTCAGCATTTGCTTGTCTGTAAAGGATTTTATTTCTCTTTCACTTATGAAGCTTAGTTTGGCTGGATATGAAATTCTGGGTTGAAAATTCTTTTCTTTAA

CGAGAACATTCCGTCCGGACCACCACTGTTTTAGAGAGTCGTAAACGAACAGACATTTCCTAAAATAAAGAGAAAGTGAATACTTCGAATCAAACCGACCTATACTTTAAGACCCAACTTTTAAGAAAAGAAATT

T NN R —————>

GAATGTTGAATATTGGCCCCCACTCTCTTCTGGCTTATAGAGTTTCTGCTGAGAGATCAGCTGTTAGTCTGATGGGCTTCCCTTTGTGGGTAACCTGACTTTTCTCTCTGGCTGCCCTTAACATTTTTTCCTTCA

CTTACAACTTATAACCGGGGGTGAGAGAAGACCGAATATCTCAAAGACGACTCTCTAGTCGACAATCAGACTACCCGAAGGGAAACACCCATTGGACTGAAAAGAGAGACCGACGGGAATTGTAAAAAAGGAAGT

I ———————————————— T ——

TTTCAACTTTAGTGAATCTGACAATTATGTGTCTTGGAGTTGCTCTTCTCGAGGAGTATCTTTGTGGCGTTCTCTGTATTTCCTGAATTTAAATGTTGGCCTGCCTTGCTAGGTTGGGGAAGTTCTCCTGGATAT
1 N 1 M 1 M 1 N 1 M 1 M 1 N 1 M 1 M 1 N 1 M 1 N 1 N 1

T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T
AAAGTTGAAATCACTTAGACTGTTAATACACAGAACCTCAACGAGAAGAGCTCCTCATAGAAACACCGCAAGAGACATAAAGGACTTAAATTTACAACCGGACGGAACGATCCAACCCCTTCAAGAGGACCTATA
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ATCCTGCAGAGTGTTTTCCAACTTGGTTCCATTCTCCCCGTCACTTTCAGGTACACCAATCAGACGTAGATTTGGTCTTTTCACATAGTCCCATATTTTTTGGAGGCTTTGTTGGCTTCTTTTTACTCTTTTTTC

TAGGACGTCTCACAAAAGGTTGAACCAAGGTAAGAGGGGCAGTGAAAGTCCATGTGGTTAGTCTGCATCTAAACCAGAAAAGTGTATCAGGGTATAAAAAACCTCCGAAACAACCGAAGAAAAATGAGAAAAAAG

T NN R —————>

TCTATACTTCTCTTCTGGCTTCATTTAATTCATTTGATCTTCAATCACTGATACCCTTTCTTCCAGTTGATCGAATCGGGCTACTGAAATTGACCACATAGTTGGAAGTAAAGTACTCCTCAGCAAATGTAAAAG
1 M 1 " 1 " 1 M 1 " 1 M 1 . 1 " 1 " 1 X 1 M 1 " 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
AGATATGAAGAGAAGACCGAAGTAAATTAAGTAAACTAGAAGTTAGTGACTATGGGAAAGAAGGTCAACTAGCTTAGCCCGATGACTTTAACTGGTGTATCAACCTTCATTTCATGAGGAGTCGTTTACATTTTC

I ———————————————— T ——

AACAGAATTTATAACAAACTGTCTTTCAGACCACAGTGCAATCAAACTAGAACTCAGGATTAAGAAACTCAAAACCGCTCAACTACATGGAAACTGAACAATCTGATCCTGAATGACTACTGGGTACATAACGAA
M 1 M 1 N 1 N 1 N 1 N 1 N 1 M 1 N 1 M 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
TTGTCTTAAATATTGTTTGACAGAAAGTCTGGTGTCACGTTAGTTTGATCTTGAGTCCTAATTCTTTGAGTTTTGGCGAGTTGATGTACCTTTGACTTGTTAGACTAGGACTTACTGATGACCCATGTATTGCTT
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ATGAAGGCAGAAATAAAGATGTTCTTTGAAACCAACGAGAACAAAGACACAACATACCAGAATCTCTGGGACACATTCAAAGCAGTGCATAGAAGGAAATTTATAGCACTAAATGCCCACAAGAGAAAGCAGGAA

TACTTCCGTCTTTATTTCTACAAGAAACTTTGGTTGCTCTTGTTTCTGTGTTGTATGGTCTTAGAGACCCTGTGTAAGTTTCGTCACGTATCTTCCTTTAAATATCGTGATTTACGGGTGTTCTCTTTCGTCCTT

T NN R —————>

AGATCTAAAATTGACACCCTAACATCACGATTAAAAGAACTAGAGAAGCAAGAACAAACACATTCAAAAGCTAGCAGAAGGCAAGAAATAACTAAGATCAGAGCAGAACTGAAGGAAATAGAGACACAAAAAACC
M 1 M 1 M 1 " 1 . 1 M 1 M 1 M 1 M 1 M 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
TCTAGATTTTAACTGTGGGATTGTAGTGCTAATTTTCTTGATCTCTTCGTTCTTGTTTGTGTAAGTTTTCGATCGTCTTCCGTTCTTTATTGATTCTAGTCTCGTCTTGACTTCCTTTATCTCTGTGTTTTTTGG

I ———————————————— T ——

CTTCAAAAAATTAATGAATCCAGGAGCTGGTTTTGTGAAAAGATCAACAAAATTGATAGACTGCTAGCAAGACTAATAAAGAAGAAAAGAGAGAAGAATCAAATAGACGCAATAAAAAATGGCAAAGGGGATATC
1 N 1 M 1 N 1 N 1 N 1 N 1 N 1 N 1 N 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
GAAGTTTTTTAATTACTTAGGTCCTCGACCAAAACACTTTTCTAGTTGTTTTAACTATCTGACGATCGTTCTGATTATTTCTTCTTTTCTCTCTTCTTAGTTTATCTGCGTTATTTTTTACCGTTTCCCCTATAG
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ACCACTGATCCCACAGAAATACAAACTACCATCAGAGAATACTATAAACACCTCTATGCAAATAAACTAGAAAATCTAGAAGAAATGGATAAATTCCCCGACACATACACTCTCCCAAGACTAAACCAGGAAGAA

TGGTGACTAGGGTGTCTTTATGTTTGATGGTAGTCTCTTATGATATTTGTGGAGATACGTTTATTTGATCTTTTAGATCTTCTTTACCTATTTAAGGGGCTGTGTATGTGAGAGGGTTCTGATTTGGTCCTTCTT

T T ————-"' >

GTTGAATCTCTGAATAGACCAATAACAGGCTCTGAAATTGAGGCAATAATTAATAGCTTACCAACCAGAAAAAGTCCAGGACCAGATGGATTCACAGCCGAATTCTACCAGAGATACAAGGAGGAGCTGGTACCA

CAACTTAGAGACTTATCTGGTTATTGTCCGAGACTTTAACTCCGTTATTAATTATCGAATGGTTGGTCTTTTTCAGGTCCTGGTCTACCTAAGTGTCGGCTTAAGATGGTCTCTATGTTCCTCCTCGACCATGGT

I ———————————————— T ——

TTACTTCTGAAACTATTCCAATCAATAGAAAAA 3
M 1 N 1 N 1 1

+ } : t # pas | 57,543
AATGAAGACTTTGATAAGGTTAGTTATCTTTTT 5

55,350

55,485

55,620

55,755

55,890

56,025

56,160

56,295

56,430

56,565

56,700

56,835

56,970

57,105

57,240

57,375

57,510



Feature

/note

/note

/note

PSEN2

/note

PSEN2-211

/note

PSEN2-217

/note

PSEN2-235

/note

PSEN2-224

/note

PSEN2-228

/note

PSEN2-234

/note

PSEN2-219

/note
PSEN2-230

/note

PSEN2-237

/note

PSEN2-218

/note

PSEN2-222

/note

PSEN2-225

/note

PSEN2-229

/note

PSEN2-231

/note

PSEN2-221

/note
PSEN2-233

/note

PSEN2-216

/note

PSEN2-236

/note

PSEN2-215

/note

PSEN2-227

/note

PSEN2-202

/note

PSEN2-226

/note

PSEN2-209

/note
PSEN2-203

/note

PSEN2-223

/note

Location
1 ..117,362
gene ENSG00000288674
Protein coding
1 ..117,362
primary transcript ENST00000366779
Nonsense mediated decay
1 ..113,672
primary transcript ENST00000676884
Nonsense mediated decay
1 .. 57,543
gene ENSG00000143801
Protein coding
1 .. 26,494
primary transcript ENST00000524196
267 .. 25,903
primary transcript ENST00000676888
Nonsense mediated decay
334 .. 33,449
primary transcript ENST00000678835
Nonsense mediated decay
378 .. 51,972
primary transcript ENST00000677599
378 .. 49,171
primary transcript ENST00000678233
Nonsense mediated decay
378 .. 48,858
primary transcript ENST00000678820
Nonsense mediated decay
378 .. 47,872
primary transcript ENST00000676945
378 .. 33,461
primary transcript ENST00000678655
Nonsense mediated decay
378 .. 33,461
primary transcript ENST00000679098
Nonsense mediated decay
378 .. 25,903
primary transcript ENST00000676907
Nonsense mediated decay
378 .. 25,903
primary transcript ENST00000677529
Retained intron
378 .. 25,903
primary transcript ENST00000677748
Retained intron
378 .. 25,903
primary transcript ENST00000678320
378 .. 25,903
primary transcript ENST00000678706
Nonsense mediated decay
385 .. 25,905
primary transcript ENST00000677414
389 .. 28,263
primary transcript ENST00000678784
Nonsense mediated decay
389 .. 21,077
primary transcript ENST00000676840
Nonsense mediated decay
417 .. 25,905
primary transcript ENST00000679088
421 .. 47,406
primary transcript ENST00000676747
Nonsense mediated decay
429 .. 25,903
primary transcript ENST00000678021
Nonsense mediated decay
433 .. 25,915
primary transcript ENST00000366783
433 .. 25,903
primary transcript ENST00000677880
433 .. 15,385
primary transcript ENST00000495488
437 .. 25,620
primary transcript ENST00000422240
444 .. 25,903

primary transcript ENST00000677596
Nonsense mediated decay

Size

117,362 bp

117,362 bp

113,672 bp

57,543 bp

26,494 bp

25,637 bp

33,116 bp

51,595 bp

48,794 bp

48,481 bp

47,495 bp

33,084 bp

33,084 bp

25,526 bp

25,526 bp

25,526 bp

25,526 bp

25,526 bp

25,521 bp

27,875 bp

20,689 bp

25,489 bp

46,986 bp

25,475 bp

25,483 bp

25,471 bp

14,953 bp

25,184 bp

25,460 bp

Type

gene

prim_transcript

prim_transcript

gene

prim_transcript

prim_transcript

prim_transcript

prim_transcript

prim_transcript

prim_transcript

prim_transcript

prim_transcript

prim_transcript

prim_transcript

prim_transcript

prim_transcript

prim_transcript

prim_transcript

prim_transcript

prim_transcript

prim_transcript

prim_transcript

prim_transcript

prim_transcript

prim_transcript

prim_transcript

prim_transcript

prim_transcript

prim_transcript



Feature

PSEN2-213

/note =

PSEN2-210

/note =

PSEN2-232

/note =

PSEN2-204

/note =

PSEN2-201

/note =

PSEN2-212
/note =
PSEN2-224

b 11 segments = 1416 bp

/note =
/translation =

PSEN2-219

b 12 segments = 1584 bp

/note =
/translation =

PSEN2-201

F 10 segments = 1347 bp

/note =
/translation =

PSEN2-202

F 10 segments = 1347 bp

/note =
/translation =

PSEN2-203

b 10 segments = 1344 bp

/note =
/translation =

PSEN2-211

F 10 segments = 1347 bp

/note =
/translation =

PSEN2-212

F 10 segments = 1347 bp

/note =
/translation =

PSEN2-221

F 10 segments = 1347 bp

/note =
/translation =

PSEN2-229

b 9 segments = 1248 bp

/note =
/translation =

PSEN2-236

¥ 10 segments = 1347 bp

/note =
/translation =

Location Size a = Type
584 .. 25,903 25,320 bp o == prim_transcript
primary transcript ENST00000676467
Nonsense mediated decay
680 5369 4690 bp o -+ prim_transcript
primary transcript ENST00000521431
Retained intron
871 .. 25,903 25,033 bp o —+ prim_transcript
primary transcript ENST00000678776
Nonsense mediated decay
1081 .. 21,161 20,081 bp =] -+ prim_transcript
primary transcript ENST00000460775
1085 .. 25,915 24,831 bp o —+ prim_transcript
primary transcript ENST00000366782
10,472 .. 25,905 15,434 bp o - prim_transcript
primary transcript ENST00000626989
11,725 .. 48,668 36,944 bp -] = CDs

coding sequence ENSP00000503673

MLTFMASDSEEEV CDERTSLMSAESPTPRSCQEGRQGPEDGENTAQW, RSQ ENEEDGEEDPDRYVCSGVPGRPPGLEEELTLKYGAKHVIMLFVPVTLCMIVVVATIKSVRFYTEKNGQL,IYTPFTEDTPSVGQRLLNSVLN
TLIMISVIVVMTIFLVVLYKYRCYK, FIHGWLIMSSLMLLFLFTYIYLG,EVLKTYNVAMDYPTLLLTVWNFGAVGMVCIHWKGPLVLQQAYLIMISALMALVFIKYLPEWSAWVILGAISVY,DLVAVLCPKGPLRMLVETAQER
NEPIFPALIYS,SAMVWTVGMAKLDPSSQGALQLPYDPEM ,EEDSYDSFGEPSYPEVFEPPLTGYPGEELEEEEE, RGVKLGLGDFIFYSVLVGKAAATGSGDWNTTLACFVAILI,MASHSCCPGWSAMVRFGSLWPLPPGFK
RS CGrihB 4R FEREH \6,KiFA GGHLPDSPAASCGYVIEGQPVKRGQK*

11,725 .. 47,481 35,757 bp m = CDS

coding sequence ENSP00000504433

MLTFMASDSEEEVCDERTSLMSAESPTPRSCQEGRQGPEDGENTAQW,RSQENEEDGEEDPDRYVCSGVPGRPPGLEEELTLKYGAKHVIMLFVPVTLCMIVVVATIKSVRFYTEKNGQL,IYTPFTEDTPSVGQRLLNSVLN
TLIMISVIVVMTIFLVVLYKYRCYK,FIHGWLIMSSLMLLFLFTYIYLG,EVLKTYNVAMDYPTLLLTVWNFGAVGMVCIHWKGPLVLQQAYLIMISALMALVFIKYLPEWSAWVILGAISVY,DLVAVLCPKGPLRMLVETAQER
NEPIFPALIYS,,SAMVWTVGMAKLDPSSQGALQLPYDPEM,EEDSYDSFGEPSYPEVFEPPLTGYPGEELEEEEE,RGVKLGLGDFIFYSVLVGKAAATGSGDWNTTLACFVAILI,FPEPQDRPKRAVLAKQMAEWSWPEASV
RGDSKRAPDSRWRHCRMERGMPADRCQ ,RRGLAVLPRLDLNSWPEVILPPWPPKVLGLQ,MASHSCCPGWSAMVRFGSLWPLPPGFKRFSCLSLPYQFNFFRFHV *

527 amino acids = 59.6 kDa

11,725 .. 25,396 13,672 bp -] — CDS

coding sequence ENSP00000355746

MLTFMASDSEEEVCDERTSLMSAESPTPRSCQEGRQGPEDGENTAQW,RSQENEEDGEEDPDRYVCSGVPGRPPGLEEELTLKYGAKHVIMLFVPVTLCMIVVVATIKSVRFYTEKNGQL,IYTPFTEDTPSVGQRLLNSVLN
TLIMISVIVVMTIFLVVLYKYRCYK, FTIHGWLIMSSLMLLFLFTYIYLG,EVLKTYNVAMDYPTLLLTVWNFGAVGMVCIHWKGPLVLQQAYLIMISALMALVFIKYLPEWSAWVILGAISVY,DLVAVLCPKGPLRMLVETAQER

NEPIFPALIYS,SAMVWTVGMAKLDPSSQGALQLPYDPEM ,EEDSYDSFGEPSYPEVFEPPLTGYPGEELEEEEE,RGVKLGLGDFIFYSVLVGKAAATGSGDWNTTLACFVAILI,GLCLTLLLLAVFKKALPALPISITFGLIFYF
FEIBNRVRPEM BT A SHQLDE

11,725 .. 25,396 13,672 bp -] =+ CDs

coding sequence ENSP00000355747
MLTFMASDSEEEVCDERTSLMSAESPTPRSCQEGRQGPEDGENTAQW,RSQENEEDGEEDPDRYVCSGVPGRPPGLEEELTLKYGAKHVIMLFVPVTLCMIVVVATIKSVRFYTEKNGQL,IYTPFTEDTPSVGQRLLNSVLN
TLIMISVIVVMTIFLVVLYKYRCYK,FIHGWLIMSSLMLLFLFTYIYLG,EVLKTYNVAMDYPTLLLTVWNFGAVGMVCIHWKGPLVLQQAYLIMISALMALVFIKYLPEWSAWVILGAISVY,DLVAVLCPKGPLRMLVETAQER
NEPIFPALIYS,,SAMVWTVGMAKLDPSSQGALQLPYDPEM,EEDSYDSFGEPSYPEVFEPPLTGYPGEELEEEEE,RGVKLGLGDFIFYSVLVGKAAATGSGDWNTTLACFVAILI,GLCLTLLLLAVFKKALPALPISITFGLIFYF
AIDNRVRPEN BT LASHQALND S

11,725 .. 25,396 13,672 bp -] = CDs

coding sequence ENSP00000403737

MLTFMASDSEEEVCDERTSLMSAESPTPRSCQEGRQGPEDGENTAQW,RSQENEEDGEEDPDRYVCSGVPGRPPGLEEELTLKYGAKHVIMLFVPVTLCMIVVVATIKSVRFYTEKNGQL,IYTPFTEDTPSVGQRLLNSVLN
TLIMISVIVVMTIFLVVLYKYRCYK,FIHGWLIMSSLMLLFLFTYIYLG,EVLKTYNVAMDYPTLLLTVWNFGAVGMVCIHWKGPLVLQQAYLIMISALMALVFIKYLPEWSAWVILGAISVY,DLVAVLCPKGPLRMLVETAQER
NEPIFPALIYS,SAMVWTVGMAKLDPSSQGALQLPYDPEM ,EDSYDSFGEPSYPEVFEPPLTGYPGEELEEEEE,RGVKLGLGDFIFYSVLVGKAAATGSGDWNTTLACFVAILI,GLCLTLLLLAVFKKALPALPISITFGLIFYFS
TR BWRRS HDRdd-ASHR Y kb a

11,725 .. 25,396 13,672 bp m —+ CDS

coding sequence ENSP00000429036

MLTFMASDSEEEVCDERTSLMSAESPTPRSCQEGRQGPEDGENTAQW,RSQENEEDGEEDPDRYVCSGVPGRPPGLEEELTLKYGAKHVIMLFVPVTLCMIVVVATIKSVRFYTEKNGQL,IYTPFTEDTPSVGQRLLNSVLN
TLIMISVIVVMTIFLVVLYKYRCYK,FIHGWLIMSSLMLLFLFTYIYLG,EVLKTYNVAMDYPTLLLTVWNFGAVGMVCIHWKGPLVLQQAYLIMISALMALVFIKYLPEWSAWVILGAISVY,DLVAVLCPKGPLRMLVETAQER

NEPIFPALIYS,SAMVWTVGMAKLDPSSQGALQLPYDPEM ,EEDSYDSFGEPSYPEVFEPPLTGYPGEELEEEEE,RGVKLGLGDFIFYSVLVGKAAATGSGDWNTTLACFVAILI,GLCLTLLLLAVFKKALPALPISITFGLIFYF
FEPNRVRPEMET LA SHQLND S

11,725 .. 25,396 13,672 bp -] —+ CDs

coding sequence ENSP00000486498

MLTFMASDSEEEVCDERTSLMSAESPTPRSCQEGRQGPEDGENTAQW,RSQENEEDGEEDPDRYVCSGVPGRPPGLEEELTLKYGAKHVIMLFVPVTLCMIVVVATIKSVRFYTEKNGQL,IYTPFTEDTPSVGQRLLNSVLN
TLIMISVIVVMTIFLVVLYKYRCYK, FTIHGWLIMSSLMLLFLFTYIYLG,EVLKTYNVAMDYPTLLLTVWNFGAVGMVCIHWKGPLVLQQAYLIMISALMALVFIKYLPEWSAWVILGAISVY,DLVAVLCPKGPLRMLVETAQER

NEPIFPALIYS,SAMVWTVGMAKLDPSSQGALQLPYDPEM ,EEDSYDSFGEPSYPEVFEPPLTGYPGEELEEEEE,RGVKLGLGDFIFYSVLVGKAAATGSGDWNTTLACFVAILI, GLCLTLLLLAVFKKALPALPISITFGLIFYF
FEIBNRVRPEMET A SHQLDE

11,725 .. 25,396 13,672 bp -] —+ CDs

coding sequence ENSP00000503116
MLTFMASDSEEEVCDERTSLMSAESPTPRSCQEGRQGPEDGENTAQW,RSQENEEDGEEDPDRYVCSGVPGRPPGLEEELTLKYGAKHVIMLFVPVTLCMIVVVATIKSVRFYTEKNGQL,IYTPFTEDTPSVGQRLLNSVLN
TLIMISVIVVMTIFLVVLYKYRCYK, FIHGWLIMSSLMLLFLFTYIYLG,EVLKTYNVAMDYPTLLLTVWNFGAVGMVCIHWKGPLVLQQAYLIMISALMALVFIKYLPEWSAWVILGAISVY,DLVAVLCPKGPLRMLVETAQER
NEPIFPALIYS,,SAMVWTVGMAKLDPSSQGALQLPYDPEM,EEDSYDSFGEPSYPEVFEPPLTGYPGEELEEEEE,RGVKLGLGDFIFYSVLVGKAAATGSGDWNTTLACFVAILI,GLCLTLLLLAVFKKALPALPISITFGLIFYF
AIDNRVRPEM BT LASH QLD S

11,725 .. 25,396 13,672 bp -] = CDs

coding sequence ENSP00000503680

MLTFMASDSEEEVCDERTSLMSAESPTPRSCQEGRQGPEDGENTAQW,RSQENEEDGEEDPDRYVCSGVPGRPPGLEEELTLKYGAKHVIMLFVPVTLCMIVVVATIKSVRFYTEKNGQL,IYTPFTEDTPSVGQRLLNSVLN
TLIMISVIVVMTIFLVVLYKYRCYK,FIHGWLIMSSLMLLFLFTYIYLG,EVLKTYNVAMDYPTLLLTVWNFGAVGMVCIHWKGPLVLQQAYLIMISALMALVFIKYLPEWSAWVILGAISVY,AAMVWTVGMAKLDPSSQGALQ
LPYDPEM,EEDSYDSFGEPSYPEVFEPPLTGYPGEELEEEEE,RGVKLGLGDFIFYSVLVGKAAATGSGDWNTTLACFVAILI, GLCLTLLLLAVFKKALPALPISITFGLIFYFSTDNLVRPFMDTLASHQLYI*

415 amino acids = 46.5 kDa

11,725 .. 25,396 13,672 bp m —+ CDS

coding sequence ENSP00000504727
MLTFMASDSEEEVCDERTSLMSAESPTPRSCQEGRQGPEDGENTAQW,RSQENEEDGEEDPDRYVCSGVPGRPPGLEEELTLKYGAKHVIMLFVPVTLCMIVVVATIKSVRFYTEKNGQL,IYTPFTEDTPSVGQRLLNSVLN
TLIMISVIVVMTIFLVVLYKYRCYK,FIHGWLIMSSLMLLFLFTYIYLG,EVLKTYNVAMDYPTLLLTVWNFGAVGMVCIHWKGPLVLQQAYLIMISALMALVFIKYLPEWSAWVILGAISVY,DLVAVLCPKGPLRMLVETAQER
NEPIFPALIYS,,SAMVWTVGMAKLDPSSQGALQLPYDPEM,EEDSYDSFGEPSYPEVFEPPLTGYPGEELEEEEE,RGVKLGLGDFIFYSVLVGKAAATGSGDWNTTLACFVAILI,GLCLTLLLLAVFKKALPALPISITFGLIFYF
FEPNRVRPEMET LA SHQLND S
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11,725 .. 15,385 3661 bp -] =H CDS

coding sequence ENSP00000429682

MLTFMASDSEEEVCDERTSLMSAESPTPRSCQEGRQGPEDGENTAQW,RSQENEEDGEEDPDRYVCSGVPGRPPGLEEELTLKYGAKHVIMLFVPVTLCMIVVVATIKSVRFYTEKNGQL,IYTPFTEDTP
129 amino acids = 14.5 kDa

12,820 .. 25,903 13,084 bp =] e g prim_transcript
primary transcript ENST00000677065
Retained intron
14,440 .. 25,508 11,069 bp o = prim_transcript
primary transcript ENST00000472139
15,380 .. 15,460 81 bp o H misc_feature
15,411 .. 15,413 3bp [m] H misc_feature
15,414 .. 15,433 20 bp -] L] misc_feature
15,420 .. 15,420 1bp [} =] misc_feature
WT=A
SNV =T
15,431 .. 25,396 9966 bp -] — CDs

coding sequence ENSP00000427806
MISVIVVMTIFLVVLYKYRCYK,FIHGWLIMSSLMLLFLFTYIYLG,EVLKTYNVAMDYPTLLLTVWNFGAVGMVCIHWKGPLVLQQAYLIMISALMALVFIKYLPEWSAWVILGAISVY,DLVAVLCPKGPLRMLVETAQERNEP
IFPALIYS,SAMVWTVGMAKLDPSSQGALQLPYDPEM ,EEDSYDSFGEPSYPEVFEPPLTGYPGEELEEEEE,RGVKLGLGDFIFYSVLVGKAAATGSGDWNTTLACFVAILI, GLCLTLLLLAVFKKALPALPISITFGLIFYFSTD
BoY RRfINDIdiaS HQ 8% kDa

15,431 .. 25,396 9966 bp m = CDS

coding sequence ENSP00000503121

MISVIVVMTIFLVVLYKYRCYK, FIHGWLIMSSLMLLFLFTYIYLG, EVLKTYNVAMDYPTLLLTVWNFGAVGMVCIHWKGPLVLQQAYLIMISALMALVFIKYLPEWSAWVILGAISVY,DLVAVLCPKGPLRMLVETAQERNEP
IFPALIYS,SAMVWTVGMAKLDPSSQGALQLPYDPEM ,EDSYDSFGEPSYPEVFEPPLTGYPGEELEEEEE,RGVKLGLGDFIFYSVLVGKAAATGSGDWNTTLACFVAILI, GLCLTLLLLAVFKKALPALPISITFGLIFYFSTDN
BY BRI AT 44188 QLY 0 kDa

17,929 .. 21,161 3233 bp m el CDS

coding sequence ENSP00000427912

MSSLMLLFLFTYIYLG,EVLKTYNVAMDYPTLLLTVWNFGAVGMVCIHWKGPLVLQQAYLIMISALMALY FIKYLPEWSAWVILGAISVY,DLVAVLCPKGPLRMLVETAQERNEPIFPALIYS,SAMVWTVGMAKLDPSSQGA
4@4 amino acids = 16.1 kDa

19,568 .. 25,903 6336 bp =] b prim_transcript
primary transcript ENST00000471728
Retained intron

20,383 .. 21,637 1255 bp o —+ prim_transcript
primary transcript ENST00000487450

26,705 .. 33,616 6912 bp o - prim_transcript
primary transcript ENST00000485677

29,182 .. 57,543 28,362 bp =] —+ prim_transcript

primary transcript ENST00000676616



Primer Length @ Binding Sites - Tm Date Added
PCR Forward 20-mer 15,171 .. 15,190 — 59°C Jun 15, 2022
/sequence = TGCCAGGAAATGAGCTGGAG

55% GC / 6231.1 Da
Sanger Sequencing Primer 20-mer 15,171 .. 15,190 - 59°C Jun 15, 2022
/sequence = TGCCAGGAAATGAGCTGGAG

55% GC / 6231.1 Da
Donor Template WT -> SNV 81-mer (o) 15,380 .. 15,460 - 79°C Jun 15, 2022
/sequence = ACACCCTCGGTGGGCCAGCGCCTCCTCAACTCCGTGCTGATCACCCTCATCATGATCAGCGTCATCGTGGTTATGACCATC

58% GC / 24,688.0 Da
gRNA Protospacer 20-mer 15,414 .. 15,433 — 55°C Jun 15, 2022
/sequence = CATGATGAGGGTGTTCAGCA

50% GC / 6197.1 Da
PCR Reverse 20-mer 15,564 .. 15,583 — 59°C Jun 15, 2022
/sequence = CTAAAGGCGGCTGTTTCACG

55% GC / 6133.0 Da



