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Distance
- Coordinate | from the Forward pomer (5" to | Reverse primer
SNPID | " Chell | first SNP | Cenotype 3 (5103
(kb
AATCGGGAAGCT | Barlatluln
GAAGGCCAAGGA | SUATGACATA
11036868 | 5331270 . T/C | GREOHCEARTOR | CTGGAGAGAT
: TTCATCCTTGG
AGATGA o
GTGCTCTTICC |
GATCTGTTAG
178930050 | 5333450 | 218 Gg/T | SaGIGAGCA TGATCAATGT
gggﬁ%%ﬁ? GA | GTTAATCATA
! AAGTAATT
GTGCTCTICC
GATCTCTGTT
(s10768807 | 5336582 | 531 T/A GCACCAACCT
TCCATAATCACAT At
CTGCTA o
GTGCTCTICC
4910551 | 33046 | 1178 | G/a | RAQEGAGOAGT gi§g$§$c§
AAAAATAGAGG | CGTTGTTC
— TGIGCTCTTCC
GATCTATGAT
;510837882 | 5351633 | 2036 | T/A CATTCCTGAT
TCTCCATACTTCT AT
TGGCAAT Qag
GTGCTCTICC
GATCTAAAGA
152736557 | 5361361 | 3009 | G/T AAATTAGTTT
A CAGAAACTCC
~ TCC
GTGCTCTICT
GATCTACAGT
884222 | S3T742 | 4047 | A/T AGATGTTAGA
TCAATACAACACC | AGATGTTAG
TCanTAC ggcm‘mm
A (ICCGACG | GTGCTCTTCC
52736543 | 5381334 | s006 | A/G | SEAGIATIACCE ggg%ﬁﬁ%%
CTGAATG TCAACACA
GIGCTCTTCC
GATCTTATTTT
14010781 | 5406896 | 7563 | A/C TGTAGCTCTG
ACTCAGAGGGTT TGTAGCTCTD
GGAGTAC &5
m , GTIGCTCTICT
110838096 | 5431296 | 10003 | A/G mmm NI S«‘?‘;%g%gé
GA TGCCTG
FIG. 18
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Region
No.

SNP ID

Coordinate
onchrll

Forward primer (5" 10 37)

Reverse primer (5710 37)

157930833

5222527

AATCGGGAAGCTGA

AGCTTGATAGTTICT
ACTTTGGGTTGATAA
1T

CACTACCGTCGGATGAC
ATAATGGGAAGACATGT

ATATAATCTTAGAGATA

151236487
2

5222914

ATGTCATCCGACGG
TAGTOGAGCAGAAAG
AGATAATATTAAGG

ATAATC AG

GTGCTCTTCCGATCTGC
AGAAAGAGATAATATT
AAGGATAATCAG

151083762
8

5223174

’E”AG’?G ‘%GTC AAATG

GATATTTGTATCTGA
AAAATC

GTGCTCTTCCGATCTAT
GCATCTTGATGATTAGA
ATTGCA

152187610

5224176

AATCGGGAAGCTGA
AGTCATGGTTCACCT
TTCATTIGTTC

151076868
2

5224277

CACTACCGTCGGATGAC
ATAACATCAAACTAAAA

AATTTCCACACAA

ATGTCATCCGACGG
TAGIGACAAATTCA
AAAAACGGCTGCA

GTGCTCTTCCGATCTAA
GAAATCAAAAGAAGAA
AATTCTAATATTCA

151083763
0

5224812

AATCGGGAAGCTGA
AGGTAATAAGACAG
TAGTGAATATCAAG
CTACAAA

151083763
]

5225126

CACTACCGTCGGATGAC
ATAAGTTAGGACTGAGA

AGAATTTGAAAGG

ATGTCATCCGACGG
TAGIGAGTATCTCTA
AGCAAGAGAACTGA
GTGG

GTGCTCTTCCGATCTATT
TGCTTATCCTGCATCTCT
CAG

157110263

5225282

AATCGGGAAGCTGA
AGTTTTCTGAGGGAT

CACTACCGTCGGATGAC
ATAATTGGCAACAGCCC

CTGAT

(}AATMGGC A*i”

151609812

5225911

f&ﬁ@ﬁ&TACAA?TRA
TATGCAGAAATATTT
ATATGCAG

GTGCTCTTCCGATCTATT
TCTGGGTTAAGGCAATA
GCAA

157480526

5226503

AATCGGGAAGCTGA
AGTTCCCATTCTAAA
CTGTACCCTGTT

CACTACCGTCGGATGAC
ATAATGGTTAAGTTCAT
GTCATAGGAAGG
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Regio Coordina
o Ti"‘{} SNPID te Forward primer (5" to 37) Reverse primer{5’ 1037}
‘ on chrll
. AATCGGGAAGCTGAAG | CACTACCGICGGATGAC
5 2" | 5226361 | CCTATGACATGAACTTA | ATATGAGAACTTCAGGG
ACCATAGAAA TGAGTCTATG
T ATGICATCCGACGGTA | GTGCTCTTCCGATCTAA
12 a | 5227411 | GEGATICCCAATTTICT | ACTCTTCCACTTTTAGTG
: TATTACACAAATAAGA | CATCAA
o5 AATCGGGAAGCTGAAG | CACTACCGICGGATGAC
13 o 0| 5227774 | TTAGTTACTTATTAGGT | ATAATTTTTGACTGCAT
TTIGGGAAACAAG | TAAGAGGTCTCTAGT
| & OO | GIGCTCTICCGATCTAA
1q | STB082 | 550935 | SIGAGAAAAGACGTCT | 1\ s A CAGCCAAGTC
3 938 | TTAAAATATTTTAAATG g V V
" AAATCTG
a1 AATCGGGAAGCTGAAG | CACTACCGICGGATGAC
15 | M2 | 5234682 | CTGTCATGTGTGTCTTG | ATAAGATGCGGTGGGG
ACTCAGAA AGATATG
e ATGICATCCGACGGIA | GTGCTCTTCCGATCTAG
16 a0 | 5236808 | GIGAAAGGCCATGAGG | CCAAGTCTTTGGAATTA
ACTGTTATTTG ACAGAC
o AATCGGGAAGCTGAAG | CACTACCGICGGATGAC
17 %] 5237260 | CCGCATCCAGCCAGGA | ATAACAAGAGTAGATG
TA 7 CTATTCTTTCCACTTT
4027 ATGICATCCGACGGTA | GTGCTCTTCCGATCTCA
8 7% | 5237362 | GIGATAGATAGGGACA | TTTCCCTACCTCTAATCA
AATTGAAGCAGAA ACAGTT
491073 ATGICATCCGACGGTA | GTGCTCTTCCGATCTATT
19 107 | 5237759 | GEGAGAAGTATGAAGT | AAAATCGATACTGAGTT
AAGACATAGTCCCCAA | CTAAAATCATC
AATCGGGAAGCTGAAG | SACTACCGICGOGATGAC
20 | *90531 5238497 | GCTCTCCACAATTCTAA %éﬁﬁi@?ﬁi%ﬁi%@
TCTCAGTTC A '

FIG. 20 (cont.)
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r'd 2300

Partition DNA molecules from sample futo a plurality of
compattinents, wherein a fivst compartment inclades & first
DNA molecule having a region A and a region B separated

by an intermadiate region

2310 <7

¥
Amplsty, using the polymerase and the reverse primer R
region A to obtain first amplicons having the particalar
23207 nucleotide at a first 37 end and having a complementary
nucleotide between sequence steings corresponding to the fiest
portion and the second purtion of the reverse primer Rl

hi

Amplify; using the polymerase and the forward primer £2,
region B to obtain second amplicons having the particulay
muclentide af a second 3 end and having the complementary
mcleatide on an opposite end of the overlapping sequence

Y

Extend, using the polymerase, the first set of
2340 -7 amplicons to include region B and the second
set of angplicons to inchede region A

2330

Analyze extended amplicons 1o
2B determine haplotype
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