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AMPLICON CHR TARGET TARGET LENGTH | TOTAL CPG | CPG UNITS | CPG SITES | COVERAGE
NAME START END COVERED

PLAGL1_01 CHR10 12810274 12810597 324 21 13 19 0.9
PLAGL1_02 CHR10 12810514 12810958 445 46 27 46 1
PLAGL1_03 CHR10 12810934 12811249 316 15 10 14 0.93
PLAGL1_04 CHR10 12810538 12810180 359 19 1 14 0.74
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AMPLICON CHR TARGET TARGET LENGTH TOTAL CPG | CPG UNITS | CPG SITES | COVERAGE
NAME START END COVERED
PMM1_01 CHR15 81790979 81791411 433 46 24 41 0.89
PMM1_02 CHR15 81790842 81790998 157 12 8 12 1
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AMPLICON CHR TARGET TARGET LENGTH | TOTAL CPG | CPG UNITS | CPG SITES | COVERAGE
NAME START END COVERED

PPP1R9A 01 | CHR6 | 4853605 4853778 174 12 8 12 1

PPP1R9A 03 | CHR6 | 4853028 4852709 320 10 6 8 0.8

PPP1R9A 04 | CHR6 | 4852977 4852833 145 8 5 7 0.88

PPP1R9A 05 | CHR6 | 4853210 4853629 420 63 4 7 0.11

PPP1R9A 06 | CHR6 | 4853754 4854040 287 19 7 9 0.47
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AMPLICON [ CHR TARGET TARGET LENGTH | TOTAL CPG | CPG UNITS | CPG SITES | COVERAGE
NAME START END COVERED

PRKCA_01 | CHR11 | 108204890 | 108204550 341 24 14 22 0.92

PRKCA_02 | CHR11 | 108204458 | 108204248 211 19 18 0.95

PRKCA_04 | CHR11 | 108204832 | 108205006 175 13 13 1
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AMPLICON CHR TARGET- TARGE- LENGTH TOTAL CPG | CPG UNITS | CPG SITES | COVERAGE
NAME START TEND COVERED

PTEN_01 CHR19 32830352 32830616 265 15 8 14 0.93
PTEN_02 CHR19 32830592 32830892 301 21 12 20 0.95
PTEN_03 CHR19 32830870 32831220 351 19 14 18 0.95
PTEN_04 CHR19 32831189 32831341 153 7 4 6 0.86
PTEN_05 CHR19 32831317 32831702 386 18 11 15 0.83
PTEN_06 CHR19 32832123 32832512 390 46 21 40 0.87
PTEN_07 CHR19 32832488 32832874 387 33 14 31 0.94
PTEN_09 CHR19 32831678 32832158 481 53 18 32 0.6
PTEN_10 CHR19 32831459 32831323 137 4 3 4 1
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AMPLICON | CHR TARGET TARGET LENGTH | TOTAL CPG | CPG UNITS | CPG SITES | COVERAGE
NAME START END COVERED

RASA2 01 | CHR9 | 96531070 | 96531316 247 24 1 18 0.75

RASA2_02 [ CHR9 | 96531692 | 96531314 379 57 15 38 0.67

RASA2_03 [ CHR9 | 96532162 | 96531670 493 59 26 49 0.83
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AMPLICON CHR | TARGET TARGET LENGTH | TOTAL CPG | CPG UNITS | CPG SITES | COVERAGE
NAME START END COVERED

RASGRF1_01 | CHR9 | 89803307 | 89803755 449 33 15 31 0.94
RASGRF1_02 | CHR9 | 89803778 | 89804212 435 21 1 19 0.9
RASGRF1_03 | CHR9 | 89804577 | 89804987 411 30 14 22 073
RASGRF1_04 | CHR9 | 89804875 | 89805191 317 21 10 19 0.9
RASGRF1_05 | CHR9 | 89805142 | 89805449 308 13 9 1 0.85
RASGRF1_06 | CHR9 | 89805167 | 89805450 284 13 9 1 0.85
RASGRF1_07 | CHR9 | 89805426 | 89805757 332 13 8 12 0.92
RASGRF1_08 | CHR9 | 89805727 | 89806064 338 24 13 21 0.88
RASGRF1_09 [ CHR9 | 89803841 | 89803441 401 33 19 33 1
RASGRF1_10 [ CHR9 | 89804184 | 89804601 418 30 10 14 0.47
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Genomic Region on chr9
AMPLICON CHR TARGET TARGET LENGTH TOTAL CPG | CPG UNITS | CPG SITES | COVERAGE
NAME START END COVERED
RASGRF1_11 CHR9 89949257 89949601 345 22 15 19 0.86
RASGRF1_12 CHR9 89949634 89949326 309 20 11 15 0.75
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Genomic Region on chr9

AMPLICON | CHR | TARGET TARGET LENGTH | TOTALCPG | CPG UNITS | CPG SITES | COVERAGE
NAME START END COVERED

RASSF1_001 | CHR9 | 107457160 | 107457489 330 29 14 23 079

RASSF1_002 | CHR9 | 107456363 | 107456650 288 22 1 21 0.95

RASSF1_003 | CHR9 | 107457650 | 107457144 507 37 23 31 0.84

RASSF1_004 | CHR9 | 107456683 | 107456298 386 28 14 22 0.79
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AMPLICON CHR TARGET TARGET LENGTH | TOTAL CPG | CPG UNITS | CPG SITES | COVERAGE
NAME START END COVERED
RB1_001 CHR14 73725165 | 73725345 181 23 5 14 0.61
RB1_002 CHR14 73725985 | 73726450 466 30 21 26 0.87
RB1_003 CHR14 73725190 | 73724803 388 32 13 25 0.78
RB1_004 CHR14 73726332 | 73725966 367 24 16 23 0.96
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AMPLICON CHR TARGET TARGET LENGTH TOTAL CPG | CPG UNITS | CPG SITES | COVERAGE
NAME START END COVERED
RBP1_03 CHR9 98325384 98325656 273 19 9 19 1
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AMPLICON CHR TARGET TARGET LENGTH | TOTAL CPG | CPG UNITS | CPG SITES | COVERAGE
NAME START END COVERED
RHOBTB1_01 | CHR10 | 68676297 | 68676498 202 14 6 13 0.93
RHOBTB1_02 | CHR10 | 68675741 | 68676014 274 29 12 21 072
RHOBTB1_03 | CHR10 | 68675990 | 68676323 334 30 12 30 1
RHOBTB1_04 | CHR10 | 68675310 | 68675765 456 30 23 29 0.97
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Genomic Region on chr12
AMPLICON CHR TARGET TARGET LENGTH TOTAL CPG | CPG UNITS | CPG SITES | COVERAGE
NAME START END COVERED
RIAN_01 CHR12 110884063 110884466 404 8 4 4 0.5
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Genomic Region on chr17
AMPLICON CHR TARGET TARGET LENGTH | TOTAL CPG | CPG UNITS | CPG SITES | COVERAGE
NAME START END COVERED
RIOK2_01 CHR17 17510913 17511189 277 16 7 12 0.75
RIOK2_02 CHR17 17511094 17511383 290 12 5 7 0.58
RIOK2_03 CHR17 17511354 17511733 380 20 1 18 0.9
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138522700 138522800 138522900 138523000 138523100 138523200 138523300 138523400
Genomic Region on chr4
AMPLICON CHR TARGET TARGET LENGTH TOTAL CPG | CPG UNITS | CPG SITES | COVERAGE
NAME START END COVERED
RNF186_01 CHR4 138523044 138523334 291 13 10 13 1
RNF186_02 CHR4 138522765 138523060 296 5) 6 1
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AMPLICON CHR TARGET TARGET LENGTH TOTAL CPG | CPG UNITS | CPG SITES | COVERAGE
NAME START END COVERED
RNF31_01 CHR14 56210682 56210955 274 20 1" 18 0.9
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Genomic Region on chr12
AMPLICON CHR TARGET TARGET LENGTH TOTAL CPG CPG CPG SITES COVERAGE
NAME START END UNITS COVERED
RPS6KAS5_03 CHR12 101963838 101963562 277 15 9 14 0.93
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Genomic Region on chr12

AMPLICON CHR TARGET TARGET LENGTH TOTAL CPG | CPG UNITS | CPG SITES | COVERAGE

NAME START END COVERED

RTL1_01 CHR12 110833379 110833712 334 10 7 0.7

RTL1_02 CHR12 110833861 110834264 404 7 1

RTL1_03 CHR12 110834359 110834022 338 4 1
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AMPLICON CHR TARGET TARGET LENGTH TOTAL CPG | CPG UNITS | CPG SITES | COVERAGE
NAME START END COVERED

RUNX3_001 CHR4 134676967 134677294 328 13 9 12 0.92

RUNX3_002 CHR4 134677314 134676960 355 13 11 12 0.92
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AMPLICON CHR TARGET TARGET LENGTH | TOTAL CPG | CPG UNITS | CPG SITES | COVERAGE
NAME START END COVERED
RYR1_01 CHR? 29910157 | 29910335 179 6 6 6 1
RYR1_02 CHR7 29909905 | 29910252 348 17 1 16 0.94
RYR1_03 CHR7 29909567 | 29909934 368 9 7 8 0.89
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Genomic Region on chr10

AMPLICON CHR TARGET TARGET LENGTH TOTAL CPG | CPG UNITS CPG SITES | COVERAGE

NAME START END COVERED
SASH1_01 CHR10 8605450 8605921 472 54 20 44 0.81
SASH1_02 CHR10 8605898 8606042 145 10 6 10 1
SASH1_03 CHR10 8606036 8606434 399 19 13 19 1
SASH1_04 CHR10 8606414 8606648 235 10 6 9 0.9
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AMPLICON CHR | TARGET TARGET LENGTH | TOTAL CPG | CPG UNITS | CPG SITES | COVERAGE
NAME START END COVERED

SERINC5_01 | CHR13 | 93381076 | 93381325 250 30 14 27 0.9

SERINC5_02 | CHR13 | 93380896 | 93381099 204 15 8 11 073

SERINC5_03 | CHR13 | 93380610 | 93380919 310 21 15 21 1

SERINC5_04 | CHR13 | 93381305 | 93381566 262 18 13 17 0.94
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AMPLICON TARGET CPG UNITS | CPG SITES | COVERAGE
NAME END COVERED

SFRP2_001 83570686 12 18 0.37

SFRP2_002 83570230 12 25 078

SFRP2_003 83569761 16 30 0.88

SFRP2_004 83570230 31 53 0.93
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Genomic Region on chr13
AMPLICON CHR TARGET TARGET LENGTH TOTAL CPG | CPG UNITS | CPG SITES | COVERAGE
NAME START END COVERED
SFRP4_001 CHR13 19714870 19715206 337 24 13 23 0.96
SFRP4_002 CHR13 19715219 19714759 461 25 17 21 0.84
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Genomic Region on chr6
AMPLICON CHR TARGET TARGET LENGTH | TOTALCPG | CPG UNITS | CPG SITES | COVERAGE
NAME START END COVERED
SGCE_01 CHR6 4697699 4697923 225 16 1 0.69
SGCE_02 CHR6 4698420 4698590 171 7 4 4 0.57
SGCE_03 CHR6 4697345 4697086 260 18 17 0.94
SGCE_04 CHR6 4697732 4697319 414 30 22 28 0.93
SGCE_05 CHR6 4698140 4697707 434 35 24 33 0.94
SGCE_06 CHR6 4698537 4698117 421 35 23 32 0.91
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AMPLICON CHR TARGET TARGET LENGTH | TOTAL CPG | CPG UNITS | CPG SITES | COVERAGE
NAME START END COVERED

SIPATL1_01 [ CHR12 | 83271435 | 83271129 307 30 18 29 0.97

SIPAIL1_02 [ CHR12 | 83271009 | 83270615 395 56 18 46 0.82

SIPA1L1_03 [ CHR12 83271153 | 83270779 375 47 14 28 06

SIPA1L1_04 [ CHR12 | 83270080 | 83270428 349 21 4 6 0.29

SIPAIL1_05 [ CHR12 | 83270409 | 83270632 224 23 9 20 0.87
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Genomic Region on chr19

AMPLICON | CHR TARGET TARGET LENGTH | TOTAL CPG | CPG UNITS | CPG SITES | COVERAGE
NAME START END COVERED

SLC15A3_01 | CHR19 | 10917881 10917498 384 22 10 15 0.68

SLC15A3_02 | CHR19 | 10917462 10918025 564 27 14 19 0.7

SLC15A3_03 | CHR19 | 10916542 10916819 278 6 4 4 0.67
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Genomic Region on chr10
AMPLICON CHR TARGET TARGET LENGTH TOTAL CPG | CPG UNITS | CPG SITES | COVERAGE
NAME START END COVERED
SLC16A7_01 CHR10 124765386 | 124765665 280 8 5 5 0.62
SLC16A7_02 CHR10 124765641 124765952 312 6 6 6 1
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Genomic Region on chr7

AMPLICON | CHR | TARGET TARGET LENGTH | TOTALCPG | CPG UNITS | CPG SITES | COVERAGE
NAME START END COVERED
SLC22A18_01 | CHR7 | 150687363 | 150687780 418 18 13 17 0.94
SLC22A18_02 | CHR7 | 150687727 | 150687902 176 6 4 4 0.67
SLC22A18_03 | CHR7 | 150687877 | 150688224 348 24 15 20 0.83
SLC22A18_04 | CHR7 | 150688187 | 150688576 390 34 15 24 0.71
SLC22A18_05 | CHR7 | 150688306 | 150687880 427 32 20 30 0.94
SLC22A18_06 | CHR7 | 150688984 | 150688549 436 26 16 24 0.92
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AMPLICON CHR TARGET TARGET LENGTH | TOTAL CPG | CPG UNITS | CPG SITES | COVERAGE
NAME START END COVERED

SLC22A2 01 | CHR17 | 12776636 | 12777000 365 6 4 4 0.67

SLC22A2 02 | CHR17 | 12776911 | 12777352 442 12 1 1 0.92

SLC22A2 03 | CHR17 | 12777100 | 12777477 378 10 7 9 0.9

SLC22A2 04 | CHR17 | 12776671 | 12776310 362 4 3 075

SLC22A2 05 | CHR17 | 12776932 | 12776631 302 4 4 1
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Genomic Region on chr17

AMPLICON CHR TARGET TARGET LENGTH TOTAL CPG | CPG UNITS CPG COVERAGE

NAME START END SITES

COVERED

SLC22A3_01| CHR17 12510913 12511136 224 12 10 12 1
SLC22A3_02 | CHR17 12511742 12511975 234 6 8 1
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Genomic Region on chr17

AMPLICON CHR TARGET- TARGE- LENGTH TOTAL CPG | CPG UNITS | CPG SITES | COVERAGE

NAME START TEND COVERED
SLC22A3_03 | CHR17 12699644 12700077 434 25 14 24 0.96
SLC22A3 04 | CHR17 12700053 12700484 432 40 13 24 0.6
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Genomic Region on chr15
AMPLICON CHR TARGET TARGET LENGTH TOTAL CPG | CPG UNITS | CPG SITES | COVERAGE
NAME START END COVERED
SLC38A4_01 CHR15 96885240 96884850 391 31 17 29 0.94
SLC38A4_02 CHR15 96885437 96885173 265 9 8 8 0.89
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AMPLICON CHR TARGET TARGET LENGTH TOTAL CPG | CPG UNITS | CPG SITES | COVERAGE
NAME START END COVERED

SLCO2A1_01 CHR9 102910675 102911115 441 31 21 30 0.97

SLCO2A1_02 | CHR9 102910374 102910739 366 16 4 6 0.38
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Genomic Region on chr7
AMPLICON CHR TARGET TARGET LENGTH TOTAL CPG | CPG UNITS | CPG SITES | COVERAGE
NAME START END COVERED
SNRPN_01 CHR7 67150295 67149898 398 16 11 13 0.81
SNRPN_02 CHR7 67150146 67149901 246 14 9 11 0.79
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Genomic Region on chr16
AMPLICON CHR TARGET TARGET LENGTH | TOTAL CPG | CPG UNITS | CPG SITES | COVERAGE
NAME START END COVERED
SOCS1_001 | CHR16 10785312 10785755 444 35 17 28 0.8
SOCS1_002 | CHR16 10785790 10786184 395 24 15 22 0.92
SOCS1_003 | CHR16 10786320 10786009 312 20 14 20 1
SOCS1_004 | CHR16 10786033 10785789 245 14 10 13 0.93
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Genomic Region on chr19

AMPLICON CHR TARGET- TARGE- LENGTH | TOTAL CPG | CPG UNITS | CPG SITES | COVERAGE

NAME START TEND COVERED
SORBS1_01 | CHR19 40588295 | 40588550 256 28 12 20 0.71
SORBS1_02 | CHR19 40588060 | 40587791 270 14 6 11 0.79
SORBS1_03 | CHR19 40588317 | 40587891 427 42 19 39 0.93
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Genomic Region on chr2
AMPLICON CHR TARGET TARGET LENGTH | TOTAL CPG | CPG UNITS | CPG SITES | COVERAGE
NAME START END COVERED
SRXN1_01 CHR2 151931456 | 151931812 357 37 15 34 0.92
SRXN1_02 CHR2 151931105 | 151931484 380 41 17 39 0.95
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65196100 65196200 65196300 65196400 65196500 65196600 65196700
Genomic Region on chr3
AMPLICON CHR TARGET TARGET LENGTH | TOTAL CPG | CPG UNITS | CPG SITES | COVERAGE
NAME START END COVERED
SSR3_01 CHR3 65196169 65196342 174 21 8 21 1
SSR3_02 CHR3 65196318 65196692 375 35 21 32 0.91
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Genomic Region on chr6

AMPLICON CHR TARGET TARGET LENGTH TOTAL CPG | CPG UNITS CPG SITES | COVERAGE

NAME START END COVERED
ST3GALS5_01 CHRG6 72048131 72047687 445 42 19 32 0.76
ST3GAL5_02 CHR6 72047711 72047244 468 42 8 11 0.26
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AMPLICON CHR TARGET TARGET LENGTH TOTAL CPG | CPG UNITS | CPG SITES | COVERAGE
NAME START END COVERED

STX12_01 CHR4 132440341 132440784 444 42 22 40 0.95

STX12_02 CHR4 132439966 132440221 256 16 11 16 1
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Genomic Region on chr6
AMPLICON CHR TARGET TARGET LENGTH | TOTAL CPG | CPG UNITS | CPG SITES | COVERAGE
NAME START END COVERED
SUCLG1_01 | CHRé 73198629 73199103 475 35 19 22 0.63
SUCLG1_02 | CHRé 73198180 73198427 248 15 9 15 1
SUCLG1_03 | CHRé 73198403 73198655 253 8 7 8 1




SUSD

Susd2

o ]

©

@
o B MouseControl
k= ®
(] .
xr g4
c
k)
=
S <
> o 7
£
° ° ’
= .

S o0 e

[[Stsdzot |
F
T T T T T T
75106700 75106800 75106900 75107000 75107100 75107200
Genomic Region on chr10
AMPLICON CHR TARGET TARGET LENGTH TOTAL CPG | CPG UNITS | CPG SITES | COVERAGE
NAME START END COVERED

SUSD2_01 CHR10 75106747 75106944 198 6 0.86
SUSD2_02 CHR10 75106921 75107209 289 4 4 1
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AMPLICON CHR TARGET TARGET LENGTH TOTAL CPG | CPG UNITS | CPG SITES | COVERAGE
NAME START END COVERED

TCTES3_01 CHR17 15178209 15178661 453 47 23 39 0.83

TCTE3_02 CHR17 15178640 15178754 115 6 5 6 1
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AMPLICON CHR TARGET TARGET LENGTH | TOTAL CPG | CPG UNITS | CPG SITES | COVERAGE
NAME START END COVERED
TERT_01 CHR13 | 73764004 | 73764423 420 17 1 16 0.94
TERT_02 CHR13 | 73764387 | 73764824 438 26 17 19 073
TERT_03 CHR13 | 73764798 | 73765105 308 12 8 9 075
TERT_04 CHR13 | 73764103 [ 73763800 304 4 4 4 1
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14830800 14831000 14831200 14831400 14831600 14831800
Genomic Region on chr17
AMPLICON CHR TARGET TARGET LENGTH TOTAL CPG | CPG UNITS | CPG SITES | COVERAGE
NAME START END COVERED
THBS2_01 CHR17 14831009 14831431 423 12 9 10 0.83
THBS2_02 CHR17 14831407 14831846 440 4 4 0.8
THBS2_03 CHR17 14831156 14830864 293 7 8 1
THBS2_04 CHR17 14831426 14831140 287 7 5 6 0.86
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85762800 85763000 85763200 85763400 85763600 85763800
Genomic Region on chr10
AMPLICON CHR TARGET TARGET LENGTH | TOTAL CPG | CPG UNITS | CPG SITES | COVERAGE
NAME START END COVERED
TIMP3_01 CHR10 85763594 85763782 189 8 5 6 0.75
TIMP3_02 CHR10 85763119 85762819 301 14 6 8 0.57
TIMP3_03 CHR10 85763290 85762868 423 32 15 26 0.81
TIMP3_04 CHR10 85763706 85763265 442 31 17 24 0.77
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16655200 16655300 16655400 16655500 16655600 16655700
Genomic Region on chr1
AMPLICON CHR TARGET TARGET LENGTH TOTAL CPG | CPG UNITS | CPG SITES | COVERAGE
NAME START END COVERED
TMEM70_01 | CHR1 16655201 16655648 448 51 16 32 0.63
TMEM70_02 | CHR1 16655204 16655318 115 13 6 13 1
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AMPLICON CHR TARGET TARGET LENGTH | TOTAL CPG | CPG UNITS | CPG SITES | COVERAGE
NAME START END COVERED
TNFRSF23_01 | CHR7 [ 150871126 | 150871502 377 21 12 17 0.81
TNFRSF23_02 | CHR7 [ 150871795 | 150872243 449 9 8 9 1
TNFRSF23_03 | CHR7 | 150871503 | 150871129 375 21 10 15 0.71
TNFRSF23_04 | CHR7 | 150871714 | 150871480 235 11 9 11 1
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100643000 100643200 100643400 100643600
Genomic Region on chrX

AMPLICON CHR TARGET TARGET LENGTH TOTAL CPG | CPG UNITS | CPG SITES | COVERAGE

NAME START END COVERED

TSIX_01 CHRX 100642935 100643348 414 27 19 23 0.85
TSIX_02 CHRX 100643325 100643537 213 8 8 8 1
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100688800 100688900 100689000 100689100 100689200 100689300
Genomic Region on chrX
AMPLICON CHR TARGET TARGET LENGTH TOTAL CPG | CPG UNITS CPG SITES | COVERAGE
NAME START END COVERED
TSIX_04 CHRX 100688795 100689020 226 16 6 15 0.94
TSIX_05 CHRX 100689021 100689268 248 22 14 20 0.91
TSIX_06 CHRX 100689214 100688803 412 36 15 31 0.86
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AMPLICON CHR TARGET TARGET LENGTH | TOTAL CPG | CPG UNITS | CPG SITES | COVERAGE
NAME START END COVERED

TSPAN32 01 | CHR7 | 150190904 | 150191216 313 1 1 0.33

TSPAN32_02 | CHR7 | 150191295 | 150191577 283 1 1 0.33

TSPAN32_03 | CHR7 | 150191746 | 150191954 209 3 3 1
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Genomic Region on chr4
AMPLICON CHR TARGET- TARGE- LENGTH TOTAL CPG | CPG UNITS | CPG SITES | COVERAGE
NAME START TEND COVERED
TUSC1_01 CHR4 93001296 93001618 323 25 1 18 0.72
TUSC1_02 CHR4 93002387 93002648 262 10 7 9 0.9
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AMPLICON CHR TARGET TARGET LENGTH | TOTAL CPG | CPG UNITS | CPG SITES | COVERAGE
NAME START END COVERED

UBE3A_01 CHR? 66483786 | 66484012 227 10 5 8 0.8

UBE3A_02 CHR7 66484229 | 66483915 315 31 15 27 0.87

UBE3A_03 CHR7 66484798 | 66485049 252 14 1 13 0.93

UBE3A_04 CHR7 66485020 | 66485161 142 4 3 3 075
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Genomic Region on chr19
AMPLICON | CHR TARGET TARGET LENGTH | TOTAL CPG | CPG UNITS | CPG SITES | COVERAGE
NAME START END COVERED
UBTD1 01 | CHR19 | 42055944 42056312 369 34 15 30 0.88
UBTD1 02 | CHR19 | 42056288 42056761 474 49 24 37 0.76
UBTD1_03 | CHR19 | 42056739 42056990 252 28 11 15 0.54
UBTD1_04 | CHR19 | 42055477 42055961 485 37 18 26 0.7
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AMPLICON CHR TARGET TARGET LENGTH | TOTAL CPG | CPG UNITS | CPG SITES | COVERAGE
NAME START END COVERED
UCK2_01 CHR1 169213868 | 169214132 265 22 12 21 0.95
UCK2_02 CHR1 169214107 | 169214324 218 1 5 7 0.64
UCK2_03 CHR1 169214415 | 169214844 430 49 17 28 0.57
UCK2_05 CHR1 169215209 | 169215587 379 23 5 5 0.22
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55162400 55162600 55162800 55163000 55163200 55163400
Genomic Region on chr8
AMPLICON CHR TARGET- TARGE- LENGTH TOTAL CPG | CPG UNITS | CPG SITES | COVERAGE
NAME START TEND COVERED

VEGFC_01 CHRS8 55162418 55162811 394 47 11 19 0.4
VEGFC_02 CHR8 55163152 55162788 365 30 14 26 0.87
VEGFC_03 CHRS8 55163345 55163123 223 23 12 23 1
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113573800 113574000 113574200 113574400 113574600
Genomic Region on chr6
AMPLICON CHR TARGET- TARGE- LENGTH TOTAL CPG | CPG UNITS | CPG SITES | COVERAGE
NAME START TEND COVERED
VHLH_001 CHRG6 113573859 113574165 307 39 15 21 0.54
VHLH_002 CHR6 113574142 113574568 427 41 20 33 0.8
VHLH_003 CHR6 113574612 113574242 371 29 13 20 0.69
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57743600 57743700 57743800 57743900 57744000 57744100
Genomic Region on chr15
AMPLICON CHR TARGET- TARGE- LENGTH | TOTAL CPG | CPG UNITS | CPG SITES | COVERAGE
NAME START TEND COVERED

WDR67_01 CHR15 57743875 57744078 204 15 9 12 0.8
WDR67_02 | CHR15 57743625 57743900 276 25 14 25 1
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91359500 91360000 91360500 91361000 91361500
Genomic Region on chré
AMPLICON CHR TARGET TARGET LENGTH TOTAL CPG | CPG UNITS | CPG SITES | COVERAGE
NAME START END COVERED
WNT7A_01 CHR6 91359590 91360011 422 25 16 25 1
WNT7A_01 CHR6 91359676 91359524 153 4 4 4 1
WNT7A_01 CHR6 91360097 91359656 442 26 11 18 0.69
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91360600 91360800 91361000 91361200 91361400 91361600
Genomic Region on chr6
AMPLICON CHR TARGET TARGET LENGTH | TOTAL CPG | CPG UNITS | CPG SITES | COVERAGE
NAME START END COVERED
WNT7A_02 CHR6 91361050 91361265 216 23 7 16 0.7
WNT7A_02 CHR6 91360938 91360815 124 6 5 5 0.83
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91344300 91344400 91344500 91344600 91344700 91344800
Genomic Region on chr6

AMPLICON CHR TARGET TARGET LENGTH TOTAL CPG | CPG UNITS | CPG SITES | COVERAGE

NAME START END COVERED
WNT7A_03 CHR6 91344317 91344693 377 21 15 19 0.9
WNT7A_03 CHR6 91344738 91344381 358 21 14 18 0.86
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AMPLICON CHR TARGET TARGET LENGTH | TOTAL CPG | CPG UNITS | CPG SITES | COVERAGE
NAME START END COVERED
XIST_01 CHRX | 100677430 | 100677112 319 12 8 1 0.92
XIST_02 CHRX | 100677755 | 100677405 351 23 15 21 0.91
XIST_03 CHRX [ 100678063 | 100677691 373 13 10 12 0.92
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AMPLICON CHR TARGET- TARGE- LENGTH TOTAL CPG | CPG UNITS | CPG SITES | COVERAGE
NAME START TEND COVERED

ZDHHC2_01 CHRS8 41509754 41509510 245 18 12 18 1

ZDHHC2_02 | CHR8 41508911 41508677 235 15 8 9 0.6

ZDHHC2_03 | CHRS8 41509495 41508888 608 77 24 39 0.51
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Genomic Region on chr12

AMPLICON CHR TARGET TARGET LENGTH | TOTAL CPG | CPG UNITS | CPG SITES | COVERAGE

NAME START END COVERED
ZFYVE26_01 | CHR12 | 80397099 80397535 437 21 17 20 0.95
ZFYVE26_02 | CHR12 | 80396458 80396859 402 12 5 5 0.42
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6615000 6615200 6615400 6615600 6615800
Genomic Region on chr7
AMPLICON CHR TARGET TARGET LENGTH TOTAL CPG | CPG UNITS | CPG SITES | COVERAGE
NAME START END COVERED
ZIM2_01 CHR7 6615018 6615152 135 4 3 0.75
ZIM2_02 CHR7 6615124 6615538 415 5 0.62
ZIM2_03 CHR7 6615497 6615821 325 3 0.6
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NAME START END COVERED
ZIM3_zFP264 | CHR7 | 6929171 6929510 340 5 4 4 0.8
ZIM3_ZFP264 | CHR7 | 6929490 6929871 382 1 10 0.91
ZIM3_zFP264 | CHR7 | 6929809 6930205 397 21 12 15 0.71
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: AFM to ASAH2

PRIMER INDEX

IMPORTANT NOTE: WHEN ORDERING LEFT PRIMERS, INCLUDE THE TAG “AGGAAGAGAG” ON THE & END

WHEN ORDERING RIGHT PRIMERS, INCLUDE THE TAG “CAGTAATACGACTCACTATAGGGAGAAGGCT” ON

THE 5 END

AMPLICON NAME

LEFT PRIMER

RIGHT PRIMER

AFM_02 TTATGTATGTGTATGTATGTGAGTGTGTAT TAACCTTTTTCTAAAATTCAAACATAAAAC
AGL_01 TTAGGTTGTTGAATAGGTGGAAGAG CTAACCTATCACTATCCCCTAACCC
AGL_02 TTAGGGGATAGTGATAGGTTAGGGT CAAAACAATAACAATTCCCAAAACC
ALAS1_01 AATTTTTGGGATTATGTTTTAGGTTTA ACAAACAAAACCAAACAAACCCTTC
ALAS1_02 GGAGTTGGAGAGGAGTTTAAATAGAGAG AAATCAACAATAAATCAAAAACTCCCTAAA
ALOX15_01 GTTTTTAGTAAGTGTTGGGGGTTTT TAAAAATTTCTTTAACTTTACCCCC
ALOX15_02 GGTAGAAGGGATTGGATTAGATGTT CCATCTTACAAATAAAATTTTCTCCC
ALOX15_03 GGTATGGGAAAATTTATTTGTGATG AAAACCCCCAACACTTACTAAAAAC
ALOX15_04 TTGGATGTTTTGAAATTTATAGGGA AACATCTAATCCAATCCCTTCTACC
ALOX15_05 GGAGTAAGGGGTTTTAGTAGGAGTG CATCACAAATAAATTTTCCCATACC
ANK_02 TTGTTAGTAGAAGTTTTTGTTGT AAAATTTCACCATAATCCCC

ANK_03 GTAGATGAGTGTGGGGTTAGTTTA CAAATAATCCAAAATAAAAAAAATTC
ANK3_01 GTATAATTTTGTTTAAATGATAGATGAGAA ATAAAAAATCTCCAAAATAATCCAC
ANK3_02 TTTATTGTTGTTTTTTGGGTATATTTAATG CCAACAAAACCCTAATTATTCCTCC
ANK3_03 GGAGGAATAATTAGGGTTTTGTTGGA CTCTCTAAAAAAAACAACCTCCAAAT
APBA1_001 TTGGAAGATTTTTTTAAGTTTTTAGTAA ATCCTCTATCCCAAATCCCTAAC
APBA1_002 GTTAGGGATTTGGGATAGAGGAT CCAAACCTAAAAATAAAACTACTCTCCA
APBA1_003 TGGAGAGTAGTTTTATTTTTAGGTTTGG TACCACCTCCATCCCCTCTACTATC
APBA1_004 GGGTTTTTTTGGAGGGATGATTT TACCACCTCCATCCCCTCTACTATC
APBA1_006 GGTTTGAAAGTTAAGAAAAAGTTTGGAG AATCCCTAATACTCAAAATCCCCAC
APBA2_001 GATTGATTGTGGGGAAGTAGGATAAG CCCCTTAAAAAACACACAAATTCCTAA
APBA2_002 TTTAGTTTATTTTTAGGAATTTGTGTGT TTAAAAAATCAAAAAATTCAAAACC
APBA2_003 TTTTGATTTTTTAAGGTTTTTTTAGAAA ATACCCCTCTACCTCTCCAAAACC
APBA2_004 TTTGGGTAGGTAGAATAGGTGAAGGAG CCCCTCAAAAAAAACTTTCTAAAACC
APBA2_005 GGGATTTGGAATTAGTGTTAAGTAGTTT CCTTATAAAACTCTAAAAAAACAAAAAA
APBA2_006 TTTTGTTTTTTTAGAGTTTTATAAGGTT AAATCCCTTAATTCCCTAAAATCTCTTT
APBA2_007 TTTAAAGAGATTTTAGGGAATTAAGGGA CCAAAAACCCAAATCCCAAATAAA
APC_001 AGGTGAGTAGGTTAGAGATTTAGGATT CTAAAAAAACCACTCCTCACTCCAC
APC_002 GGTGGAGTGAGGAGTGGTTTTTTTA CAAACAATCCTCCCAAAACTCAAAT
APC_003 TTGGAAGGGTTATTTTTTATTTTATTT AAAATCTACCAATTTAATTTCAATTCA
APOM_01 TTGGTGTTTTGTAGTTGAGGGGATT ACCTCAAAATCACTAAATCATACCC
APOM_02 TGGTGGTTTTTAATGTTTGTAATAAGGAGT | AAAATCCCCTCAACTACAAAACACC
AQP8_01 GTATGGATTTATTTGAGGTTAAGGTGAAGA | ACAATAATAAACCCCAAAACCAACC
AQP8_02 TTGTTTTTTGGATATTTTTGGTGAATGT CCAACCTTAACCAAATCCTTAATACCC
ASAH2_01 GGGGGTTTGAATGAGTAGTTGTAGTAG CAATTTAAAAACAATCCCCAACATC
ASAH2_02 TAAAAGGGTTTTGAAGTGTAGGTTGAGA ACAACATCAATCAAAACAAAACCAC




IMPORTANT NOTE: WHEN ORDERING LEFT PRIMERS, INCLUDE THE TAG “AGGAAGAGAG” ON THE 5 END
WHEN ORDERING RIGHT PRIMERS, INCLUDE THE TAG “CAGTAATACGACTCACTATAGGGAGAAGGCT” ON
THE 5 END

AMPLICON NAME

LEFT PRIMER

RIGHT PRIMER

ASB4_01 GTATTGGTTTATTTTTTTTATTTTTGAGAG CTACACCAAAATACATCCCCTAACA
ASB4_02 GAGAGTTTTTGTTGTTTGAGGTTGT TTAAAAAAATACAAAACCCACCTCC
ASB4_03 GGAGGTGGGTTTTGTATTTTTTTA ATACCCTTTAACCCTCAAAATTCAC
ASB4_04 TATTTTGGGATTTTAGGAAAGAAGG TCTCCTAACAACTACCCTTACAACC
ASCL2_01 TTTTGGAGTTTTAATTTATGGGTGT TCAACCTTTTTCAAACCTAAACAAA
ASCL2_02 GGTTTTGTTTAGGTTTGAAAAAGGT ACCCTCTACCTCCCCTACCAAC
ASCL2_03 GTTGGTAGGGGAGGTAGAGGGT CAAAAACCCAAAAACTAAATACAAA
ASCL2_04 TTTGTATTTAGTTTTTGGGTTTTTG TTCCCTACTCTTTCAAACCTTAACTAAT
ASCL2_05 GTTGGTTTTTTGTAGTTTTGGGA AACCCTCTCTCAACCCCTAAAT
ASCL2_06 TTTTGGTGTTTAGTTTTTAAGTTTTAAG CTAATCTAAACCACTCCTCAAACCC
BCL2_01_01 ATTTTGGATTTAGGTGTGTAGATGT CTTCCAACCTAAAAACAACCCAATA
BCL2_01_02 TGGATTATAGGTGGTATAGGGTTGA ACAAAACACATCCAATAAAAAAACT
BCL2_01_03 AATTTTTTAGGGATGGGGTGAAT AACCTTAAAATCAAAACCCAAACTC
BCL2_02_01 TTGTAAATGTTGGATTGAAAAATTG AATTTCCAAATTAAATCCTCACACTC
BCL2_02_02 TAGTTATTTTTTTTAGGAAAAAGAGGGG TCAATCCAACATTTACAAAAATCCT
BCL2_02_03 GAGGTGTTTAGGTTTTTTTTAGT AAATCCTCTTCTAATTAAACTCC
BOLL_01 TGGAGTTAGGAGGTTGTTTGTTTTA CTAACTAACCTTCTTTTCCCTCCC
BOLL_02 TAAAGATAAAGGAAGAGGTGGGTTAAT ACTAAAACCTAAAAACCCCCACC
BOLL_03 GGGAGGGAAAAGAAGGTTAGTTAG ACTAAAACCTAAAAACCCCCACC
BOLL_05 GGAAGTTTTTAGAGGTTATTTTTTG CTCCAAAATCCACTCTTTCCAAC
BRCA1_001 TTTAAGAGAGGTGTTGGATTTTTTGGT CCCACCCTTTATACAAAACTACTATAA
BRCA1_002 GAAGGGGTTGTTTAAGAGAAATTT CTCAAAACTATCTCACCTTTTCTCC

CACNA1G_001

TTTAGGTTTATTTTTTTAATTTATTTGGTT

ACTCAACAAACTCTCTAAAACCCCC

CACNA1G_002

GGGGGTTTTAGAGAGTTTGTTGAGTTT

AACCCCTTAAATCCTACTCCAACTAC

CACNA1G_003

GGTGGGGGTTGGTTTTTTTT

ATAACTCTCCCCCTATACCCCCTC

CACNA1G_004

TTTAGTTGGTTAGAGGATGGATGAGG

ATTCACAATCCAAACTCACTTCTCC

CACNA1G_005

TTGATTTTTTAGATTTTGTTTTAGTTG

CCCCTACCCTCAAAAACATACTACC

CALCR_01 TTGTAAAGTAAAATAGGTTTTAGGTAAGG TCAAAATCTAACTAAAAACCCTCTCC
CALCR_02 GAAGGGGTTGGATTTTTAGAAAGTT AAAACCTCACCTTAACAATACCTA
CAMK1D_01 GGTGGGAGAATTTAGTAGGTGTAGGG CCCATTACCTTAACAACAAACCCC
CAMK1D_02 ATATGATGTAAGGGTAGGATTAAAAGTTGA CAAACAAAAAACATTAAAAAAATCTTC
CAMK1D_03 AGTAGTAGAAAGTGAGGTTGGTAGG TACTTTTTCCAAAAAAAACTACTCTC
CAMK1D_04 GTTTTGTATTTGTTGGGTTTTTTTATT TACTTTTTCCAAAAAAAACTACTCTC
CAMK1D_05 TGGGGGTTTGTTGTTAAGGTAATG TCTAAACCAAACCAACCACCATATC
CD81_01 TGGGGTAGTATTTTGTGGTTAGTTT ACTCCTCACTCTTTATAAACCTCTAAATC
CD81_02 GTTTTTGTTTTAAAGAGATAGTGATTTT CTATCCCCAATAACTACTCACCCA
CD81_03 GGGTGGAGGGTTGTATTAAATGTAT ATACAAAATAATCCCCAAAACAACA
CD81_04 GGTAGAGAAGGGTTGGAGGTTTAGT CCAAAAACCAACTACACCAAATTC
CD81_05 TTAGGAAGTATAGATAGGTAGAGTTTAGGA CTCCCAAAAAACAATAAATTCCC

X3JANI d3dNIdd
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: COMMD1 to DIO3

PRIMER INDEX

IMPORTANT NOTE: WHEN ORDERING LEFT PRIMERS, INCLUDE THE TAG “AGGAAGAGAG” ON THE 5 END
WHEN ORDERING RIGHT PRIMERS, INCLUDE THE TAG “CAGTAATACGACTCACTATAGGGA

GAAGGCT” ON THE & END

AMPLICON NAME

LEFT PRIMER

RIGHT PRIMER

COMMD1_01 GTATGGAGGGGTGTTTTGTAGTGAG CAATCATCCAAATATCTACAATTATCC
COMMD1_02 TGTAGGAGTATTTTTATTGTAGGGGG AACACAACTAACCTATACAATTACCC
COMMD1_03 GGTAAGGTAGATAATTATTGTTTTAGTTGT CATAAACCTACCCATACAATTACCC
COMMD1_04 GGAGGAGTTGTTGTATAGTTAATTTTATT ACCTCTACCTCTCCAAATACACAAA
COMMD1_05 TAGTGATTTTAAAGGAAATTGAGTGG AATAAAATTAACTATACAACAACTCCTCC
COMMD1_06 GGTATAGGGAGGGGTGGATAGTT ACCCAAAACCAAAATCACAAC
COMMD1_07 GGGTTGTGTTTTTTTAAGGTGGTTT TCAAATCTCAAAAATCATTACTTTCA
COMMD1_08 GAGTAAGGGGTTTGTTGGAGAGT AACAAAACCAAAACTATCACAACTTC
COMMD1_09 GGTGAGATTTTTATTGAGTAATTAGTTTGA CCACCTAACTCACAAATCCTAACTT
COMMD1_10 TAAGTTAGGATTTGTGAGTTAGGTGG AAACAAAAAAAATCTACAAAAAACACC
COMMD1_11 ATTTGTAGATAGGAGAAGGTTGGTTG CCCCAAACCAAAATCTATAAACTAA
COMMD1_12 GAGAGTAGGGAGGGTTTATAGAGGAT CAACCAACCTTCTCCTATCTACAAA
COPG2_01 TTGGATGTTTGAGTATTTAATGAGTTG CCCTAAAATTACTAATAAAATTAAACCC
COPG2_02 GTTGTAGGAAGGTAGGTTTTGGGT TCACTCTCCAAAAACTAAAAAAACC
COPG2_03 TATGGAAGGGTTTAGTAGTGGATTG TACAAAAAAACAAACCCTAAATTCTC
COPG2_04 GATTTGGTTTGTAGAGTTTGTGAAG CCCCCAAAACAAATAACTAC
CRYL1_01 ATTTAAGGTTTTTTTTATTGTTTGGTTAAG TAAAATAATCCTCATAAAATTTAAACAC
CRYL1_02 GGATTATTTTATTGGTTGATAAGTTT CTAATCTTCCCTATTTACATCCACC
CTPS_01 TGGGTTGGAAAGAGAGATAGTAGTTGG CAAATAAACAAACTTCAAAAATCCC
CTPS_02 GAGGTTTAGAGGATGTTGGTGATT CTCCCTCCCTTCCTTACCAATAAAC
CTPS_03 GTTAGAGATGTAGTTTATTGGGTAGAA AACCAAACAAAAACCCTCAAAATTC
CUGBP2_01 GTTTTTATTTTAGGAATGAGTG CTACCTTCAAACTAAATTTCCTCCC
CUGBP2_02 AGTTTGAAGGTAGAAGTTATGTTTT CACCTATCCCTACCTATCTC
CUGBP2_03 GAGATAGGTAGGGATAGGTG AATAAAAAACAACACCCCAAAAAC
DAPK1_001 GGGTGTGGGGGTTTTTTAGTTTAG CCCCTTCCTAATACCTACCCAATTC
DAPK1_002 TTTTTGGGTTTATATTTTGAGAGGA TCTAAACTAAAAAACCCCCACACC
DAPK1_004 AGTTTAGGTTGGGGGATTTTTATATTT AATCCTTAAATTCACACTCTAAAAAAA
DAPK1_01 GGGTGTGGGGGTTTTTTAGTTTAG CACCCCTTCCTAATACCTACCCAAT
DAPK1_02 GGAATTGGGTAGGTATTAGGAAGGG CCACCCCTCAAATCAAACAATTTAT
DAPK1_03 TTTGGGTTTATATTTTGAGAGGA ATCTAAACTAAAAAACCCCCACACC
DCN_01 GAAAAAGTTTTAAGGTTATATATTTTGTGT CCCCAACATTAATAAATATTCTCCC
DCN_02 AGGGAGAATATTTATTAATGTTGGG CACCATATTACTACCCAAACCATC
DIO3_01 TTTAAAGTGGAATTTGTTTAGGGTTT CTCTCCCACTAAAAATAACTATTACCT
DIO3_02 GTATTGTTGGAGATTTGGGTTTAGG TTACCCCAAAAAAAACCCCTATAAA
DIO3_03 GGTTTTTTTATTAGGGGTAGTTGT CCTAAACCCAAATCTCCAACAAT
DIO3_04 GGTGTTTTGGGAGTTTAATTTATAG AATTACACCATTACCACCACTAACT
DIO3_05 GTTGGGTTATTTTTATGGGTTTGT CTATAAATTAAACTCCCAAAACACC
DIO3_06 ATAGGGTGAATTTGTGGTGATTTAG ATACACCCTAACCTCTCTCAAAACC

DIO3_07

TGGTATATGATGGTGTTATTTTGGA

CAATTTTAACAACTATACCTAACCACC




IMPORTANT NOTE: WHEN ORDERING LEFT PRIMERS, INCLUDE THE TAG “AGGAAGAGAG” ON THE 5 END
WHEN ORDERING RIGHT PRIMERS, INCLUDE THE TAG “CAGTAATACGACTCACTATAGGGAGAAGGCT” ON

THE 5 END
AMPLICON NAME LEFT PRIMER RIGHT PRIMER
DIXDC1_01 GGGTTTGTTAGTTTGAGTATATGTTTGTAA CCTTTCCCCACCCACCTTATAATA
DIXDC1_02 GTAGTTATTTTATTGAAGTTTTTTTGTAGG AAACATATACTCAAACTAACAAACCC
DIXDC1_03 TTTGGAGGTTTAATAGGTGGTAATGATATT AACTCTTATCCAAAAAAAACAAACCC
DLK1.GTL2_01 ATAGGTTTTTATTGGGTTTTGAGGA ACTCCATAATACATCCTATTCCCTAA
DLK1.GTL2_02 TTTATTAGGGAATAGGATGTATTATGGA CACCTAACCTATACTACAAAACAATCA
DLK1.GTL2_03 TTATGGTATAAGATTGAATGTTTTTGTGGT ACATCCATATATACCAAACCAATACTA
DLK1.GTL2_04 ATAGTATTGGTTTGGTATATATGGATG CCATAACATAAACATAAAAATCCACAA
DLK1.GTL2_05 TTTGGTATAGATTTGGTGTTTTATGG CCACAACACTTATACATAATCAACCT
DLK1.GTL2_06 GATGTGTTGTGGATTTAGGTTGTAG ATCCCCTATACTCAAAACATTCTCC
DLK1_01 GTTTTTTTTAATGTGTTGGGTGTTT ATAAAAATCAAATTTCCCAAAATCC
DLK1_02 AGAAATGGGAAATGTTTTTATTATGG AACCTCATCAAAAAAAATACAACAA
DLK1_03 TTGTGTTTTAGGGATAGGTAGTAAGG CAAATCTCAAAAACCAAACCAAAC
DLK1_04 AGGGGTTGGGATTTTTTATTTTTTA ACCACAACACCTATAATAAACCCCC
DLK1_05 ATGTTTTTTGTTTGTGTTTTTTTGG AAACTCTTTCATAAACACCTTCAAAAT
DLK1_06 GGGGGTATTTGTTTTTAGTATATTTAGG ATACCCAACACCACCAAACTAAT
DLK1_07 TAGAAGTTGTTTGAGAAGTTAGGGG TCTACTACTCTATCCTAACCCAACCC
DLK1_08 GAGAGGGGTATTTTTGTTGAGTTTT CCCCTAACTTCTCAAACAACTTCTA
DPY19L1_01 AATTGTTTTTTGAGGTTTTATTTAGTAA TCTTCCACAAAACTACCTAAACTCC
DPY19L1_02 TTATTGGTTTGTTTTTTTTGGTTTATTTAG CCATAAAATCCAACTATAAAACATTTTCTC
EFEMP1_02 TAGTTATAGGAGGAGGAAAAAGGGA AACACCTAACACCTAATAAACCCAA
EFEMP1_03 TAGTTATAGGAGGAGGAAAAAGGGA AATAACTAAACCCCTAAACCCCAAC
EFEMP1_04 TTTGTGAATTAGGGTATTAAGGGGT TCCACCTCCATCTTCTCTATACAAT
EPHA3_01 AGTATATTATTGATGTGAGGGGGAG TCAAATATAACAAACAAATAACTACCTTCC
EPHA3_02 TGTTTTTTGGGTATTTTAGGGAATAG AACAACCAAACTCCTCCTTATCTCC
EPS8L2_01 GGTAGAATTATAGTTGGTGTGGTGGG TCAAAACCTCTAAAACTCCCTCTCC
EPS8L2_02 GGGAGTTTTAGAGGTTTTGATAGATAGA ATTCTAACTTACCTTCCAAACCAAAC
ESR1_01 TTTGAGGTAGGTAGAGAGAGAGTTTG TAATACCAAAAAAAACCAATACCCC
ESR1_02 TAAGGTTGTTGAGTAGGGAGTTTTG TTTTTCAACCAAAAACTTATCCTTC
ESR1_03 GAAGGTTTATATATTTGAAGGTTTTTAGA AAAATAACCTTCCTCTCTCTCTCCA
ESRRG_01 TAGGTGGGGTGTATAAATAATGGTTGT AAAAATCACCCTCCACACAAAAAAC
ESRRG_02 GTTTTTTAGGGGTGTGTGAGGGTAG CCCCACCTATAAATCAAAATTTCCTTAAC
FADS1_01 GTTATTTTATTTGGGAGGAGGTGG TTCCCTCCTATCCAACCCATACTTAA
FADS1_02 GAATAGTTTGGAGATTATTTTTAGGTTT CCACCTCCTCCCAAATAAAATAAC
FBN1_01 TGTGGATTTTAAAGTTTTAAGAAGGG AAAACCTCTCTACATCAAAACAACC
FBN1_02 GGGAGGTGAGATATTTAGGGTTT CAACTAACCCTCTCTACCTAACAACTACAA
FBX021_01 TTAAAAATGTTTTTGGGAGAATTAGGA CAACTACACCAAACAACTAAAACCC
FBX021_02 GGGTAGGTGTGGAAGGAGTAGTTT CAAAAAACCCAAACTCTAAAAAAAA
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. FHIT to GHSR

PRIMER INDEX

IMPORTANT NOTE: WHEN ORDERING LEFT PRIMERS, INCLUDE THE TAG “AGGAAGAGAG” ON THE 5 END
WHEN ORDERING RIGHT PRIMERS, INCLUDE THE TAG “CAGTAATACGACTCACTATAGGGAGAAGGCT”

ON THE 5 END

AMPLICON NAME

LEFT PRIMER

RIGHT PRIMER

FHIT_01 TTTATTTTAGGGGAGGGTTGAGGTTAG TTTCATTCCAACCACCAAAATCTTAA
FHIT_02 GAAGTGTTGATATTGATATTTGGTTTT TTCTATTCCACTTAAACTTAACTCCC
FOXP1_01 GGGATTAATTTGATATTTTTTATGTAGT ACAAACCCTTTCCCCAAAACC
FOXP1_02 GTTTATAGTTTTAGTTGTTTTGGGTTAT AAATTTCAAAAATTATTTCTTAACAAAC
FOXP1_03 TAGTTGGGGTTGTAGGTTTTTTTGG CTTTTATCTCCCCAACAACTCCTCTTTA
FVT1_01 TTTTGAGTTTTGGAAATTAGGTTGG CCAAACTCCTCCTCTTCCCTTC
FVT1_02 AGGGAAGAGGAGGAGTTTGGG TCAATTATCAAAAATCCAAATCAAC
FzD4_01 GGGTTTGATTTTTATAGTAGGAGAGGAGTT TCTAACAAACACCCCCAATTTACAC
FzZD4_02 GAGAAGAGTAGGTTGGTTGGGTAGG CTCCTACTATAAAAATCAAACCCCC
FZD4_03 TTTGTGTAAATTGGGGGTGTTTGT AATCACTTTCTCAAAAATTATACCCTCAAA
GAD1_01 TGTTGAGTGTATTTTGGATTATTTATAGG ATCACCCCAAAACTACTTCCTTACT
GAD1_02 TGTAAGTAAGGAAGTAGTTTTGGGG ATCACTTCAACCCTTATATATCCTCC
GAD1_03 GGTTTTTTTATTTGGTGTTTGTT ACTAAAATAACCCCAAAACCATTT
GAD1_04 GTTAATTTTTTGGAAAGAAGGAGGT AACAAACACCAAATAAAAAAACC
GAD1_05 GGAGATAGAAGGGAGATTAAGGGTA TTCTTTCCAAAAAATTAACCAAACA
GAD1_06 GGAATTTGGAATAGGGTTTTATTTG TACCCTTAATCTCCCTTCTATCTCC
GATA3_01_01 AGGAGGGAGTAAAAGATTTTTAGGG CCTAAATAAAACCTCATCCTCAACC
GATA3_01_02 AGGATGAGGTTTTATTTAGGGTGG AACATCACAAAAAACCAAATATACC
GATA3_01_03 GGTTAGGTAAGATGAGAAAGAGTGTTTT AAAAAATCCTCCCAACAAACTACTAA
GATA3_02_01 GTTTGTTTTGTTTAGTTAGGGTTTTTG CTAAATAAACCACCATCACCCC
GATA3_02_02 AGATTTTGGTTGGGTAGAGTAAGT AAATATACCTAACCCCAAAAACAC
GATA3_02_03 TTAGGAGTTTTGGTTTGTTTTGTTT ACTCTCCTTTTCTATACCCTTAACTACAA
GATA3_03_01 TAAATAGTTTTTTTAAGAGGAGGGAG AATTTCAAAAAAAATACATTCCCTA
GATA3_03_02 AGGGAATGTATTTTTTTTGAAATTA CTACCTATCCCCTCTACCCCAAA
GATA4_001 GGGGAATTTTATTTGGTTAGTTTTAGT ATTTTAATACCTCCTAACCCTCTCCC
GATA4_002 GGAGAGGGTTAGGAGGTATTAAAATTT TCATCCTTTTAATTAAACCCCAATC
GATA4_003 GGTTTTAGTGTTTTTTGATTTTTTTT ACCCTACCTAACCAACTCCAATTTC
GATA4_004 GATTTTGTTTGTTGGGGGAGTTTT CTACCTAACCAACTCCAATTTCCCA
GATA5_001 TTTTTGGGTGGAATGATAGGGTTAG TCAAAAAAACCTCAACCACAAAACA
GATA5_002 GGATTAGGTAGAAAAGTTTTGATTGTA CTCCAACTAAACACAAACAATTACC
GATA5_003 TTAGAGTTGTTGTTGTTTTAGGAGTGT CTAAACCCCCTCCATCAACTCTTAC
GATM_01 TAGAGTAGTAGGTGGGGGATAGGAT TAACAACCAATAAACCAAACCCTAA
GATM_02 TTTATTGGTTGTTAGGAATAGGTGG TCCAACAAAAAAAACTAAAAAACCA
GBE1_01 GGGTAGGAAGGGGAAGGGATAG CAACAAAAAAATTCAAAAACTCCCC
GBE1_02 AAGATTGTTTGAAAGATTGTATAAA AAAATTCCTAAACTTTTCTACTACAC
GHSR_01 GGAGGATTTTTTTAGGGGATTAGAT CCACCAACATAATAAACAAATTACCC
GHSR_02 GGTTAAGGTGGTGGTTATTAAGGGT ATATCAAAACTCACCAAACATCTTCA
GHSR_03 TTTTATATGTTGTTAGGTTTGGGGT CAATAAATCACTCTCTTCCTTTCATC
GHSR_04 TTGATAAATTGGAAGAGTTTGTAGA CTAAAAAAACCTCCTCAAAAAACCA
GHSR_05 TTTTTATTGTTTGTTTGTGGTTTTG TCTACAAACTCTTCCAATTTATCAAC




IMPORTANT NOTE: WHEN ORDERING LEFT PRIMERS, INCLUDE THE TAG “AGGAAGAGAG” ON THE 5 END
WHEN ORDERING RIGHT PRIMERS, INCLUDE THE TAG “CAGTAATACGACTCACTATAGGGAGAAGGCT” ON

THE 5 END
AMPICON NAME LEFT PRIMER RIGHT PRIMER
GLT28D2_01 GGGGATAAATTATTTAGTTAGAGAAGGT ATACAACTTCCTTTCCTCAAAAAACCC
GLT28D2_02 GGTTGGTTTTTAGGGTTTTTTGAGG CCAAATAACCTCCTATTCATTCAAA
GLT28D2_03 TGTTATTTAGTAGGATGTAGGAAGGAGGTT TCCTCAAACTAAATTAAAACCAAAA
GM1574_01 GGGGGATGATATTTTGTTGGTTTTATT CTCCCCCATACCCCTTATCTAATTC
GM1574_02 GGTTGTTGTTGTTGATGTGATGTTT CTTATCCTAAAATCCTTATTCCCCAATC
GNAS_01 GGGGTTATTTTTTGTAGAGTTAGAGG AACCAACTCAAACTCAACCTCCT
GNAS_02 AGTGATTGGTTGAAGGTGGTATTT AACTCTCCTACTCCATTACTCTCCTC
GNAS_03 TTTAGGGATTTTAGTTTGGTTAGGG AAATACCACCTTCAACCAATCACTC
GNAS_04 GATTGGGTGATAATTTTGGAGTTTA AACTATCTACCAACCCAAATAACCC
GNAS_05 GGGAGGTATTGGTTTTAGGGTTT CCCTCCTACAAAAATTAATCTTCAAC
GNAS_06 TTGATTTTGGGAGTTATTGGATTTA AACAACAACCTACACAAACTTCCTC
GNAS_07 GAGTTTGTTTAGGGAGATTATAGTTAGTT CCCAATAAAAACTCTACCAATCTCA
GNAS_08 TGAGATTGGTAGAGTTTTTATTGGG CAAAAACTAACTTAACATCCATTACTTCA
GNAS_09 TTTAGTTTGAAGTAATGGATGTTAAGTT CCACCTAAATAACAAAAACTACCCC
GNAS_10 GGGGTAGTTTTTGTTATTTAGGTGG AATAACCTAACTCCCCAAACCAATA
GNAS_11 GTTTTTAGTAGGGTTTATTTTAGATTTTT CTCCTCCATAAAATCCTTAACCTTC
GNAS_12 AAGGTTAAGGATTTTATGGAGGAGA CACCCCAAAACAAAATTAAAAATC
GNAS_13 TTGTTAGAAGTTTTAGGGAGGGATT CACACACCAACAACAAACTATCTAAA
GNAS_14 GGGGTTTAAGATGGGTTTTGTT CCCCAACAATATCAACCTCTACTAA
GNAS_15 GGATTTTTAATTTTGTTTTGGGGT CCAACAATTCTAAACTCACCTCAC
GNAS_16 TATGTTTTTTAGGGAGAAAAGTGGT CACACACCAACAACAAACTATCTAAA
GNAS_17 TTTAGATAGTTTGTTGTTGGTGTGTG AAAACCCTAAATATCTAATTTTTCAACC
GNAS_18 GGTTGTTTTAGGTGGTTGGTATTAG CAAAAATTTACTATTACCCTTAAATACTCC
GNAS_19 GAGTATTTAAGGGTAATAGTAAATTTTTGT ATAACCATCTTCAACATAATACCCC
GNAS_20 GGGGTATTATGTTGAAGATGGTTAT AAACTTCTAACACATTCTTCTTCTTCTTC
GNAS_21 TAAGAAGATGGAGAAGAAGTTGTTGGAGT CCTCTATAACAAAAAATTAAACACCCA
GNAS_22 TTTTTTATTATTATTGTTGTGTAGTGTGGA AACAAAAATCCCAACACCCAC
GNAS_23 GAGAAGTAGTTGTAGAAGGATAAGTAGG CACCCTAACCCCTAACACTAAATAAA
GNAS_24 GAGGTTTATTTAGTGTTAGGGGTTAGG CCCCCTAATAACCTTAACCTCTCTT
GNAS_25 AAGAGAGGTTAAGGTTATTAGGGGG TCTTTACTTTTCAAAAAAACCTATAAATC
GNAS_26 GGATAGAAGAAGTAGGTAGTATTATGTAGG AAAATAATTCAAAATCTTTAACTTAACCC
GNAS_27 GTATTTTTAGTGTGGGTAGGGGG CCTACATAATACTACCTACTTCTTCTATCC
GNAS_28 TTAGAAAGTAGGGAGTTTGGAGAAA CAACCCCTCATAAATACTTAACTTCC
GNAS_29 TTATTTGGGAAGTTGAGGTAAGAAG CTAATACCAACCACCTAAAACAACC
GNB4_01 TGGTTTGGGTTAGGGTGTAGG AACTTCAAATTTTAAAACCCAATAA
GNB4_02 GTTTTGTGTGGTGGAGTTAGTTAG CCAAACTTTAAAAACATAATATCAATCC
GNB4_03 TGTGGTTTTTTTGGTTTAATTTTGT ACCACACCCAAAACCCTACAC
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: GNPNAT1 to HOXD1

PRIMER INDEX

Vii

IMPORTANT NOTE: WHEN ORDERING LEFT PRIMERS, INCLUDE THE TAG “AGGAAGAGAG” ON THE 5 END
WHEN ORDERING RIGHT PRIMERS, INCLUDE THE TAG “CAGTAATACGACTCACTATAGGGAGAAGGCT” ON

THE 5 END
AMPLICON NAME LEFT PRIMER RIGHT PRIMER
GNPNAT1_01 GATATTTTTAGGTTTTTTAAGATTTTGTT ACTTTACCCCTAATCTTTACCCCAC
GNPNAT1_02 GGGTAAAGATTAGGGGTAAAGTTTG ATCACCAATCCTATTAATAAACTACATACA
GNPNAT1_03 GTAGGGTTTTGGAGGGTTTAGGAGT CCACCCCAAATTTCATACAATCTAC
GRB10_01 AGGAGTTGTTTATTATTTGGATTATTGT CTCTAAACTCCAAAACCCTTTTTCT
GRB10_02 TGTAATGGTTTAAGTGGTGGGTAGT CAATTACCCCAAATACCCATATCTAC
GRB10_03 TTTGGAGAGGTAATTAGTAAAGGTAGAGA ATACCAAACACTCCCAAATCCC
GRB10_04 GTATAGTTTAAATTTTTTTTGGGTTG ATAAAAAACCTCTCAAACTTCCCTC
GRB10_05 GTGTTTTTTATTTTTGAAGTGGGG TTCTAAAAACAAACCTCAAAAACCT
GSTA4_01 AGTTTGTAGATTTGTGAATTTATTGTATTT CAAAACTATACCCCACCTATAACCTTAACT
GSTA4_02 GGTTTAAATAAGTTTTGAGATAGTGAATAG CTAAACTACTTATATTACTAAATTCCCCC
GTL2_01 TGTTGTGGTTTGTTATGGGTAAGTT ATCCCCTATACTCAAAACATTCTCC
GTL2_02 TTTTAGGAGTTAAGGAAAAGAAAGAAAT AAACAAATCCCATAACTTACTATACACAA
H19.DMR_001 AGTTTTAAGGTAGAAGGGGATTATTT AACTCATAAATCACTCAAACATAACAT
H19.DMR_002 TGAAGGAGTTATTTAAGAAATGTGTGTTGT CCCAAAATCACCCAAATAAAAATTC
H19.DMR_003 TTTTGGGATATTGTTGGGAATGAAT CCAAAAACAACCAAAATTAAAATTTACC
H19.DMR_004 GGGGTTTGAGATTAAAGGAGATTATTT TAAAAACACCTAACCTCCCTACCCAA
H19.DMR_005 TTATGATTATGGGATTATAGATGGTGATAG CCCAAATTCAATACCTCAAAAAAATC
H19.DMR_007 GAGGGGGTTTTTTTGGTTATTGAAT CAAAAATACACACATCTTACCACCCC
H19.DMR_008 GTGGTAGGATTTTTGGTTGGTTTGT AACCCCCTCCAAAAACACAAATATT
H19.DMR_009 TTGGAATTTATAAATGGTAATGTTGTGG CATAAACCCCTAACCTCATAAAACCC
H19_01 TTTGTTTGAGTTAGTTTTTTAGTTTTTTAA ACCACTCCAATTAAAAAAAACCC
H19_02 GGGTTTTTTTTAATTGGAGTGGTTT ACCCTCAAATTCCCATTATAATCATTATAC
H19_03 GGGAATTTGAGGGTATGGGTTTTATATTAT ACAAAACATCTCTCCTATCCCCATTC
HIC1_001 TAGGTTGGGTTTTGGGAATTTTTAG TACTTCCTACCTCAACCTCCTACCC
HIC1_002 GGGTTTTTTTTGGATAGATTTAGGT CCAACTACCTACAAATCCCTAACCTC
HIC1_003 TTTGGGGTTTTAAGTGTTTTTTTTAGA CCCCCAATTTCAACAACCTAATAAC
HIC1_004 GTTTTTGTTTTTTTAAAAGTTGGAGGA CAACAACCACCTCAACAACCTCTAC
HOXA1_01 TTAAGGATGGGGTATTTTAGAAAGG CTTTAATCCCAATACTCCAAATCAA
HOXA1_02 TAGAGGATTGATTGGGAGGAATTAT CCCTTCTAAAACCTACCCTAAAATAAA
HOXA1_03 ATTATTATTAGGGTTATGTTGGGGG AATATACCAACCCCTTTCAAAAATC
HOXA1_04 TTTGGAATATTTTATTTTTGGTAGTGG ACTATACCCCCAACATAACCCTAAT
HOXA1_05 GTAGGAATTAGGGAAGAGGGTTTTA ACCCAACCCAAAAAACTAAACTAAC
HOXD1_01 ATTTAGTTAAAGTGGTTGAGGGGTT TCCCCTCAAAACAAAAACAATACTA
HOXD1_03 GGGGATATAGTTTGAAAGGGTT TAAACTACCTACCCCTAACCACC
HOXD1_04 GGGTTTTGATTAGGGTTTAGGAGTA AACCCTTTCAAACTATATCCCC




IMPORTANT NOTE: WHEN ORDERING LEFT PRIMERS, INCLUDE THE TAG “AGGAAGAGAG” ON THE 5 END

WHEN ORDERING RIGHT PRIMERS, INCLUDE THE TAG “CAGTAATACGACTCACTATAGGGAGAAGGCT” ON
THE 5 END

AMPLICON NAME

LEFT PRIMER

RIGHT PRIMER

HTR2A_01 AAGTTTTTTGGGAATGGTTTTGTA CCAACCCTCCCTCCTAAACTAC
HTR2A_02 TTTTTAGTTTTTTTTGGGGTGTATTT TAAAAACTCCTCCCTTTAAACCC
HTR2A_03 GGGTTTAAAGGGAGGAGTTTTTA CCAAATCACACATTATTTCCAACTC
HTR2A_04 GGGAGTTGGAAATAATGTGTGATT CCAAAACACCTCAAAACCCTAATA
HTR2A_05 GTTATTAGGGTTTTGAGGTGTTTTG AAAATTTCATTCCTTTAACTTTTCA
IGF2_01 TTTAGGATTTAGTGGGTTTGTTGGG CCCTACACAAAAATTAACAACAAC
IGF2_02 TTTGGTGGTTTTTTAAAGGTTGTTA CCAACAAACCCACTAAATCCTAAAT
IGF2_03 TTAAAGTGTTGAGGATAGGGAATTG TAACAACCTTTAAAAAACCACCAAA
IGF2_04 GGTTTGGAGTTTTTAATTTTATAGGT CTTTAAAACCCCACCCAATATAAAC
IGF2_05 GTTTATTGGGGATTGTTTTTGG CCTATAAAATTAAAAACTCCAAACC
IGF2_06 AAATTAGATAAGGGTTTGATTTGGG AACAATACCCAAATTTAAAAAAAAC
IGF2_07 GGGGTAGAGATAGTGAGAGAGATAGA ACCTTTCCTAAACTCCCCTCCTAC
IGF2_08 GGGTTTTAAAATTGAGTTAGGGA AAAAAAACCACAAAAAACTAAAACT
IGF2_09 GGATTTTTTTTAGTTAGGATTGGGA ACACCCCCAATAACTACCCTTAACC
IGF2R_01 AGGTTTTAGGTTGGAGTAAGAGGAG CTAACTTACCTCAATTCCCCAAAAT
IGF2R_01 AGGAGTTAAAGTTTGGTGAGGTTG CCCTCCTATAAAACCCTTCCTTTAC
IGF2R_02 AGATATTTTGGGGAATTGAGGTAAG CAAAACACTAATAAACAATAAAACACCC
IGF2R_02 AGATATTTTGGGGAATTGAGGTAAG CAAAACACTAATAAACAATAAAACACCC
IGF2R_03 GAGGATTTTAGTATAATTTTAATTGTGTTG ATCCTCCCCTTATACAATTTACACC
IGF2R_03 TGAAGATTTTTGGGTTATAAGAAAAT AACACAATTAAAATTATACTAAAATCCTCT
IGF2R_04 GGTGTAAATTGTATAAGGGGAGGAT CCTTCATATACCCCTAAACACAACC
IGF2R_04 GAGGATTTTAGTATAATTTTAATTGTGTTG ATCCTCCCCTTATACAATTTACACC
IGF2R_05 GATAGGAGGATTTAGAGGGTTTTGT AACCCCATTATCTACAACTCAAACA
IGF2R_05 GGTTAAGGGTGAAAAGTTGTATAAGG CTTAACATAACCAAAATCACAACCC
IGF2R_06 TTGTAGATAATGGGGTTAATGGAAG CCCAAAATATACCAACCAATACAAC
IGF2R_06 GGTGTAAATTGTATAAGGGGAGGAT CACCCTCATACATAACCAAAATAAC
IGF2R_07 GGATTTTGTAGATGAGGGTAGGATT CCCCTCCCTTCTCCTCTTACTAAC
IGF2R_07 AAAATTGAGAGTTGTTATAGAAGGGG AAACAAAACTAAAACTAAACTTTTATCCC
IGF2R_08 GTTAGTAAGAGGAGAAGGGAGGGG CCTCCTTATACAACTTTTCACCCTT
IGF2R_08 GAGGTTTGATAATTTTAGGGTTGTTTA CCCTACTTAAAAAATCACATTTCCA
IGF2R_09 GTTTTGTGTAGGTGGGTGTTTTG AAAATTACCACAAAAAAAATCAATC
IGF2R_10 GTTTTTGTTGTTGTTGTTTTTGG ACAAAAACCCAACCTTAACTCTACC
IMPACT_01 TTTGTATTAAGTAGGTTGTTTTAGGG ACAACCAAACTAAAATTAACCAAACAA
IMPACT_02 TTGTTTGGTTAATTTTAGTTTGGTT TCATATAACAATACAACAAAACCTACTC
IMPACT_03 AAGTAGTTTGGTTTGTTTATGAGGT TTCCCATCCTACAAAACTATCACTC
IMPACT_04 GGGTTTGTTTATGTGATAATGTAGTAA CAAACCAAACTACTTAACTAATCTCAA
IMPACT_06 GGGTTTGTTTATGTGATAATTTAGG ACAAACCCTATTCACCTACTACATC
INS2_01 TGTTTTAAGTGTGAAGAAAATTAGGG CTCTTCTCAATAAACCTAACTCCCC
INS2_02 TAATAATTTGGAAGATAGGTTGGGTT CCCACTCTAAAACAATATCCCCTAC

X3ANI d3NIdd
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viii



IQCG to KCNQ1OT1

PRIMER INDEX

IMPORTANT NOTE:

WHEN ORDERING LEFT PRIMERS, INCLUDE THE TAG “AGGAAGAGAG” ON THE 5 END

WHEN ORDERING RIGHT PRIMERS, INCLUDE THE TAG “CAGTAATACGACTCACTATAGGGAGAAGGCT” ON

THE 5 END

AMPLICON NAME

LEFT PRIMER

RIGHT PRIMER

IQCG_02 TTTTTGTATTGATGGAGGTATGAGTT CCCAACAAACCTAAAAAACAAAACC
IRX2_01 GGGTAGTTTTAGTTTGGAGTATAGG TCACCCTAAAAATAACAACCCAAAT
IRX2_02 TAGAGGATTGTAGAAGTGGGATGTT AAAACCCAACCTAACCAAACTAAAC
IRX2_03 TTGTAGGAGGTTTTTGTTGATTAGTG CACACTCTCATCTACATATTCTAATACCC
IRX2_05 GAAGGAGAATAAAATGATTTGGGTT AAAAACTAAACCAACAAAAACACCC
IRX2_06 TTTAAGAAAGGTAGGTTGTTTGAGG ATTAATCCAAAAATCTCACATTCCC
IRX2_07 GTATTGGTTTTAGAGGTTTGGGTA AATAACAACTCCAAAATCACCAAC
IRX2_08 TTTGGTTTTTATTTAGGGAATTTTA TACCCAAACCTCTAAAACCAATACC
IRX2_09 ATAAGGTTAGTTGTTGGAAAATAAAA AAATTCCCTAAATAAAAACCAAACC
IRX2_10 GGGTTTAAGTTTGGTTGTTTGA AATACCCCTACTAACCCAACTTTTC
IRX2_11 GTTTGTAGTGGGATTTTAGTGAATG AACCTCAAACAACCAAACTTAAACC
IRX2_12 GTAGTTAGGAGTGAGGAGTTGAGGA CCCAATTTAACCAAACTAAACTTCA
IRX2_13 GAGTAGGTTGGGTTGGTGGG TTCCTCAACTCCTCACTCCTAACTA
IRX2_14 GTGTTGGTGATTTTGGAGTTGTTAT CCCACCAACCCAACCTACTC
JAG1_01 GGTTTTTTTGTAAGTTTTAGGTGTAGG TTCAAAATTCCCAACAAAATCTACC
JAG1_02 GGGTGAAAAGTTAGGGTTAGGGAGTT TTAAAAAATAATATTATTTTCCAATC
JAG1_03 AAATTTTTTTTAAGGTAATATAGGGTT TATCAAAAAATCTCCACCTCCACCT
JAG1_04 TTGGGGTTTGTAAGGGAGTTTAGG CCCTTTCAAATCAACTACATAAAAC
KCNQ1_01 GTTGGGTTAATATTTTTTTATTTTGTG CTCTAAAATCCTCCAACCTAAAACC
KCNQ1_02 GTTGGTTTTAGGTTGGAGGATTTTA TATCCATAACCAAACAAAACCCCTA
KCNQ1_03 TAGGGGTTTTGTTTGGTTATGGAT TCATAATAACACCAACCCTAAAAAT
KCNQ1_04 GTATTTTATTTATTATTTTGGTGTTGGTT CCCCATCTTTATAACCCAAACTTAC
KCNQ1_05 TGTAAGTTTGGGTTATAAAGATGGG AAATTCTCTCAATTTTTCTTCAACAC
KCNQ1_06 GGTTTGGAGATTTTTGAGTTTTGTA ATAAACAACCTTCCCCAACCTCAAT
KCNQ1_07 GGTTTAGGATAAATATTGAGGAGGA ATAAAATCATATCAACCAACCACCA
KCNQ1_08 AATTGTGGATAAATATGTTGAGGTTG ACTTTTCTCTACATAATCCTTCCCA
KCNQ1_09 TTGGGAAGGATTATGTAGAGAAAAG CCCAATCCAAATACTAAAAACATCA
KCNQ1_10 TGATTTGTAAATGAGGTTTTGTTTG CTATCCTAAATATTCCCAACACCTC
KCNQ1_11 TTTATTTTGGAGAAATGAAAAGAGAAAAGT CAAAACCTCATTTACAAATCAATACC
KCNQ1_12 TTTTGGTAAGGTTATAGGAGGTGAG CTTTTCATTTCTCCAAAATAAAATCTTAAA
KCNQ1_13 AGGTAAGATTTTGGTATAGTTGGTGG ACAAAAACCCATTCTTCTAAACTCC
KCNQ1_14 TTTGTATTTTTAATTGAGTTTTTGAGG TTCTAATAAATCAAAAATCTCCCCC

KCNQ10T1_01

GGTTTGGAGATTTTTGAGTTTTGTA

ATAAACAACCTTCCCCAACCTCAAT

KCNQ10T1_02

TTTAGGTTTATAGAAGTAGGGGTGG

TACAAAACTCAAAAATCTCCAAACC

KCNQ10T1_03

TGGAGAGTTTTTTTGTTTAGTTTGG

CAAAACCACCCCTACTTCTATAAAC

KCNQ10T1_04

GGTTTAGGATAAATATTGAGGAGGA

ATAAAATCATATCAACCAACCACCA

KCNQ10T1_05

ATAAATATGTTGAGGTTGGTGGTTG

AATACATTTTAATCCAATCAAACCC

KCNQ10T1_06

TTGGGAAGGATTATGTAGAGAAAAG

CCCAATCCAAATACTAAAAACATCA




IMPORTANT NOTE: WHEN ORDERING LEFT PRIMERS, INCLUDE THE TAG “AGGAAGAGAG” ON THE 5 END

WHEN ORDERING RIGHT PRIMERS, INCLUDE THE TAG “CAGTAATACGACTCACTATAGGGAGAAGGCT” ON

THE 5 END
AMPLICON NAME LEFT PRIMER RIGHT PRIMER
KCTD15_01 GTAGTTATTTTGGGAATTAGGGGTGTG AAACTATTTTCTCCCCTCCAACCAT
KCTD15_02 TGGTTGGAGGGGAGAAAATAGTTT TAAAATAACAATAATTAAAATCAACCTCTC
KCTD15_03 TGATTTTAATTATTGTTATTTTATTTGATG CTAAAAACATTCTAAATACAAACCTCC
KCTD15_04 GGAGGTTTGTATTTAGAATGTTTTTAGTTG AAACTAAATCCTCTCCCCAAACCC
KCTD15_05 GTGAAAATTTGAAGGTTTATTTTTTTATAG AAACTAATAACTTTCCTAAATCTAAAACC
KCTD15_06 TTAGTTTTTTGGGGGTGATTAAATTG TCCCATCTATAATCTTAAAATATCTACCTC
KCTD15_07 GGAAGTTTTAGGTTTTAAGTTTTGATT AACATTCTACTCACTTCCCTCTACTC
LAMB3_01 TTGTTTAGTTTTGTTTTGAGGGTGG CCTTAACCCCAAACCTACTCCATC
LAMB3_02 TATTTTTGGAGATTTTTTGGTTGGGT CCCCCAAACTTCCCTAAAACTTAAA
LMTK3_01_01 GTTTTTATGGTTGGGGGTTGAG ACAAAACCTCAACTATATTCCCCTT
LMTK3_01_02 GGGGAGGAGGGATAGATAGAGATTA ATACCTCCTCATATCCCAAAAAATC
LMTK3_01_03 GGGGTTGTTTATTGGTTTTGATATT CCCCTCCAAAAATCTATTAATCTCT
LMTK3_01_04 GTATTTTGTTTAGGATGGAAGGGAG AATATCAAAACCAATAAACAACCCC
LMTK3_01_05 ATTTGAGGGAGGGGTTTTTGTAAAG TCCCCATAACTAAAAACTAAAAACC
LMTK3_02_01 AGAGTTTTGGTGAATGGGGAGT AACTAACCAAAAACCATCTCCAAAC
LMTK3_02_02 GGGTTTTGAGGTTGTTTAGGAATA CTCCTCTATTAAACCCCCAATAACT
LMTK3_02_03 GTTTGGAGATGGTTTTTGGTTAGTT CCTAACTCTTCCTCTTAAACCACCT
LRP2_01 GGATAATTTGAAAAAGTTTGTAGTTATTT ACCAAAACCTCCTTCCATCAATA
LRP2_02 GTTTTGGGTAGGAAAGGGAAAGTT CCCTCAAAACTTTCCAAAATAAAAC
LRP2_03 GTTTTATTTTGGAAAGTTTTGAGGG TAACCCCAAAAAAAATAACTACAAC
LRP2_04 GGTTTGGTTTAGAGGGTTTTATGTAT CTACAATCATCTCTCCTAAAATCACC
LRP2_05 TTGTGTTTTTGGGTGAGAGTATGTA CTCCAAACAATACATAAAACCCTCT
LRP2_06 GGGAATTTAGTGGGTTAGGTTTTTT CTTACTCCCCTTTCCCCATTTAT
LRP2_07 AGTGATTGAATAGGATTTTGGAGTG TACATAAAACCCTCTAAACCAAACC
MAGEL2_01 GAGTTGTGAGTTGAGAGTTGTGAGT CCCCCTCCAACTTAAAAACTAAATA
MAGEL2_02 TATTTAGTTTTTAAGTTGGAGGGGG AAACCTAAACCATTAAAACCCCTAA
MAS1_01 TTTGAAGAGGGATTTTGGTTTATGG ATCTAACAAACCTCACCACCCAAC
MBC2_01 GGGTGGAGGGATTTTTAGAGGTAG AAAATCAACTCCCCCACCTAAAAC
MBC2_02 GTGGGAGAGTTTTAAGTTGAGGGGT CTCCCAAAAACTACCCCATAAAACAC
MEST_01 ATATGTTGGGGAGGGATTTTTTTAG CAACAAAAACAACAAACAACAACTC
MEST_02 TTATTGATGATTTTTAGAATTAGGGTT CTAAAACACACCAAACATTACCAAA
MEST_03 GAGTTGTTGTTTGTTGTTTTTGTTG TAAATTACTTCACCACCACCTCCTA
MGMT_001 AGTTTTAGGTTTGGAAGAAGAGGTTTG CAATACCCCAAAACTCACCAACTTAC
MGMT_002 TGTTTGAGTATTAAGATTTGGTATTGA TCTAAAATAAACAAAAAACCAATTTCA
MIRG_02 AAGGTAAGGTTAGTATTAAATGGTATTGA TTTTCCCCCTTAACAAAATACCTAA
MKRN3_01 TTGTATTGTTAATTTTAGTTTTAGTGAAGT ACCTCTACAAACAAAAAACCCAAA
MKRN3_02 GGTTATTTTGGGTTTTTTGTTTGTA CCCCCTCCTCAATTTAAAACTACTA
MKRN3_04 TAGGTAGGAATTAAAGTTTTTAGGGAA CTCCAACAACCTCAAACTAAAAAAA

XAANI d3NIdd
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MLH1 to NESPAS.DMR

PRIMER INDEX

Xi

IMPORTANT NOTE: WHEN ORDERING LEFT PRIMERS, INCLUDE THE TAG “AGGAAGAGAG” ON THE 5 END
WHEN ORDERING RIGHT PRIMERS, INCLUDE THE TAG “CAGTAATACGACTCACTATAGGGAGAAGGCT” ON

THE 5 END
AMPLICON NAME LEFT PRIMER RIGHT PRIMER
MLH1_001 AATTTAGAAGAAATTGTGTTTTGGATGT CCAAACTAATTTCCCATTATACACAC
MLH1_002 AATTTAGAAGAAATTGTGTTTTGGATGT CCAAACTAATTTCCCATTATACACAC
MLH1_003 GGTAAGTGTTGATTGGGTAGTATGAATG TTCCCTCAACTCTCAAAAATAAACCA
MLH1_004 TTTATTTTTGAGAGTTGAGGGAATA ACCAAAAACATATCACCCTACC
MLH1_005 TTAGTGTATGGAGGTGTTGTTGAGAGAG CCACAAAAACCTAATCATCCAAAAC
MLH1_006 GTTTTTAGAAATGAGTTAATAGGAAGAG ATTAAACAACATAAATACCAATCAAAC
MLH1_007 TGGTATTTATGTTGTTTAATTAGTATTTGT TTTCTATCATCTCTTTAATAACATTAACC
MLH1_008 TAATGTTATTAAAGAGATGATAGAAAATTG TAAACCTAAAATAACACACTCTAAAAACTA
MMU_01 GGAGGGTTTTAGTGTAGTGAGAAGTTG CCCAAAAAATATCCCACCAAAAATATAA
MRAP_01 TAAGTAATTTTGTTTTTGGGGTTTA CCCAACCTCTACCTAATCACCTTC
MRAP_02 TGGGGATATATTTAGTTAAGAGGTG CAAACCTCCAAAAACTACTAAAAAC
MTA3_02 GGGTTTTAGATTTGAGTAAGTTGTAAGTA ATAAAAACAAAAATTCAACCACTCC
MTA3_03 TAGTTTTATTTTTAGGGGGATTGAA CCCCTAACTAAATAATCTTTCCCTC
MYOD1_01 GTGGTTATTTTGGGGATTTTAAGTT AACTCCATATCCCAATTCCTAAATC
MYOD1_02 GATTTAGGAATTGGGATATGGAGTT CCTTACAAACCCACAACAAACAAC
MYOD1_03 TTGTTTGTTGTGGGTTTGTAAGG AATATAAAAAACACCCCCACCC
MYOD1_04 GTTTGAGTAAAGTGAATGAGGTTTT TCTAAATATAAAAAACACCCCCACC
MYOD1_05 GGTTTTAGGAGGGTTTTTATGTGTA ACTTTCTTCACCACTCCTCTAACAAA
NAP1L4_01 ATTTAAATTTGAGTTTTTTTGTTGTGG AAACCAAACCTCACTCTCTAAACCT
NAP1L4_02 GAATGGATAATAGAGTTGTTTATTAATTGT CAAAAAAATAATCCCATACCAAACA
NAP1L4_03 GTTTGGGAAGGAAGGGGTTTAT AACCAACTTACCCCAAAAATACC
NAP1L5_01 AGTTTGGAATTTTTTGTTAAATTTGG CAACTACAAAACCTCTCTAAACCAAC
NAP1L5_02 GAGTTGGTTTAGAGAGGTTTTGTAG CAAATATAAAAAAATACAATCTCAACCT
NAP1L5_03 TGATAAGGAATTTTAGGTTTTGGAG CAACTACAACCTCTTCTTCCTCCT
NAP1L5_04 GAGTTGGTTTAGAGAGGTTTTGTAG CAAATATAAAAAAATACAATCTCAACCT
NDN_01 TTTAGATTTTAGTGGTTGGGTTTTG AAACCTATTAAACTACCATAAAACCTTC
NDN_02 GAAGGTTTTATGGTAGTTTAATAGGTTT AAACCATCCTCTTCTAATCCTTCAC
NDN_03 GTTTTTGTTTAGTTGGTGTAGAAGG AAAACTTTAACCAAAACAAACTCCA
NDN_04 GGTTTGTTGGGTTGTTATAGGGT ACAAAAAACCAAAAAATCTTTTACA
NDN_05 TAGGGTAAATTTTATGGTGTGGAGA AAAACCCTATAACAACCCAACAAAC

NESPAS.DMR_001

TTGGATTTTTTGTTTTAGATAGGTGAAGG

AAAACCTCCAAAACATACCAATCTCC

NESPAS.DMR_002

GGTGTGAGAGGTTTGGAGAGTTTATAAG

AACCCCCATAAACCATCCCTTAA

NESPAS.DMR_003

TGGGGGTTTTTGATTTTTTTATTTTG

TAAATCTCAACCACTAACCCACTCC

NESPAS.DMR_004

GTGGGTTAGTGGTTGAGATTTAGTTG

ATCTAACATATCCCTCTTCTCACTACAAA

NESPAS.DMR_005

TTTTTTTTAGGGTTTTGTAGGTTAGATTTG

CCCCTCCTCCTTCTATTATAAACACC

NESPAS.DMR_006

GGGATTTGTAGATTATTTTTGGGTAGG

TTTTCTCAAAATCCTACAAACCAAACC

NESPAS.DMR_008

TAGGTTAGTTATTGGGTTGGGGTTA

AAAATCCCTAACCTTCCCACCTTAC

NESPAS.DMR_009

GTTAAGGTAAGGTGGGAAGGTTAGG

AAACAAAAAAAACCTAAAACCATTTTT

NESPAS.DMR_010

GAGAAGGTTTTTAATAGGAGGGGTTGTAA

AAAAAAAACACACACCTTTCACCATCTA




IMPORTANT NOTE: WHEN ORDERING LEFT PRIMERS, INCLUDE THE TAG “AGGAAGAGAG” ON THE 5 END

WHEN ORDERING RIGHT PRIMERS, INCLUDE THE TAG “CAGTAATACGACTCACTATAGGGAGAAGGCT” ON
THE 5 END

AMPLICON NAME

LEFT PRIMER

RIGHT PRIMER

NEUROG1_001

TTTTTGGGTAGGTTAGGAAAGGAGAA

ACACCAAACTCACCAAAATTAAAAC

NEUROG1_002

AGGTGGAGGTTAGGGGTTGTAGTTT

AACCAAACCCATTCACTCCCTAAA

NEUROG1_003

GGGTTGGTTTTTTGAGTGATGT

CACTTTCTACCAAAACTCCTCCTCC

NEUROG1_004

GTTTTAATTTTGGTGAGTTTGGTGT

CCCTTTAAAAACCTACATCTCTAATCTC

NEUROG1_005

GAGGAGGATTGTGTTAGGTTATAGTTTTTA

AATATCTCAACCAAAACCCAAATATAATTA

NNAT_01 ATAAAATAGTTGGTATGGGTTTAAAAT CCTTAAATACCCTCTTACCACCTAAATA
NNAT_02 GTTTTGGGTGGGAGAGGGTATT AACTATAAAATTTCACAACACACAAA
NNAT_03 GGGGTATTTGTGTGTTGTGAAAT ACCTTTATCTAACTTATTTTTCCTACAAT
NNAT_04 TTTAGGTGGTAAGAGGGTATTTAAGG AATACATACTCACCTACAACAACAC
NNAT_05 GAGGAAAGAGTGTTTAGTTTTTTAGAAG CCCAACCTAAACCTTAAAAATAATCC
NNAT_06 GTTTAGTTTTTGGGAGGTTGGATA TAACAAATAATCACCCTATCACTCC
NNAT_07 TTGAGGGGAGAGTGTTTGAGAGTAGTT CCCCAAAACCCAAATTAAAAC

NR3C1_01 GAGAGGATAATTTGATTTTTTTGGG ATTATCAAATAAAATCTTTAACACTAACCA
NR3C1_04 GGATTTGTATAAAATTTTGAGGGGT CTATAAATAACCCAAATCATTCCCC
NR3C1_05 GAATTATTTTTTTGATAATGAAGATTTTGG AAAACCTTAACTATAACTCCACCCC
NR3C1_06 TAGAGAGGAATTTTTTAATTGAAAGGG AATAAAAAACAACCTATTAAATAAACCC
NTSR2_01 GTGAGAGGGAGGGAGATTAGGTTATTA AAACCCAAAAATAATAAAACCACAC
NTSR2_02 TGGTATTGTTAGTTTTGTTGTTATTGTTGA AACATAAATTTCCCCTTCTACTATACCCC
NUDT18_01 TGAAGTGAGGTTGAAATTTAGGAGAG AATCACAACTCTACACCAACAACCC
NUDT18_02 GGATTTTTAAAATGTTTTGTGTTTAT CCCTCCTCTCCTAAATTTCAACCTC
NUDT18_03 GGTTGTTGGTGTAGAGTTGTGATT AAAAAAAACATATTACAAACCTCTCCTAAT
OSBPL3_01 GGGTGGATTTTGGGAGTTAAAAGTTA CTTTTCTAAAACATAAAAAACAAAAAAACA
OSBPL3_02 AGGTTGGTTTTGATTTTATAATTTTTTTGT CCCCCACCCTACAATAACCTAACTAC
OSBPL3_03 TGGTAGAATTAAGTAGGTTTTTTGTGT CAACCATTCTCTATAATTCAAACTATATCT
OSBPL3_05 GGGTTTTTGGTTTTTTGTTATTGGT AAACTCAAACTCCTCCTCTTAACTCCC
OSBPL5_01 ATTTTTGTGAATGAAGGTAGGTTTT TCCCAAACCTTAAAACTCATCAATA
OSBPL5_02 TTGTTTGAGTTTGGGGTAGATTTAG ACAAACCTAAAATAAACAACTTCCA
OTX1_02 ATTGAGTGATAGGGAGTTGGGTAAT TACTAAAACCCCAAAAAACATCAAA
OTX1_03 TTGGTTGTTTTGGGGATTTTAG AAATAAAACTAAAACAACTCCCCCA
OTX1_04 GAGGTTAGGTTTTGAGAGGAAAAGT CTAAAATCCCCAAAACAACCAA
OTX1_05 GAGGGTAGTAGAAAGGTGATTAATTTTT ATTACAAAATCCCACATACTTTTCC
OTX1_06 GAATATTTTTGGTGAGATTGTTTGG AAATTACTAACACAAAAAAAACCCC
OTX1_07 TTTATTAAATTTATGAGAGAGAGAGAGAGA CACTATAAAAACCAAACTTCCCAAA
PCSK6_01 GAAGGTTATAGGGAAATAGGTATA CCTCAACTTAAACCAAATAAATAC
PCSK6_02 TGTATTGTTTAGTGGTTGGTGTAGA TAAAATACCCAAAACCCTCCC

PDK1_01 GGTATGAGGTTGGTAAGGTTGTTG TAAACAAAACATCCCCAAAAACACC
PDK1_02 GAAAGGGTGTAAAGGGGTGTAATATAG CAACAACCTTACCAACCTCATACC

X4ANI d3NIdd
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: PEG1 to PRKCA

PRIMER INDEX

Xiii

IMPORTANT NOTE: WHEN ORDERING LEFT PRIMERS, INCLUDE THE TAG “AGGAAGAGAG” ON THE 5 END

WHEN ORDERING RIGHT PRIMERS, INCLUDE THE TAG “CAGTAATACGACTCACTATAGGGAGAAGGCT” ON

THE 5 END

AMPLICON NAME

LEFT PRIMER

RIGHT PRIMER

PEG1_01 ATATGTTGGGGAGGGATTTTTTTAG CAACAAAAACAACAAACAACAACTC
PEG1_02 TTTATTAGAATTTGGGGTTTAGGATT CAACAAAAACAACAAACAACAACTC
PEG1_03 TTATTGATGATTTTTAGAATTAGGGTT CTAAAACACACCAAACATTACCAAA
PEG1_04 TGAAGAAAGTTTTTTTATGTGTTAATG TCTTCCAAAATCTAAAAACCAATAC
PEG1_05 GAGTTGTTGTTTGTTGTTTTTGTTG TAAATTACTTCACCACCACCTCCTA
PEG12_01 TTTTTTGTTATAGGTTGGTGTTGTG ACTACAACTACAAACAAAACTTCCC
PEG12_02 GGATTGTTGTAGTAGGAGGAAGTTG TTCTCTTAATCAAAAATAAAAAACCCA
PEG12_03 GGGATGTTTATTTTGTTTATTTT CAACTTCCTCCTACTACAACAATCC
PEG12_04 GGGGATGGGTAAAGTAAGTATT ATCCTAAATAAATCCCTTAATCCCC
PEG13_01 TTTTGAAAATGGTTGGATAGAAGATT TCCCCAAAATTAAAATAACAAAAAAC
PEG13_02 GGTGGTTTGTTAGTTTATTTTATTGAGA ACTTTTTCTATACCTCCTTTTACCCA
PEG13_03 GGGTTGTTATTTTAGTAGAATTATTTTGA AAACTATCACACAAAACCTAAAATCTCA

PEG3.DMR_001

GGTGTATGTTGTAGAGTAGTTAGGTGGT

AAAAACCCTAACAAAAAAATATCCC

PEG3.DMR_003

GGGTGTATGTTGTAGAGTAGTTAGGTGGT

TCCCCCTTTTCCAAACTCTACTTAAA

PEG3.DMR_004

GGAGAGATGTTTATTTTGGGTTGGT

ACCTTATCAATTACCCTTAAAAACC

PEG3.DMR_005

AGAGGATTTTGATAAGGAGGTGTTT

CATACTACAAAACAACCAAATAACC

PEG3.DMR_006

GATTTTGTTTGGGGGTTTTTAATATTGAT

CCACCAACCCAAAATAAACATCTCT

PEG3_01 TGTGATAGGGTGGGGATTTATTTAG TAAAAACTACATTTCCCACAAATCC
PEG3_02 TTTAGTTTGAGGTTTTAGGTTATGGA AAAATCTACATAATAAAACCCTATCCC
PLAGL1_01 TATTTTTGTGGGGATGGAGGAATTA ATCCCAACCCAAACTAAATAACAAA
PLAGL1_02 GTTTATGTAGTTATTTTTTTGGTTGG ACCCAAATTCAAAATTTATCACCTC
PLAGL1_03 GAGGTGATAAATTTTGAATTTGGG TCCCAAAAATTCTTAAAAATCCAAC
PLAGL1_04 TAGTTAAGGGGATGGTTGTATGGA CCAAATTCCTTAACCTCTAACTTACAA
PMM1_01 GGGTTTGGGTTTTATTTTTT ATCCTAAATACCTATACTCTTCTTTC
PMM1_02 GTGTAAGTTTGGAATTGGGGATATT AAAAAATAAAACCCAAACCCTCTC
PPP1R9A_01 GGTATATTGGGAGGAAAAGTAGAGG CCAAAAAACACCTAAAATCCTAACA
PPP1R9A_02 GGTATATTGGGAGGAAAAGTAGAGG AAAATTCAAAAACCTACCCTCACA
PPP1R9A_03 GGTTGATGGGATTAATTTTAGGGT AATCATCCCAATAAACACCACAATA
PPP1R9A_04 ATTTTAGGAGAGGGAGAGAGGGAGT CCTCAACATCTAAAAAACACAAACC
PPP1R9A_05 GTTATGGTTGGGGTGGAGGT CCTCTACTTTTCCTCCCAATATACC
PPP1R9A_06 TGTTAGGATTTTAGGTGTTTTTTGG CTCTCCCCTAACTACACACCCC
PRKCA_01 TGTATGAGGTGAAAGATTATAAATTTAT TCCCTTCAAAACACCAAAACATAC
PRKCA_02 GGTTAATGGGTTTGATGGGAG ATAAACAAAAACCCAAAATTCCAAC
PRKCA_04 GTAGAAGGTGGGTTGTTTGAAGAAG AAACAAAAAATAATTAAAAAAAACCATAAC




IMPORTANT NOTE: WHEN ORDERING LEFT PRIMERS, INCLUDE THE TAG “AGGAAGAGAG” ON THE 5 END

WHEN ORDERING RIGHT PRIMERS, INCLUDE THE TAG “CAGTAATACGACTCACTATAGGGAGAAGGCT” ON

THE 5 END
AMPLICON NAME LEFT PRIMER RIGHT PRIMER
PTEN_01 TAGTTTAGGGGTAGTGATTGGAAGTT AACCCATAAAACTAACCAAAAAACC
PTEN_02 GGTTTTTTGGTTAGTTTTATGGGTT CCTAAAACAAAAACTTAATCCCCTC
PTEN_03 GGGGATTAAGTTTTTGTTTTAGGAG AACCAAACTCAATCTTCAAAAAACT
PTEN_04 GGGGTTTAGTTTTTTGAAGATTGAG CAAAAAACACCCCTAATTAAACAAA
PTEN_05 TTTGTTTAATTAGGGGTGTTTTTTG ACCTCAAAAACAAAATTATCCTTCC
PTEN_06 GGAAGTTGTAGTTATGATGGAAGTTT TCCCAACCCTAACAATAATAACAAA
PTEN_07 TTTGTTATTATTGTTAGGGTTGGGA AAACTTCTTCTACAAAATAAAAATAACTCT
PTEN_08 GAAATTTAGGGGAGATGTGAATGTA ACCTCAAAAACAAAATTATCCTTCC
PTEN_09 GGAAGGATAATTTTGTTTTTGAGGT CTCAACTCTCAAACTTCCATCATAA
PTEN_10 GTTTTTTGTTTTTTAGGTAGTTGGG CAACCAAAAATATCCTTTAAACCCT
RASA2_01 TTGGATGATTGAGTTTTGAGATTTGTTTAT CTCCCTAAAACTCCTCTACCAATAC
RASA2_02 GGGATTGGTGAGATTGGATGG AAACTCACACCCCCTCCTCAAC
RASA2_03 TTTTAGGGTTTTGGGGATTATAGTAGG CCCCATCCAATCTCACCAATC
RASGRF1_01 TTTTAGATTATGGTGTATGGTGTGTG CCTAAAACCATAAAAACCTTCACAT
RASGRF1_02 TTAGGTTTTTGGGATATTTGTTGAA ATATTCTAAACCAAATCAAATCAATTTTC
RASGRF1_03 GAGAAGAGGTTTTAGTTAGGAAGGG AACAAATTCTAAAACAAAACAAACCA
RASGRF1_04 ATTTTGGGATTGTTGGTATAGAAGG CCCCAAAACTAAATAAAAAACCCTA
RASGRF1_05 GTTTTTGTTAAGGTTTTTGAGGGTT TAAATCCTTTAAACCCCATCTTCAT
RASGRF1_06 TAGGGTTTTTTATTTAGTTTTGGGG ATAAATCCTTTAAACCCCATCTTCA
RASGRF1_07 TGAAGATGGGGTTTAAAGGATTTAT AACCTAACCAAAACCAACTAAAACA
RASGRF1_08 ATGATGTGTTTTAGTTGGTTTTGGT AAAATCTCTCTCCCTAAAAATTCCC
RASGRF1_09 AAATTTTAAGGTTTGGTTGGTAAGT ATATATATTTTTCTCTCTCCAAAAAACTAC
RASGRF1_10 GAAAATTGATTTGATTTGGTTTAGAA CCCTTCCTAACTAAAACCTCTTCTC
RASGRF1_11 GTAGGAGTGTAATGGTTATAGGGGG CCAAAAAAACTCTAAATACCTACCAA
RASGRF1_12 AAGGGGTTGAAGGTTTTTGTATTTA CACCTCCTTTCCACAAACTAAACT
RASSF1_001 TAGTAGTGGTTATTGTAGTTAGGAGGA CAAAAACAAAATAACCTAAATCCTCAA
RASSF1_002 GGTTGGAGAAAAGGTTAGTGAGTTTTA TAAAAATTAACCCTACACACCTCC
RASSF1_003 TTTTATTTTTTTTAGGGAGGGAGTGG CCTAAAACAACACAACCAACAATAACT
RASSF1_004 AATTGATTATTGGGGTGTTTATTATGT CCCAACAAATATCCAAAAATACCTAAC
RB1_001 GTAGAGATGGGGGATTAAGGGGAT AACTACCCCTAACCAAATAAAAAAC
RB1_002 GGTTTTTTGGAGATAAGGGAAGATG AAAACTACCATTACTAAACCAACTTTT
RB1_003 GGGTTTTTTTGGTTTTTTATTTTTG AAACAAAACTCCCAACTATTACATC
RB1_004 TTTTTTGTTAGGGATTTGTTATGTGA CCAAAATAAAACCATTAATAACCTTCT
RBP1_03 AGTTTGTTTTAAAAATGTTTGTGGA CAAACTAACAAAACTTACCCTACCC
RHOBTB1_01 TGAGTTGAAGAGATGTGGAAGAGTATT CCCAAAAACTCAAAACACCCTACTT
RHOBTB1_02 GTTTTGGTTTTATGAATGAAATTTAAT AACACAAAAACAACATAACCCAACC
RHOBTB1_03 GGTTGGGTTATGTTGTTTTTGTGTTA AATACTCTTCCACATCTCTTCAACTCACTC
RHOBTB1_04 GGTGATTAGGAGGGGGAGAGTTAGT TAAATTTCATTCATAAAACCAAAACCTAAT
RIAN_01 TGGTTTTAGTTTGATTTAAATATGGG ACATACCTAACATACAACCCCTACA
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IMPORTANT NOTE: WHEN ORDERING LEFT PRIMERS, INCLUDE THE TAG “AGGAAGAGAG” ON THE 5 END
WHEN ORDERING RIGHT PRIMERS, INCLUDE THE TAG “CAGTAATACGACTCACTATAGGGAGAAGGCT” ON

THE 5 END

AMPLICON NAME

LEFT PRIMER

RIGHT PRIMER

RIOK2_01 TTTTTGGATTTAAGAAATATTGAGGTG CCCACTTTTAATACAACAACTATACACTAT
RIOK2_02 TGTGGTTATTTTTTTAGTGGTTTTGTTG TCAAACAAAAATAATTTTTCAACCCCTAA
RIOK2_03 TTTAGGGGTTGAAAAATTATTTTTGTTTG ATCCACAAATCAAAAAACCCTCACT
RNF186_01 GTAGGGTAATTAAGGGAGTAAGATGTTAGA TCACCCTCCACAAAAATACTAAACC
RNF186_02 ATTAGGGTTTTGATTGGTTAGGGGT TCCCTTAATTACCCTACTTATTTCTCC
RNF31_01 TTGGAGGGTAGAGAAGTTGAGTTTGTT AAACCTAAATCCCCTTCCATAAAAC
RPS6KA5_03 TTTTTAGATAGTTATATATTTGTGGGT AAACAAACCTTCCCTCTCCTAACCT
RTL1_01 GGGTTTTAATTTGGGTTTTAATTTG CCCTCTATCCCTAAATTTTAATCTCC
RTL1_02 TATTTGGGGTATTTTTAGGGGAAAG CCCAACTAACAAAATAATAACCAAA
RTL1_03 TGGGGAGTAAAATTAAAATTAAAAGTTATG ACCTAACAAAACACACTTCTAACCC
RUNX3_001 TGGGTTTGAATTTAATTTTTTGAGGT ACTACCACTATCACAAACTTAACCCAACTA
RUNX3_002 TTTGAGGTTTATAGGTGGTTATTGTTATTG AACCAAATAAATCTAAACCCAACCC
RYR1_01 GAGGGAGATGGAATTGTAGGAAGTATGT TCTAAACACCCAATTCACTAAAAAAAAC
RYR1_02 AGTAGGGAAGAGATAGAGAGATTTTTAGAA CTTATCCCATACTTACCCAATAAATATAC
RYR1_03 GAAAGGTGTTGTTTAGTTTATTTTAGTTTT TTCTAAAAATCTCTCTATCTCTTCCCTACT
SASH1_01 AGAAGAAGGGTGATTAATAGGTGGG CCAATATTATAAACTCTACTCCAACTACCC
SASH1_02 TTGGAGTAGAGTTTATAATATTGGTTG CCTACACAAACTCTCCAATAAAAAC
SASH1_03 GTGTAGGGTTGGGTAGGGGATAGT ATCACACTTTATTTTCCAAAAAACCTAACA
SASH1_04 TTTTGGAAAATAAAGTGTGATAAAGTT CATACCCCTTACCTATTTCTTCCAC
SERINC5_01 GGTTTTTAGTTGGGTTGTTGGGTT CCCACAAAATTTCCAAAACTC
SERINC5_02 GAAGTGTTAGAGAGGAAGAAGTTTATTGTG AACCCAACAACCCAACTAAAAACC
SERINC5_03 GAGATTTGGTATTTGAGGGGGTG AAACTTCTTCCTCTCTAACACTTCC
SERINC5_04 GAGTTTTGGAAATTTTGTGGG TACAAAAACAAAAATCTTATCCAACCC
SFRP2_001 TGGTTGGGTTTTAGTTTTTGTTTATTT ACTCCAACACCTCCTTCATAATCTC
SFRP2_002 GTAGTGTTGAGATTTAAAGGTTGTTGT CCAACCAAAATTTTCTTAACCTTTTT
SFRP2_003 AGGGGGAGTAAGGGAGGAGTTAAAT AAAAAAACCCAAACCACAAAAAATCTA
SFRP2_004 GGTTGGATGGTTTTATTTAGGT AACCCCAACCTCTACTCACTCTACTC
SFRP4_001 AGAATTATGGTTTTTGGTTGTGGAG AACTTTCCTACTAAAACTCCAATCTAC
SFRP4_002 GGGTAGTGGAGTGAGTTTTTTTGTTG CACAAACTTTTATCCAAAATCCCAAAT
SGCE_01 AAATTTTGTTAAGTTTTTAGTGGTTAGA CTTAAAAATACAAAACCAATCACTTT
SGCE_02 TTTGGAAAGTTGTAGGAGAGTAATTAAA CTATATTATCCCCTCACCAAAAAAAA
SGCE_03 TTTTATATAGAGAGATTTTAGGAGGGGG CATTCTTAACCTACCTAAACCAACC
SGCE_04 TTAGGATTTGGTTATTGAAGGTTTG CCCCTCCTAAAATCTCTCTATATAAAAC
SGCE_05 TGTGAAGTGTTTATGAGTATTTTGTAG TCAAACCTTCAATAACCAAATCCTA
SGCE_06 TTTTTTGTGTTATTTAAGAGGTTGTAGG CAAAATACTCATAAACACTTCACAC




IMPORTANT NOTE: WHEN ORDERING LEFT PRIMERS, INCLUDE THE TAG “AGGAAGAGAG” ON THE 5 END

WHEN ORDERING RIGHT PRIMERS, INCLUDE THE TAG “CAGTAATACGACTCACTATAGGGAGAAGGCT” ON
THE 5 END

AMPLICON NAME

LEFT PRIMER

RIGHT PRIMER

SIPA1L1_01 GATTTTGGTTTTTTGTAGTATATTTGTAAA TCACCCCCAATAAACTTAAAAATTC
SIPA1L1_02 GTTTTTTTTGGGGAGAAAGAGAAAG TAAACAATTACCTATCCCCTCCCC
SIPA1L1_03 GAATTTTTAAGTTTATTGGGGGTGATG AACTCCTACACAATAATTAATACCC
SIPA1L1_04 GTTTTAGAGTTTTTTTGGTTAAATG CTACACTAACCCTTCTCCCC
SIPA1L1_05 GGGGAGAAGGGTTAGTGTAG AAAACAAATAACTACCCACC
SLC15A3_01 TTGGTGATGGTGGTGAGTAATAAGTTAGA CAAAAAAACCAAAATATCTACCCCTC
SLC15A3_03 GGGTTTTGTTTTTGTATTTGTGAAGG AAACCTTCCTTTCAATTTCACTCCA
SLC16A7_01 GTTATTTGGAGAGAGAGAGAGAAGT TTAACCCTAACTATAATTTAAACCC
SLC16A7_02 GGGTTTAAATTATAGTTAGGGTTAAAAAGG CAAAATAACAACCCACATCCACTTC

SLC22A18_01

TGGAGAGGGAATAATATTAGATAGGAGAT

CCACCTAAAAACTTAAAAACTACACCC

SLC22A18_02

GGGAGAAGATTGAGTTAGGAGTTGT

TCATACCTCCCAATAAAAAAAACTT

SLC22A18_03

GAAGTTTTTTTTATTGGGAGGTATGA

AAAAAACTATTTTTCCACTCCATCC

SLC22A18_04

TAGTTTATTTTGAGGATGGAGTGGA

CTTCAAACAATAAATAAAAAACAACC

SLC22A18_05

TTTGTTTTAGGTATGGAAGAAGAAG

ATTTTCCCCACTAAAAAACATAACC

SLC22A18_06

TAATTTGGGTGATAAAGTTTGTTGG

CAAACTACCCCTTACCCATTACTTA

SLC22A2_01 GGAGTTTGGAGGTGATTTTAGATTT AACTTCCCTCAAACAAACCAACT
SLC22A2_02 ATTTTAGGGTTTGTTTTGGGTATTT TCCTCTACTAAACTCCAACCACATC
SLC22A2_03 TTGTAATTTTGTAGGTGAAGTTTTAGGA CCAAACTAAACAATAAATCCACACA
SLC22A2_04 AATGTGTATTAGGGTTTGGGGTTAT CTATTTCCCTAACAAAATCCCCTTA
SLC22A2_05 TGTTTAGAGTAGGTTTTGGAGTGTG ATCCAAAAACTTAAAAATAACCCCA
SLC22A3_01 GGATTTTTGATAAGGAATTTTGTTTG CCTACTACAAACAACCCCAACTTAC
SLC22A3_02 GTATTGGTTAGTGGTAAATTAGGTGT AAATCTACAAAAAACCCACACTTCC
SLC22A3_03 TTGAAATTATGGTTTTTAAAGGTGG TATAATCTTCCTAAACAACCAACCC
SLC22A3_04 GGGTTGGTTGTTTAGGAAGATTA TCAATAAACTCTAACTTAAAATATCCCTTT
SLC38A4_01 GGGGTTTTTATGGAGGGATTT AAATTTTTCTAACCACCTTTCCCTA
SLC38A4_02 GATTTTAGAGGAGAGGGAAATTGAT ATCTCCAAAAAAATCCCTTCAC
SLCO2A1_01 ATTTAAGATATTTGTTTGGGGGAGG TCCTAAATTATATCACCCACTCTACC
SLCO2A1_02 TGTTTTGGATAATTTTAAGAGTTATAGAGA AATATCAAAAATACTACTAACCCCC
SNRPN_01 TGTGATGTTTGTAATTATTTGGGAG CTAAAATCCACAAACCCAACTAACC
SNRPN_02 TTTTTGGTAGTTGTTTTTTGGTAGG AAATCCACAAACCCAACTAACCTT
SOCS1_001 GGAGGATTAGGGTTTAGGGT AAAAAAACCTCAAAAATCTAAAAAAAA
SOCS1_002 ATTTTTTTATATTGGGATTTTTGGGGT AAACCCAAACCAAAACCAAACC
SOCS1_003 GAGTGAGTTTAGGTTTTTGGGAATTTA CAAACAACTCCTCCCTACCAAAATC
SOCS1_004 GATTTTGGTAGGGAGGAGTTGTTTG CACCTTCCCACATTAAAACCTCTAAAA
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IMPORTANT NOTE: WHEN ORDERING LEFT PRIMERS, INCLUDE THE TAG “AGGAAGAGAG” ON THE 5 END
WHEN ORDERING RIGHT PRIMERS, INCLUDE THE TAG “CAGTAATACGACTCACTATAGGGAGAAGGCT” ON

THE 5 END
AMPLICON NAME LEFT PRIMER RIGHT PRIMER
CY) SORBS1_01 TTAGTTTTTTATTAGTATGGTTTGGAAT ACCCTTATAAAAACCACAAAACCAAC
& SORBS1_02 AAAGGGTTAGTTGTTGGAAGGATTTG CCACCCACACTACAACCAAACTAAA
; SORBS1_03 AGGTTATGTTAATGAGGGGTTGGT AAAACCTAAAATCCCCAAACCTCC
I_ SRXN1_01 ATTGGTTATTAAGGAAGAGGTATGGGGT AACCCCATAAAAAACTCAACCAATC
9 SRXN1_02 GATTTATTTTTTTTGGGTAGATTTGAT AACCCCATACCTCTTCCTTAATAACCA
(D SSR3_01 GAGAAGGGTAGTGTATTAAAAAGAGATTT TCTACCATCCCCATCTATAAACTTC
m SSR3_02 GAAGTTTATAGATGGGGATGGTAGATA CCCTTCATTCTTTATAACATTAAAAC
m ST3GAL5_01 TTTTAAAGTAGTTAAGGGAGATATTGAGTT CCCTCCCTAACATACACACAAAAAC
O ST3GAL5_02 GTTTTTGTGTGTATGTTAGGGAGGGA CAAACCCCTTAATTCCCCAACTC
(./). STX12_01 GGGTTTAGTAGTTGAGAGGAAAAT TCCCATTCCATACTCATACATTCAC
>< STX12_02 AGATAGGGGTGTGGATTTAAAGGGT AAACTTCAACAACATCATCC
LIJ SUCLG1_01 GTTTTGAGAGTGTTATTGGGGGATG TCCCAACAAAATTCATCCTAAACCT
% SUCLG1_02 GGAGGATAAGAGGAGTATAATTTTTTTTGT ATATAAAACAACCCATAAAAAACCC
— SUCLG1_03 GGGTTTTTTATGGGTTGTTTTATATATTGT ATCATCCCCCAATAACACTCTCAAA
m SuUsD2_01 GGTTTTTGTTTGGTTGGTTAGGTTT CAACCCCTCATTCTCACACAAAAT
LIJ SUSD2_02 ATTTTGTGTGAGAATGAGGGGTTG CATCAAAAATAACCCAATCTCAAATCC
; TCTE3_01 GTTTTATTTAAAGGGTGGGAAGGTTGT TCCTAAAACAACAACTCAAAATAAAAAATA
m TCTE3_02 ATTTTGAGTTGTTGTTTTAGGAGTT CACAATATTCTATAAATTAACTTCCCC
D— TERT_01 GGTTGGAGTAGTTAGTTTAGGAATAGG TACTTAAAAAACAACCAAAACCCAA
TERT_02 ATTTTTAGTGGTTTGGGTTTTGGTT ACCACCAACTCTTTCAAAAATAACA
TERT_03 GGTGTTATTTTTGAAAGAGTTGGTG ACAAAAAAAACCCACACACCTAATA
TERT_04 GAGGTTTGGGTAAGTAAAGAAGTTT AACCACTAAAACAATAAAAAAAACTAAC
THBS2_01 TTAGTATTTTGTTTGTTTTGAGGGG CAAAATAAAAAATCCCAACCAATCT
THBS2_02 AGATTGGTTGGGATTTTTTATTTTG ACTAAATTTCTAAACTACCCCCACC
THBS2_03 GATTGATAGGTTTTTTGGGGAAAG CCACTAAACTAAATATCAAAAAACACAA
THBS2_04 TGGGGAGTTTTAGTTAATTTTGTTG CAAAAAACCTATCAATCAAACACAT
TIMP3_01 TTATTATGATTTTTTGGTTTGGGTT CTACAAAACATCTCCCCACACA
TIMP3_02 TTTTATAGGGAATAATGTAGTTGTGGGT TCTTACTCCCTACTCTCTCTAAAAAAAA
TIMP3_03 TTTAGGGTTGTAGAGTGATATAGGGG AAAACTTCCTTCTTAACTTTTTCCAA
TIMP3_04 GTAGAAGGTATTTTGGGGATGGTT CCCCTATATCACTCTACAACCCTAA
TIMP3_05 TTTAGGGTTGTAGAGTGATATAGGGG AAAACTTCCTTCTTAACTTTTTCCAA
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IMPORTANT NOTE: WHEN ORDERING LEFT PRIMERS, INCLUDE THE TAG “AGGAAGAGAG” ON THE 5 END

WHEN ORDERING RIGHT PRIMERS, INCLUDE THE TAG “CAGTAATACGACTCACTATAGGGAGAAGGCT” ON

THE 5 END

AMPLICON NAME

LEFT PRIMER

RIGHT PRIMER

TMEM70_01

ATTTATTAGGTGGAGAAGGTTGTAGGT

CTAAAATTCCCAAACCCCATACTAC

TMEM70_02

TATTAGGTGGAGAAGGTTGTAGGT

ACAATAACCCCCACAAAAAC

TNFRSF23_01

TTTGAGATTTTTTATGTAGATTAGGTTG

AACAAAAACAAAAAAATAACCAAAC

TNFRSF23_02

GGAGTTTTATTTTAAGTTGGTGGTT

AAATAAAATTACTTCAAACTTCCCCA

TNFRSF23_03

AAGTAGAGGTAGGGGAATGGTTAAG

AAAACTCCTTATATAAATCAAACTACCCA

TNFRSF23_04

GTTGTTGTTGTTGAATTTGTTTTTG

TTAACCATTCCCCTACCTCTACTTC

TSIX_01 AGGTTTATGTTTTGTTTTTTTAAGTTTTG TAAACATCTACCCTCTCCTTAACCC
TSIX_02 GGTTAAGGAGAGGGTAGATGTTTA ACACTTTACCACTATCCCACTATCCC
TSIX_04 GTTGTTGGAGTAGTTATTTAGGGAT AACCAATTTCTCCACTCTCCTTATTAAA
TSIX_05 AATTAATGAATATGTTTTGGTGAGTG CTAAAAATAAACCTCCCCAACCTAA
TSIX_06 GGGTATTGATTATTTATTTATTGTGGG AACAACCATTTAAAAACAACCTAACAA
TSPAN32_01 TGGGGAATTATAGAAGGGAGGAGAG CACCAAAAACCCAAAACCAATCTA
TSPAN32_02 GGTTGGTTGGTGATTTAAGAGTGTGTA ACTCAACTCCTCTCCTCTCCTCTCC
TSPAN32_03 TTTGTTAGGGTGAGGGGTTTTTGTA CCACTCCACAACCATTTCTAATCTC
TUSC1_01 TTTGTATAAGTGGGAATTGGGAAAT TCCTACAACTACACCTAAAACAACAAA
TUSC1_02 GGAAAGTTTTGTTTTTTGTTGG AAAACCTCATAACAAATACAACCCA
UBE3A_01 GTTTTGTTAGGTTGGGTAGATTTGTT CAACTCTATAAAACCCTCCTCTAACTC
UBE3A_02 GTTTTTTGGAGTTATTTAAAGAGGA ATACTAACCAACTTCCACCCAACC
UBE3A_03 GTGTTAGGATTAGGTTTTGGTGGTT ACACACATCTAAATATATCTTCCCCA
UBE3A_04 TTGGTGGGGAAGATATATTTAGATG CTAAATCCTACCAAAAACAACACAC
UBTD1_01 GGGAAAAGTTAATGAGAAAATTAGATT AACTCCTAAATCTCCCCTAAAAAAC
UBTD1_02 GTTTTTTAGGGGAGATTTAGGAGTTTT ATCTAAAAACATTTCCTACCCCC
UBTD1_03 GGGGGTAGGAAATGTTTTTAGAT CCATAATCCTACACTACTTTTTACAAATC
UBTD1_04 TGTTTGTTATATTTGTAGTTATTTGGTTAG TTCTCATTAACTTTTCCCAAAATAC
UCK2_01 AGGAGAAATGGGTTGGAAGTTAAAATT ACCCTCCCAAATAATTCTTTCTTTACTC
UCK2_02 GTAAAGAAAGAATTATTTGGGAGGGTTTTA TCAATCTCAATAAAAAAATTATACAAACT
UCK2_03 GTTTTGTAATTTTTAGGTGGGTTTT TATCAATTACAACCTACCACC

UCK2_05 GTGGGGTTTATATTTTAGGTAGAGGTTAG AAATCTAAACATTAATTCTCCATCTTCATA
USP29_08 GGAAGTTTATGTAAATTTGTGTGGTG TCACATATCAAAATCCACTCACCTA
USP29_09 GGGAGGTTTTTTTGAGGTTTGTA CCACTAACAAATTTAATAACCCCACT
UsP29_10 GTTTGGTGATAGGGAAATTGGTT CCATAACCTCAACACTTTAATTCCA
VEGFC_01 GGAGGGAGTAAGTTTTTTAGGGAAAGAG TAAAATAATTAAACCCAATCACCCC
VEGFC_02 AAGAAGTATAGTAAGTGTATGGTGGATGGA AAATAACTAAACTTAACCACCCCACCC
VEGFC_03 ATATATAGTTTAGGATTTGGGAGTTT TCCATCCACCATACACTTACTATACTTCTT
VHLH_001 TTAATTGTAGGAGGTGGAATTTATAAT CCTCCTCTAAACTAACTACCTTCC
VHLH_002 GGAAGGTAGTTAGTTTAGAGGAGG CCTCCAAATTATCATCACCAAAACA
VHLH_003 ATAGGTTGGTTTTTGTTTGTTTATATA ACCCTCTCAAATCATCTTCTACAACC
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IMPORTANT NOTE: WHEN ORDERING LEFT PRIMERS, INCLUDE THE TAG “AGGAAGAGAG” ON THE 5 END
WHEN ORDERING RIGHT PRIMERS, INCLUDE THE TAG “CAGTAATACGACTCACTATAGGGAGAAGGCT” ON

THE 5 END
AMPLICON NAME LEFT PRIMER RIGHT PRIMER
CY) WDR67_01 GAGTATTGATTTGGGTAATAAGGAGAG TAAAATCCCAACCCAAAAATACAAC
2 WDR67_02 GGTTGTTTTTATTGTTTAGAGTGGAGG TCTCCTTATTACCCAAATCAATACTCTACA
KI WNT7A_01_01 GTTTTTAGTGAGTTAATGAGGTGTTAGG CAACCCCACCTCTCTAAAATAAAAT
O WNT7A_01_02 TATTAAAGATTGGAGTAGGGGAAAG AAACCTCCCTCCAACTACCCTA
: WNT7A_01_03 TGGGAAGAATTGGATTTAAGGTTAG CCCCTACTCCAATCTTTAATATCTCC
@ WNT7A_02_01 TATGTTTAGGTTGAGAAAGAGGTGG CTCTAAAACAATCTCCAATACCTAAC
m WNT7A_02_02 GTAGTGGGAGGTGTAGGAATTTTG TCCCTAACTCTAAAATCCTTAAAATAACC
D WNT7A_03_01 GAAGGAAGTTAAGTGTAGTATTGGG TCTACTCTTCTACCCCCAAAAAATC
; WNT7A_03_02 TGTTTTTGTTAGAGGGTTTTTTAGA CAATATCCTCCCTACAACCTACCTT
>.<. XIST_01 GTAGAGGATTAGGGGATAGGGTTTA CACATTCAAAAACATATACCACCTCT
LIJ XIST_02 TGTTGTGTGAGTGAATTTATGGTTT CTAAACCCTATCCCCTAATCCTCTA
D XIST_03 GGGGTTATGGATATTTGTTTTTTGT CCTAAACACCCACTCAATTTAAAAAC
Z ZDHHC2_01 ATAGAGTGTAGGAGGTTTTTAGGAGGT CCAACTATACATAAATAAATAAATACCC
m ZDHHC2_02 GGGATTGTGATGAGAATTGATATT CAAATACAAAAATAAAAACCTAAAC
LIJ ZDHHC2_03 GTAGGATTAGTTTAGTAGTAAGTTGATGAA AATATCAATTCTCATCACAATCCC
2 ZFYVE26_01 TAGGGGATTAATTTGGGATTGAATTG CACAAATATTCCTAACCCCAACTCC
m ZFYVE26_02 GTTTATTTTAGTAGAATGGGATATTGTATT AAATCAAATTAAACCCAAAACAATCATTAA
D— ZIM2_01 ATTTATTTGGTTTTTTGAAGGTTTT CCCACCCCCACTAAATAAAAATTAC
ZIM2_02 TAGGGTAATTTTTATTTAGTGGGGG ATCCTAAAAATTCATTTCAAAACCA
ZIM2_03 TTAGGTGATTATTTGAATGGTTTTGA CAAAAATCCATCTTTAACCCTCTCT
ZIM3_ZFP264_01 GTTATGTTTGGTTGGAAGTTGAGAA ACAAAAATATAAATCCCAACACTCA
ZIM3_ZFP264_02 TGTTGGGATTTATATTTTTGTATTGA TCCTAAAAAATATCCCTTAACTCCC
ZIM3_ZFP264_03 TGGTTTTAGTATTTTGGTTTTAGGG TCACATATCAAAATCCACTCACCTA
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