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ABCEI c.3435T>C (ABCBI1, NM_D01348946.2:c.3436T>C, rsl045642) MG2

Aldolase, fructose-bisphosphate B, (ALDOB),- AldoB 149
ALDOB,NM_000035.4:c.448G>C, rs1800546) - AldoB 174
ALDOB,NM_000035.4:c.524C A, rs76917243) - AldoB 334
ALDOB,NM _000035.4:c.1005C»G, rs78340051)

MG

beta-fibrinogen g-455a (FGB, NM_005141.4:c.-463G2 A, rs1800730) MGl
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BRAF p.VE00 (BRAF, NP_004324.2:p.VE00E[K), - BRAF VGOOE (BRAF,
NM_004333.6:c.17997>A, rs113488022) - BRAF VE0OK (BRAF, MG2
NM_004333.6:¢.1798_1789delinsAA, rs121913227)

c-KIT p.DBIEV (KIT, NM_0002322 3:c.2447A>T, rs121913507) MG2

61

61

66
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CETP B1/B2 (CETP, NM_000078.3:c.118+278G>A, rs708272) MGI

CollAl 5P1 (CollAl, NM _000088.4:c.104-4416>T, rslB0001Z) MGl
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CYPIC8*3 (CYPACE, NM_000770.3:c.11964>G, rel0508681) MGE2
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CYP3A4*22 (CYP3A4, NM_017460.6:¢.522-191C»T, rs35599367) MG2

CYP3A5*3 (CYP3AS, NM_D00777.5:c.218-237A>G, reT76746) MGl
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Cytochrome P450 2B6, (CYP2EE),- CYP2BE*4
CYP2B6,NM_000767.5:c.785A2G, rszz?sm] - CYP2BE*9
CYP2BG NM_000767.5:c.516G:T, r|3'.-"4'52?4} - CYP2B6*6 ME2
CYP2BG,NM_000767.5:c.785A>G, rs2279343 + NM_000767.5:c.516G»T,
rs3745274)

DPD activity score according to CPIC MG2

L]
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DPD activity score according to DGHO MG2
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ESR1 (estrogen receptor 1), PIKICA {phosphatidylinositol-4,5-
bisphosphate-3-kinase catalytic subunit alpha) - p.E380Q (ESR,
NM_000125.4:c.11386G>C, rsl057619827) - p.L536R EESRI,
NM_000125.4:¢.1807T2G, rs1057519717) — p.¥Y537N (ESR1,
NM_000125.4:c.1609T > A, rs2152506534) - p.YS37C (ESRY,
NM_000125.4:c.16104>G, re2162606541) - p.¥Y5375 {ESR'I,
NM_000125.4:c.1610A>C, rs2152506541) — p.D538G (ESRI, LBbcp2
NM_000125.4:c.16134>G, rs1585254649) - ESR1 exons 3-7 (ESRY,
NM_000125.4), specifically covering at least codons 310-547. - p.ES42K
(PIK3CA, NM_DDG218 4:c 1624G >4, rs121913273) — p.EGA5K (PIK3CA,
NM_006218.4:c.1633G> A, rs104886003) — p.HI047R (PIK3ICA,
NM_006218.4:c.3140A>G, rs121913278) - PIKICA exons 8, 10, and 21 (PIK3CA,
NM_006218.4), often referred to as exons 7, 9, and 20

£SR1 (estrogen receptor 1), PIK3CA (phosphatidylinesitol-4,5-
bisphosphate-3-kinase catalytic subunit alpha) - p.E380Q
Ezsnwu_anuus.d:c.u 38G>C, ra1057519827) - p.L516R
ESR1,NM_000125.4:c.1607T*G, rs1067519717) — p.¥537N
ESRI,NM_D00126.4:c.1609T> A, rs2152606534) — p.Y537C
ESR1,NM_D0D125.4:c.1610A:G, rs2152506541) — p.Y5375 LBbep!
ESR1,NM_000125.4:c.1610A>C, rs2152506541) - p.D538G (ESRI,
NM_000125.4:c.161343 G, rs1S85264649) - p.EG42K (PIK3CA,
NM_006218.4:c.1624G>A, rs121913273) — p.ES45K (PIK3CA,
NM_006218.4:c.16336G>A, rs104886003) - p.HI047R (PIK3ICA,
NM_006218,4:c.3140A>G, rs121913278)
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Factor VIl (R3534Q) (F7, NM_019616.4:c.1172G > A, rs6046) MEl

FSAP Marburg-1 (HABPZ, NM_004132.5:c.1601G>A, rs7080536) MG
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FV-Cambridge (F5, NM_000130.5:c.10016>C, rs118203906) ol
FV-H1299R (F5, NM_000130.5:c.3980A>G, rs1800595) ol

FV-Hong Kong (F5, NM_000130.5:c.1000A>G, rs118203805) o
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EXIl c46t (F12, NM_000505.4:c.-4T>C rs1801020) mal

FXIII V34L (F13A1, NM_000129,4:¢.103G>T, rs5985) MGI
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GPllla (ITGB3, NM_000212.3:c.176T3C, rs5918) MGl
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1288 (C/T polymorphism) (IFNL4, NM_001276254.2:c.151-152G>A,

rs12979860) i

IL6 G(-174)C (IL6, NM_000600.4:c.-237C *G, rs1BO0TS5) MG2
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61

66

66

ITGA2 Gplalla CBO7T (ITGAZ, NM_002203.4:c 759C>T, rsl126643) Mot

65

KRAS proto-oncogene, GTPose (KRAS),KRAS p.G12/p.G13
(KRAS,NP_004576.2:p.612[G13) — KRAS p.G12
KRAS,NM_D04985.5:c.34G>T>C24, rs121913530) = KRAS p.GI12
KRAS,NM_0D4985.5:c.356:T:CA, ummasns} - KRAS p.613
KRAS,NM_004985 5:c.37G>T>C A, rs121913535) - KRAS p.G13
KRAS,NM_DD4985 5:c.38G:T>C*A, 5112445441) KRAS p.6G12
(KRAS,NP_004976.2:p.G12) - KRAS p.GI2 (KRAS,NM_D04985.5:.34G>T>CA,
r5121913530) - KRAS p.G12 (KRAS,NM_004985.5:c.3562T2C 3 A, rs121913529)
KRAS p.G13 (KRASNP_004976.2:p.G13) — KRAS p.G13
KRAS,NM_DD4985.5:c.376>T>CrA, r5111913535))- KRAS p.G13
KRAS,NM_004985.5:c.38G>T>C2A, rs112445441) KRAS p.Q6&l
KRAS,NP_004876.2:p.Q61) - KRAS p.Q61 (KRAS,NM_D04985.5:c.181CG=A,
rs121913238) - KRAS p.QE1 (KRAS,NM_004985.5:c.1828>T2G>C, rs121913240)
— KRAS p.Q81 (KRAS,NM_004985.5:c.183A:T>C, rs17851045)

MG2

NRAS (MRAS, NP_002515.1:p.Q61) - NRAS
(MRAS.NM_002524.5:¢.181C>T>G> A, rsl21913254) — NRAS
(NRAS,NM_D02524.5:c.1824>T>»G>C, rs11554290) - NRAS
(NRAS,NM_002524.5:2.183A>T>C, r5121913255)

MG2

Nucleotide binding oligomerization domain containing 2, (NOD2),- NOD
R702wW (NOD2,NM_001370466.1:c.2023C>T, rs2066844) - NOD GI0BR
(NOD2,NM_001370466.1:c.26416+C, rs2066845) — NOD LI007finsC
(NUDLNM_DD!EFDHE.EC.J.HNIUP. rs2066847)

MG

PAI-1 465G (SERPINEL, NM_000802.5:c.-8206[(4_5)], rs1799762) MGl

61
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THF alpha 238 (TNF, NM_000584.3:c.-418G> A, rs361525) M2

THF alpha 308 (TNF, NM_000594.3:c.-4B8G>A, rslB00629) MG2

Vitamin D receptor, (VDR),- VDR Bsmi (VDR,NM_D00376.3:c.1024+283G>A,
rs1544410) - VDR Apal (VDR, NM_000376.3:c.1025-49G>T, rs7975232) = VDR MGi
Tagql (VDR,NM_000376.3:c.1056T+C, rs731236)

Vitamin K epoxide reductase complex subunit 1 (VKORC1) - VKORC] G-1638
(VKORCLNM_024006.6:c.-1639G>A, rs8923231) — VKORC1 CN73T MGl
(VKORCI,NM_024006.6:c.174=136C>T, rs8934438)
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ESR1 (estrogen receptor 1), PIK3CA (phosphatidylinositol-4,5-
bisphosphate-3-kinase catalytic subunit alpha) = p.E380Q (ESRI,
NM_000125.4:c.1138G>C, rs1057519827) - p.L536R (ESRI,

NM _000125.4:c.1607T>G, rel057519717) = p.Y537N (ESR],
NM_000125.4:c.1609T>A, rs2152506534) — p.¥537¢C (ESRI,
NM_000125.4:c.1610A>G, rs2152506541) - p.¥5375 (ESR),
NM_000125.4:c.16104>C, rs2152506541) - p.DS38G (ESR], LBbcp2
NM_000125.4:c.1613A>G, rs1585254649) — ESR] exons 3-7 (ESRI,
NM_000125.4), specifically covering at least codons 310-547. - p.ES42K
(PIK3CA, NM_006218.4:c.1624G > A, rs121913273) - p.ES45K (PIKICA,
NM_006218.4:c.1633G*A, rs104886003) - p.HI047R (PIKICA,
NM_006218.4:c.3140A>6, rs121913278) - PIKICA exons B, 10, and 21 (PIK3CA,
NM_006218.4), often referred to as exans 7, 9, and 20

ESRI (estrogen receptor 1), FIK3CA (phosphatidylinositol-4,5-
bisphosphate-3-kinase catalytic subunit alpha) - p.E380Q
(ESR1,NM_000125.4:c.1138G+C, rs1057519827) - pL536R
ESRI,NM_000125.4:c.1807T *G, rs1057519717) - p.YS3TN
ESR1,NM_000125.4:c.1609T> A, rs2152506534) - p.¥Y537C
ESR1,NM_000125.4:c.1610A>G, rs2152506541) - p.Y5375 LBbcpl
ESRINM_D00125.4:c.1610A>C, rs2152506541) - p.D538G (Esm1,
NM_000125.4:c.1613A>G, rs1585254649) - p.E542K (PIK3CA,
NM_006218.4:c.1624G A, rs121813273) — p.ES45K (PIK3CA,
NM_D06218.4;c.1633G> A, rs104886003) - p-HID4TR (PIK3CA,
NM_006218.4:c.3140A+G, rs121913279)
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