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*Clinical annotation present

APC
BUPR1A

MUTYH MYBPC3

PREAGZ PTEN
RBI1 RET
RYRI RYRZ2

Genome—wide backbone

* Covered due to relevant imputation
Coverage in Asians by chance

i ACMG-60

NF2

PCSK9 .

piso SPHB SDHC
SDHD SMAD3
SMAD4 STK11
TGFBRI TGFBR2

= Optional content not included in
base product
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dbSNPb. 150 ClinVar

Gene list ) i i )
N Coding regions, conserved intronic
* Baby—Seq

* Carrier Screen Tests Spllce Varlants, regulatory

* Single Gene Tests
* CPIC

* TruSight One

* ACMG

* ASA Consortium ~ 30. 000 variants
b

Predicted LoF & Consequences, Conservation,
Allele Frequency & Imbalances
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GWAS significant, p-value 5.0X10°®

: Performed in Asian Population
Not population

specific, all : Lifestyle and Wellness
significant GWAS Not filtered based on

findings to date. significance but mgst
be performed in Asian
population.

Non—clinical
phenotype
associations. Not
selected based on

significance or
population.
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» HAAE (1K)

»  HEAE (T10K)

. ERERIERT, 179 WHCIEN

» 734 HAANEE TagSNPs o SN NI HLA- | HLA- | HLA- | HLA- | HLA- | HLA- | HLA- | HLA-
M P g HLA-A\HLA-BIHLAZC] oy bRy | Daat DQB1 [ DRBI | DOA | DOB | DMB | DMA

» 1,960 FE ARE TagSNPs | ™ Japapese |0.904/0.908] 0. 944/0. 98]0, 959|0. 899/0.,96360. 8967 0. 994| 0. 99 |0.988| 1

» 4,626 JEGSATE B4 TagSNPs ®Chinése |0.93170.859|0. 96250. 964|0. 958 0. 77310. 946|0. 864(0.972/0. 945|0. 989|0. 995

»ASA yields high imputation accuracy (>80%) for HLA-classic and
non—classic alleles
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1fiL7% Blood phenotype (1,597)

FEASFIE Fingerprinting (333)

£ Sex determination (2, 795)

i Tap.O 01% Fgﬁ scores (N”&arlants =6, 141)
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QC mar £§1$ Mitochondrial (1.34) '

FAE e o A [X 5k Pseudo Autosomal Regions 1 & 2. ¢

AR Forensics (54)
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CYPECI9

% (azathioprine

'\' E.H‘.%.@ﬁjﬂ]ﬁﬂgi .(ti"icyclic .

}aepressants ) -

'“H%Mﬁﬁ%%ﬁw%ﬂ; (clobldogreL) ﬁj%%'(,VQIiCOnaZOIG) - :
',49&‘% (Warfarln) % _~"~ Yo s : ' -

AN (Warfarm) *ﬂ?«!iﬁ% (phenytom)

PILEALS o L liRE (Carbamazeplne) S B—JE.‘EEE (abacav1r) KEZIE
(phenytoin)

- Ivacaftor

SURMERE (Fluorouracil) . HEMhiE (Capecitabine) FIMGHIE (tegafur)
HiAFSLHE (rasburicase) <

K& FE (Irinotecdn)  FIFLIRS (atazanavir)

FARAMIT (Simvastatin)

IFNL3 (IL28B) T-#htZ& (Interferon)

CYP3A5

fih 7 5] (Tacrolimus)
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TEIE MR E FIEAG T (ng/day) =

Exp (0. 9751-0. 3238x VKOR: 1639+ 0. 431{x BSA™=
0. 4008x CYP2C9*3 —0.00745x Age —0.2066%
CYP2C9%2 + 0. 2029x TargetINR -0. 2538x
Amiodarone + 0.0922x Smokes —0.0901xAA Race
+ 0. 0664x Prior DVT PE)

Exp: exponential function, BSA is in' m2, the SNPs are coded 0-if
absent, 1 if. heterozygeus, and .2 if homozygous, and race is coded
as 1 if African American and 0 otherwise. (GIFTXH IGage 200845
201 74RO 4} 5 AMAR AR T 08 RIS SARPR N G TG , (n41679) rfiE ‘BO% 0F 2
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> Warfarin Dosing

= Clinical Trial

E > Outcomes

Ml > Hemorrhage Risk

> Patient Education
> Contact Us

> References

> Glossary

= About Us

User:

Patient:

Version 3.0

Build : May 14, 2016

WARFARINDOSING

www. WarfarinDosing.

Age: Sex: | -Select- ¢ Ethnicity: | -Select-
Race: | -Select-

Weight: Ibs or kas

Height: ( feet and inches) or (
Smokes: | -Select- 3 Liver Disease: | -Select- %
Indication: -Select-
Baseline INR: Target INR:

Amiodarone/Cordarone® Dose: mg/day
Statin/HMG CoA Reductase Inhibitor:

-Select-
Any azole (eg. Fluconazele): | -Select- &
Sulfamethoxazole/Septra/Bactrim/Cotrim/Sulfatrim: | -Select- 3§

VKORC1-1639/3673: | No
CYP4F2 V433M:
GGCX r511676; ppars

Not available/pending

of Use
> ESTIMATE WARFARIN DOSE
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