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pfipap ool o
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Whole genome sequencing
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® Target sequencing : "lmammﬁ
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WUBBENIN
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meluasuiien ?J\nﬂumudmm”lumﬁ
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Tl w.A. 2560 @IK2UAAIARIWATITIN
drauluiBeilndndvavliandyann
Uszu 5 W%ﬂ’]%ﬂﬂﬂﬂﬁﬂﬁiﬁ gy
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Nawlmumiwwmuaﬂuma\i (2 n
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" A*STAR research and c-BIG data
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(comprehensive data dashboard) Wald
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* BRCA -Lynparza

+ ALK - Xalkori
* BRAF - Zelboraf

* PD-L1 - Keytruda

* HER2 - Herceptin 1998

o

2000 2%

+ BRCA - Rubraca
BRAF, ROS1
EGFR - Tafinlar,
Mekinist, Xalkori
* PD-L1 - Tecentriq

+ EGFR - Tarceva
EGFR - Iressa
KRAS - Erbitux

Types of CDx
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