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Quantitative HER2 protein expression analysis in multiple cancer indications
Identification of candidates for HER2 targeted therapies
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Patients with HER2-positive breast and gastric cancers have
responded remarkably well to anti-HERZ2 therapy, prompting
ongoing trials of such therapies in other indications.
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Figure 4. A patient with gallbladder cancer had very high HERZ
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2] *Hazard ratio for OS cannot be determined because all patients with
>2200 amol/ug of HER2 were alive after 6 years of anti-HER?Z therapy
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