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Predicting synergistic drug combination using graph transformer
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Figure 1. Model architecture
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Table 1. Model performance comparison

* 1. 29 As v

Method | GO0 | it | coaed | oot
DeepDDS[1] | 72.85£12,87 | 6.05+0.77 |0.41+0.09 | 0.63+0.69
EC-DFRI[2] |64.19+9.34 |5.64+0.23 |0.48+0.04 | 0.69+0.03

Ours 58.75+10.76 | 5.33£0.27 |0.52+0.06 | 0.72+0.04
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Gene importance score
HDAC2 : 0.998

PARP1 : 0.994
PARP2 : 0.980

Figure 2. Important gene analysis result
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