Supplementary benchmarks
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The shown benchmarks were conducted for the same tasks as described in Figure 7 of the main
article on different machines.

A Intel® Core™ i7-8565U (1.8 GHz).

B Intel® Xeon® Gold 6148 CPU (2.4 GHz).

C AMD Ryzen™ 7 1700X (3.4 GHz).



