
Extended Data Fig. 1
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Extended Data Fig. 2
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(32,752 / 76.7%) (13,791 / 66.7%) (23,966 / 75.0%) (23,424 / 58.7%) (11,879 / 51.2%)

Extended Data Fig. 3
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Extended Data Fig. 4
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Extended Data Fig. 5
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Extended Data Fig. 6
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Extended Data Fig. 7
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Extended Data Fig. 11



Extended Data Fig. 12
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Extended Data Fig. 13
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Extended Data Fig. 14
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