WO 2021/195536 PCT/US2021/024431

117

%

AN

_

Mase-Spectrometry analyses:

el ¥ oy ey W SN I AN P SN S o M X e sns S s
SeEEE Uniprod s corresponaing to 781 proteing



WO 2021/195536 PCT/US2021/024431

217

Fig. 1B
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Fig. 2A
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Fig. 2B
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