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PAD4 Mutagenesis
Targeted residues Kinetic Parameters Single mutation at Q346 Quadruple Mutation
Q346R 0.86+0.05 3.86+0.06 4.4911.46 |
Q346R|G403S  0.17+0.01  3.37+0.05 19.82+5.00 : o el e ::?:;12770337 e S
Q346R|R639F  0.12+0.04 3.25+0.18 27.08+4.50 Overlap with WT Sites
G403S|H640L 0.16 £0.02 7.07+0.16 44.18+8.00
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B o oo 2 Conclusions
K * PAD isozymes show distinct target preferences on protein and sequence level
i N » Established PAD4 substrate motif is consistent throughout increasing incubation times
: Q346R and independent of protease
e  Residues involved in substrate selection of PAD4 are identified
« Mutations of individual residues impacts substrate selection of PAD4
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