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sTable.1. Details about the selected instrumental variables.
	SNP
	β
	standard error
	P value

	rs10076782
	-0.13 
	0.29 
	0.65 

	rs10813766
	-0.12 
	0.29 
	0.68 

	rs10876550
	-0.17 
	0.28 
	0.55 

	rs10914144
	-0.24 
	0.29 
	0.41 

	rs11601356
	-0.12 
	0.29 
	0.68 

	rs11789898
	-0.08 
	0.28 
	0.78 

	rs1354034
	-0.15 
	0.32 
	0.64 

	rs1558324
	-0.07 
	0.29 
	0.81 

	rs1668871
	-0.12 
	0.29 
	0.69 

	rs2015599
	-0.12 
	0.29 
	0.67 

	rs2227831
	-0.17 
	0.28 
	0.56 

	rs2950390
	-0.12 
	0.29 
	0.69 

	rs3000073
	-0.11 
	0.29 
	0.70 

	rs329003
	-0.13 
	0.29 
	0.64 

	rs4812048
	-0.09 
	0.28 
	0.76 

	rs4814776
	-0.19 
	0.28 
	0.49 

	rs7075195
	-0.11 
	0.30 
	0.71 

	rs7317038
	-0.16 
	0.28 
	0.57 

	rs7833456
	-0.04 
	0.28 
	0.88 

	rs7961894
	-0.12 
	0.31 
	0.71 

	rs8076739
	-0.03 
	0.29 
	0.91 

	rs8109288
	-0.02 
	0.28 
	0.95 

	rs997482
	-0.14 
	0.28 
	0.62 

	All
	-0.12 
	0.28 
	0.67 



sTable.2. MR analysis of Sepsis (exposure) with MPV outcomes

	Method
	number of SNPs
	β
	Standard error
	p value

	MR Egger
	33
	0.019446957
	0.013694764
	0.165578768

	Weighted median
	33
	0.001166581
	0.005312286
	0.826182272

	Inverse variance weighted
	33
	0.001281973
	0.003665106
	0.726505353

	Simple mode
	33
	0.00280654
	0.010440691
	0.789803063

	Weighted mode
	33
	0.003631935
	0.010489475
	0.731424465




Stable 3.Test for directional horizontal pleiotropy

	  Egger intercept 
	standard error
	P value

	0.008
	0.008
	0.339




sFigure.1 Scatter plots of genetic associations with MPV against the genetic associations with sepsis. The slopes of each line represent the causal association for each method. The intercept represents the average pleiotropic effect across the genetic variants (the average direct effect of a variant with the outcome). 
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sFigure.2 Funnel plot showing the inverse variance weighted MR estimate ofMPV with sepsis.
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sFigure.3. The results estimated by a single SNP using the Wald ratio method
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