[bookmark: _Hlk225076763]Supplementary Table S3. Topological metrics of convergent downstream targets across six in silico SLS gene knockout models.
	Knocked-out Gene
	Downstream Target
	Distance
	Z-score
	Fold Change 
	Adjusted P-value

	CFL1
	FCER1G
	1.32E-06
	3.47
	2620.76
	< 0.001

	
	TYROBP
	1.24E-06
	3.44
	2327.69
	< 0.001

	
	CTSS
	-
	-
	-
	ns

	FUBP1
	TYROBP
	4.67E-07
	3.10
	2481.05
	< 0.001

	
	FCER1G
	4.13E-07
	3.06
	1942.77
	< 0.001

	
	CTSS
	2.16E-07
	2.84
	531.18
	< 0.001

	SOD1
	FCER1G
	2.55E-06
	3.44
	2679.63
	< 0.001

	
	TYROBP
	2.33E-06
	3.40
	2239.48
	< 0.001

	
	CTSS
	3.49E-07
	2.58
	50.04
	< 0.001

	KHSRP
	TYROBP
	3.11E-07
	2.48
	2485.10
	< 0.001

	
	FCER1G
	3.09E-07
	2.48
	2455.36
	< 0.001

	
	CTSS
	3.96E-08
	2.11
	40.34
	< 0.001

	MBP
	TYROBP
	2.72E-06
	3.27
	2608.43
	< 0.001

	
	CTSS
	2.14E-06
	3.18
	1615.95
	< 0.001

	
	FCER1G
	1.46E-06
	3.05
	753.84
	< 0.001

	SLC2A1
	TYROBP
	1.55E-07
	2.89
	3933.50
	< 0.001

	
	FCER1G
	7.73E-08
	2.72
	971.85
	< 0.001

	
	CTSS
	1.98E-08
	2.39
	63.79
	< 0.001


(Note: "ns" indicates not significant in the specific perturbation model. Adjusted P-values reported as 0 by the 
algorithm are represented as < 0.001.)

