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Supplementary Figure 1: Details of Proteome Discoverer® Parameters & Outcomes
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Supplementary Figure 2: Alterations of the Cytoskeletal regulators upon treatment of Meningioma Primaries with Cpd22 (2.5uM)


[image: ]





[image: ]
Supplementary Figure 3: Alterations of the PI3-Akt components upon treatment of Meningioma Primaries with Cpd22 (2.5uM)
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B. Treated Meningioma Primaries (2.5uM Cpd22 for 24 Hrs.) 


[image: ]
[image: ][image: ]


Supplementary Figure 4:
Cell Images: Treated vs Untreated cell lines as seen under light microscope post treatment with ILK inhibitor Cpd22
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Supplementary Figure 5: SRM Analysis outcomes in various grades of meningioma and non tumor controls


Supplementary Figure 6: Label  free based mass spectrometry analysis enabled identification of several components of Integrin pathway, key candidates enumerated(p values ≤ 0.05) as tabulated below. Curated from Supplementary data table 2 

Annexure to Supplementary Figure 6:
[image: ]Table stating the datapoints for the key components of Integrin pathway and Interaction as procured from STRING DB®
	Gene Symbol
	MGI
	MGII
	p value 

	ITGAV
	25.615
	24.577
	0.02456

	ITGB2
	25.881
	25.363
	0.00001

	ITGA2B
	23.999
	23.668
	0.01773

	ITGA2
	25.863
	25.625
	0.00044

	ILKAP
	23.264
	19.161
	0.02130

	ITGAX
	24.438
	23.421
	0.03862

	ADAM17
	22.397
	23.553
	0.01068


  

Integrin pathway components

MGI	ITGAV	ITGB2	ITGA2B	ITGA2	ILKAP	ITGAX	ADAM17	25.614546716943487	25.880636794606211	23.99927888518847	25.862700056350906	23.263613214629174	24.437803129762308	22.397047287159872	MGII	ITGAV	ITGB2	ITGA2B	ITGA2	ILKAP	ITGAX	ADAM17	24.577021047329605	25.36308793773005	23.667893668237227	25.624529930514473	19.160557264921575	23.421254585266823	23.553290824136131	
Abundances (Log scale)
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SRM assay of protein candidates with role in
Meningioma pathobiology
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