Table S1: Prediction of deleterious missense nsSNPs of MMP9 gene using SIFT.
	SNP ID
	Amino acid substitution
	SIFT prediction Score
	SIFT Prediction

	rs3918252
	N127K
	C
	G
	0.021
	DELETERIOUS

	rs8125581
	D165N
	G
	A
	0.005
	DELETERIOUS

	rs41529445
	T258I
	C
	T
	0.024
	DELETERIOUS

	rs55789927
	L187F
	C
	T
	0.027
	DELETERIOUS

	rs111366278
	V697M
	G
	A
	0.006
	DELETERIOUS

	rs121434556
	M1K
	T
	A
	0.004
	DELETERIOUS (WARNING LOW CONFIDENCE)

	rs141966515
	P561S
	C
	T
	0.042
	DELETERIOUS

	rs143024943
	T155I
	C
	T
	0.018
	DELETERIOUS

	rs143695450
	G84S
	G
	A
	0
	DELETERIOUS

	rs143695450
	G84C
	G
	T
	0
	DELETERIOUS

	rs149701392
	V337M
	G
	A
	0.006
	DELETERIOUS

	rs199569524
	G327R
	G
	C
	0.001
	DELETERIOUS

	rs200477815
	R332G
	C
	G
	0.012
	DELETERIOUS

	rs200590350
	A399V
	C
	T
	0
	DELETERIOUS

	rs201344509
	G306C
	G
	T
	0.002
	DELETERIOUS

	rs201932479
	G183E
	G
	A
	0.001
	DELETERIOUS

	rs201995611
	T360N
	C
	A
	0.015
	DELETERIOUS

	rs367601348
	E274K
	G
	A
	0.025
	DELETERIOUS

	rs370718441
	A144G
	C
	G
	0.015
	DELETERIOUS

	rs371298738
	E174G
	A
	G
	0.013
	DELETERIOUS

	rs35691798
	F571V
	T
	G
	0.041
	DELETERIOUS

	rs111618455
	V29G
	T
	G
	0.002
	DELETERIOUS

	rs139218878
	E208Q
	G
	C
	0.002
	DELETERIOUS

	rs139620474
	R51C
	C
	T
	0.002
	DELETERIOUS

	rs140352541
	R98L
	G
	T
	0
	DELETERIOUS

	rs141088574
	Y179H
	T
	C
	0.013
	DELETERIOUS

	rs142807270
	Q43H
	G
	T
	0.004
	DELETERIOUS

	rs143230916
	N224Y
	A
	T
	0.002
	DELETERIOUS

	rs145450508
	C347Y
	G
	A
	0.001
	DELETERIOUS

	rs146456046
	D138G
	A
	G
	0.005
	DELETERIOUS

	rs148726595
	Y262C
	A
	G
	0.002
	DELETERIOUS

	rs199533749
	R652W
	C
	T
	0.008
	DELETERIOUS

	rs199564350
	S240C
	C
	G
	0.011
	DELETERIOUS

	rs199602749
	G213D
	G
	A
	0.001
	DELETERIOUS

	rs199676062
	P180L
	C
	T
	0.001
	DELETERIOUS

	rs199860204
	S335L
	C
	T
	0.024
	DELETERIOUS

	rs199893610
	D434N
	G
	A
	0
	DELETERIOUS

	rs199948478
	A144S
	G
	T
	0.004
	DELETERIOUS

	rs199986473
	C17Y
	G
	A
	0.007
	DELETERIOUS

	rs200144358
	I125N
	T
	A
	0
	DELETERIOUS

	rs200418910
	R322W
	C
	T
	0.006
	DELETERIOUS

	rs200516594
	T259M
	C
	T
	0.002
	DELETERIOUS

	rs200637345
	R134W
	C
	T
	0.016
	DELETERIOUS

	rs200684686
	V657A
	T
	C
	0.002
	DELETERIOUS

	rs200814121
	C329S
	T
	A
	0.049
	DELETERIOUS

	rs200848405
	P219L
	C
	T
	0.027
	DELETERIOUS

	rs201112388
	V691A
	T
	C
	0.01
	DELETERIOUS

	rs201130037
	A146V
	C
	T
	0.018
	DELETERIOUS

	rs201130620
	S298C
	C
	G
	0.006
	DELETERIOUS

	rs201131366
	M422R
	T
	G
	0.018
	DELETERIOUS

	rs201169008
	G438A
	G
	C
	0.007
	DELETERIOUS

	rs201417784
	F403Y
	T
	A
	0.003
	DELETERIOUS

	rs201492378
	T362I
	C
	T
	0.001
	DELETERIOUS

	rs201503729
	P330R
	C
	G
	0.002
	DELETERIOUS

	rs201503729
	P330L
	C
	T
	0.001
	DELETERIOUS

	rs201524123
	D390Y
	G
	T
	0.003
	DELETERIOUS

	rs202151407
	Y320N
	T
	A
	0
	DELETERIOUS

	rs202242171
	S377L
	C
	T
	0.021
	DELETERIOUS

	rs368234910
	D514Y
	G
	T
	0.006
	DELETERIOUS

	rs368282794
	R452W
	C
	T
	0.021
	DELETERIOUS

	rs370018925
	R61C
	C
	T
	0.041
	DELETERIOUS

	rs371340871
	D321Y
	G
	T
	0.001
	DELETERIOUS

	rs372299611
	A523V
	C
	T
	0.021
	DELETERIOUS

	rs377557970
	V10M
	G
	A
	0.038
	DELETERIOUS



Table S2: Prediction of deleterious missense nsSNPs of MMP9 gene using PROVEAN.
	Variant
	PROVEAN score
	Prediction (cutoff= -2.5)

	N127K
	-4.128
	Deleterious

	D165N
	-4.219
	Deleterious

	T258I
	-3.667
	Deleterious

	L187F
	-2.807
	Deleterious

	H441L
	-2.786
	Deleterious

	P561S
	-4.863
	Deleterious

	T155I
	-4.123
	Deleterious

	G84S
	-5.094
	Deleterious

	G84C
	-7.639
	Deleterious

	G296S
	-3.291
	Deleterious

	G327R
	-5.447
	Deleterious

	T109I
	-2.976
	Deleterious

	R332G
	-3.026
	Deleterious

	A399V
	-3.453
	Deleterious

	G306C
	-5.863
	Deleterious

	G183E
	-5.979
	Deleterious

	A144G
	-3.239
	Deleterious

	E174G
	-4.151
	Deleterious

	P449L
	-3.314
	Deleterious

	F571V
	-4.23
	Deleterious

	V29G
	-3.41
	Deleterious

	E208Q
	-2.6
	Deleterious

	R51C
	-4.414
	Deleterious

	R98L
	-5.948
	Deleterious

	Y179H
	-3.661
	Deleterious

	N224Y
	-5.254
	Deleterious

	C347Y
	-8.206
	Deleterious

	D138G
	-5.525
	Deleterious

	Y262C
	-5.091
	Deleterious

	S240C
	-3.259
	Deleterious

	G213D
	-5.175
	Deleterious

	P180L
	-8.04
	Deleterious

	D434N
	-4.442
	Deleterious

	I125N
	-5.352
	Deleterious

	T259M
	-3.601
	Deleterious

	R134W
	-3.066
	Deleterious

	V657A
	-2.96
	Deleterious

	C329S
	-6.796
	Deleterious

	S298C
	-2.904
	Deleterious

	M422R
	-3.999
	Deleterious

	G438A
	-5.319
	Deleterious

	T362I
	-3.943
	Deleterious

	P330R
	-6.08
	Deleterious

	P330L
	-6.749
	Deleterious

	D390Y
	-6.157
	Deleterious

	D692V
	-2.771
	Deleterious

	Y320N
	-4.899
	Deleterious

	C16F
	-2.557
	Deleterious

	S377L
	-3.043
	Deleterious

	D514Y
	-3.799
	Deleterious

	D321Y
	-5.592
	Deleterious

	A523V
	-2.596
	Deleterious



Table S3: Prediction of deleterious missense nsSNPs of MMP9 gene using POLYPHEN
	Variant
	POLYPHEN Score
	Prediction

	R668P
	0.996 
	Probably damaging

	N127K
	 0.960 
	Probably damaging

	D165N
	0.929 
	Possibly damaging

	R239H
	0.999
	Probably damaging

	T258I
	1
	Probably damaging

	L187V
	0.999
	Probably damaging

	L187F
	 0.986
	Probably damaging

	V697M
	1
	Probably damaging

	M1K
	0.973
	Probably damaging

	V682M
	 0.605
	Possibly damaging

	E274D
	0.998
	Probably damaging

	P561S
	0.995
	Probably damaging

	T155I
	 0.706
	Possibly damaging

	G84S
	1.000 
	Probably damaging

	G84C
	1
	Probably damaging

	R24C
	0.986
	Probably damaging

	G296S
	1
	Probably damaging

	P472S
	1
	Probably damaging

	V337M
	0.999
	Probably damaging

	G327R
	1
	Probably damaging

	T109I
	0.908
	Possibly damaging

	R332G
	1
	Probably damaging

	A399V
	1
	Probably damaging

	R631S
	 0.527
	Possibly damaging

	G306C
	1
	Probably damaging

	G183E
	1
	Probably damaging

	I293N
	0.988
	Probably damaging

	E274K
	1.000 
	Probably damaging

	A144G
	 0.950 
	Possibly damaging

	E174G
	0.99
	Probably damaging

	R424G
	0.853 
	Possibly damaging

	E82K
	0.819
	Possibly damaging

	F571V
	1
	Probably damaging

	V29G
	0.936 
	Possibly damaging

	E208Q
	 0.999 
	Probably damaging

	R51C
	1
	Probably damaging

	R98L
	1
	Probably damaging

	Y179H
	1
	Probably damaging

	N224Y
	1
	Probably damaging

	C347Y
	1
	Probably damaging

	Y262C
	1
	Probably damaging

	D558G
	0.644
	Possibly damaging

	E47K
	0.865 
	Possibly damaging

	R652W
	0.893
	Possibly damaging

	S240C
	 0.998 
	Probably damaging

	G213D
	0.696 
	Possibly damaging

	P180L
	1
	Probably damaging

	V337A
	0.92
	Possibly damaging

	S335L
	0.859 
	Possibly damaging

	D434N
	1
	Probably damaging

	A144S
	 0.718 
	Possibly damaging

	C17Y
	0.998
	Probably damaging

	T486I
	 0.960
	Probably damaging

	R677H
	 0.942 
	Possibly damaging

	I125N
	0.999
	Probably damaging

	P459L
	0.454
	Possibly damaging

	R322W
	0.995
	Probably damaging

	R239S
	0.978 
	Probably damaging

	T259M
	1
	Probably damaging

	G495V
	0.934
	Possibly damaging

	R134W
	0.999
	Probably damaging

	V657A
	1
	Probably damaging

	C329S
	1
	Probably damaging

	P219L
	0.952 
	Possibly damaging

	D280G
	0.993
	Probably damaging

	V691A
	1
	Probably damaging

	A146V
	0.827
	Possibly damaging

	S298C
	0.992
	Probably damaging

	M422R
	0.982
	Probably damaging

	G438A
	1
	Probably damaging

	Y672F
	0.544 
	Possibly damaging

	F403Y
	0.633
	Possibly damaging

	C468Y
	0.995
	Probably damaging

	T362I
	0.999
	Probably damaging

	P330R
	1
	Probably damaging

	P330L
	1.000 
	Probably damaging

	D390Y
	0.981
	Probably damaging

	D692V
	1.000 
	Probably damaging

	Y320N
	1
	Probably damaging

	R677C
	1
	Probably damaging

	S377L
	0.997
	Probably damaging

	D514Y
	0.989
	Probably damaging

	R452W
	0.946
	Possibly damaging

	R61C
	1
	Probably damaging

	D321Y
	1.000 
	Probably damaging

	A523V
	0.951
	Possibly damaging

	A58V
	0.552
	Possibly damaging

	A406T
	0.999
	Probably damaging

	P464S
	0.753 
	Possibly damaging



Table S4: Prediction of deleterious missense nsSNPs of MMP9 gene using SNP & GO
	Variant
	Probability
	RI
	Prediction

	C17Y
	1
	0.558
	Disease

	R51C
	3
	0.653
	Disease

	G84C
	6
	0.801
	Disease

	G84S
	5
	0.761
	Disease

	R98L
	7
	0.871
	Disease

	T109I
	1
	0.571
	Disease

	K115R
	1
	0.545
	Disease

	I125N
	7
	0.852
	Disease

	N127K
	3
	0.651
	Disease

	R134W
	3
	0.634
	Disease

	D138G
	7
	0.832
	Disease

	A144G
	5
	0.77
	Disease

	A144S
	6
	0.806
	Disease

	T155I
	3
	0.642
	Disease

	Y160H
	2
	0.577
	Disease

	D165N
	7
	0.837
	Disease

	E174G
	0
	0.523
	Disease

	Y179H
	5
	0.759
	Disease

	P180L
	6
	0.807
	Disease

	G183E
	6
	0.78
	Disease

	E208Q
	3
	0.651
	Disease

	Y262C
	2
	0.615
	Disease

	G306C
	1
	0.534
	Disease

	Y320N
	5
	0.738
	Disease

	D321Y
	3
	0.629
	Disease

	C329S
	6
	0.816
	Disease

	C347Y
	7
	0.861
	Disease

	D390Y
	6
	0.804
	Disease

	S394T
	4
	0.7
	Disease

	A399V
	6
	0.776
	Disease

	F403Y
	4
	0.682
	Disease

	A406T
	0
	0.52
	Disease

	M422R
	6
	0.808
	Disease

	D434N
	7
	0.864
	Disease

	G438A
	5
	0.755
	Disease

	D514Y
	6
	0.794
	Disease

	A523V
	5
	0.766
	Disease

	P561S
	1
	0.573
	Disease

	F571V
	5
	0.733
	Disease

	V657A
	1
	0.543
	Disease

	R668P
	2
	0.604
	Disease

	R677C
	2
	0.581
	Disease



Table S5: Prediction of deleterious missense nsSNPs of MMP9 gene using PANTHER
	Variant
	Score
	Prediction

	A20V
	0.57
	probably damaging

	N127K
	0.85
	probably damaging

	D165N
	0.74
	probably damaging

	T258I
	0.57
	probably damaging

	L187V
	0.57
	probably damaging

	L187F
	0.57
	probably damaging

	V697M
	0.57
	probably damaging

	M1K
	0.85
	probably damaging

	E274D
	0.57
	probably damaging

	T155I
	0.74
	probably damaging

	G84S
	0.85
	probably damaging

	G84C
	0.85
	probably damaging

	G296S
	0.57
	probably damaging

	V337M
	0.57
	probably damaging

	G327R
	0.57
	probably damaging

	T109I
	0.57
	probably damaging

	R332G
	0.57
	probably damaging

	A399V
	0.85
	probably damaging

	H405H
	0.85
	probably damaging

	G306C
	0.57
	probably damaging

	G183E
	0.85
	probably damaging

	K115R
	0.57
	probably damaging

	E274K
	0.57
	probably damaging

	A144G
	0.85
	probably damaging

	P449L
	0.74
	probably damaging

	F571V
	0.57
	probably damaging

	E208Q
	0.85
	probably damaging

	R98L
	0.85
	probably damaging

	Y179H
	0.74
	probably damaging

	N224Y
	0.57
	probably damaging

	C347Y
	0.74
	probably damaging

	Y262C
	0.57
	probably damaging

	S240C
	0.57
	probably damaging

	G213D
	0.57
	probably damaging

	P180L
	0.85
	probably damaging

	V337A
	0.57
	probably damaging

	D434N
	0.85
	probably damaging

	A144S
	0.85
	probably damaging

	C17Y
	0.57
	probably damaging

	T259M
	0.57
	probably damaging

	V657A
	0.57
	probably damaging

	F181F
	0.85
	probably damaging

	C329S
	0.74
	probably damaging

	V691A
	0.57
	probably damaging

	S298C
	0.57
	probably damaging

	M422R
	0.57
	probably damaging

	G438A
	0.85
	probably damaging

	Y672F
	0.85
	probably damaging

	F403Y
	0.74
	probably damaging

	T362I
	0.57
	probably damaging

	P330R
	0.74
	probably damaging

	P330L
	0.74
	probably damaging

	D390Y
	0.57
	probably damaging

	L212L
	0.57
	probably damaging

	V518L
	0.57
	probably damaging

	S149S
	0.85
	probably damaging

	D692V
	0.57
	probably damaging

	D514Y
	0.57
	probably damaging

	S394T
	0.57
	probably damaging

	D321Y
	0.57
	probably damaging

	A523V
	0.85
	probably damaging



