Table 1. Genome-wide polygenic risk scores for schizophrenia calculated at 5 progressive p thresholds, and their association (beta[p]) with axonal density in association tracts.

	
	     CG
	     iFO
	      sL
	    Unc

	                  Axonal density
SZ PRS
   0.1
   0.01
   0.001
   0.0001
   0.00001
	-.008 (.13)
-.012 (.03)
-.010 (.05)
-.016 (.003)
-.014 (.01)
	-.009 (.08)
-.015 (.006)
-.013 (.01)
-.012 (.02)
-.016 (.003)
	-.014 (.008)
-.018 (.0007)
-.015 (.006)
-.016 (.004)
-.017 (.002)
	 .001 (.85)
-.006 (.28)
-.006 (.26)
-.006 (.23)
-.008 (.11)

	                Orientation dispersion
SZ PRS
   0.1
   0.01
   0.001
   0.0001
   0.00001
	

.006 (.26)
.014 (.01)
.014 (.01)
.016 (.004)
.014 (.01)
	

.009 (.1)
.009 (.10)
.009 (.08)
.009 (.08)
.007 (.22)
	

-.002 (.66)
-.007 (.21)
-.001 (.88)
-.006 (.29)
 .003 (.61)
	

.010 (.06)
.008 (.12)
.008 (.14)
.013 (.01)
.016 (.004)


CG: cingulum-cingulate gyrus part, iFO: inferior fronto-occipital fasciculus, sL: superior longitudinal fasciculus, Unc: uncinate fasciculus.
Bonferroni corrected (20 tests) significant associations highlighted in bold.





Table 2. Genic, Complement and Intergenic schizophrenia polygenic risk scores after removing the MHC regions (chr6:25-35Mb) calculated at 5 progressive p thresholds, and their association (beta[p]) with axonal density in association tracts.

	
	     CG
	     iFO
	      sL
	    Unc

	Genic PRS
   0.1
   0.01
   0.001
   0.0001
   0.00001
	
-.005 (.39)
-.005 (.37)
-.008 (.15)
-.012 (.02)
-.010 (.07)
	-.007 (.18)
-.008 (.13)
-.007 (.21)
-.007 (.17)
-.008 (.12)
	-.015 (.006)
-.012 (.03)
-.011 (.05)
-.011 (.04)
-.010 (.07)
	.001 (.79)
-.003 (.61)
-.003 (.57)
-.003 (.54)
-.003 (.63)

	Complement PRS
   0.1
   0.01
   0.001
   0.0001
   0.00001
	 .005 (.38)
 .006 (.26)
-.009 (.14)
-.010 (.07)
-.008 (.11)
	-.002 (.68)
-.001 (.89)
-.010 (.05)
-.008 (.14)
-.007 (.19)
	<.001 (.95)
<.001 (.93)
-.010 (.05)
-.011 (.04)
-.010 (.07)
	 .001 (.92)
 .003 (.53)
-.008 (.13)
-.011 (.04)
-.012 (.02)

	Intergenic PRS
   0.1
   0.01
   0.001
   0.0001
   0.00001
	-.008 (.13)
-.011 (.03)
-.012 (.02)
-.019 (.0003)
-.017 (.002)
	-.007 (.21)
-.016 (.002)
-.016 (.002)
-.020 (.0002)
-.020 (.0002)
	-.008 (.15)
-.018 (.001)
-.015 (.007)
-.020 (.0003)
-.019 (.0004)
	-.001 (.82)
-.008 (.12)
 .009 (.09)
-.016 (.003)
-.016 (.003)


CG: cingulum-cingulate gyrus part, iFO: inferior fronto-occipital fasciculus, sL: superior longitudinal fasciculus, Unc: uncinate fasciculus.
Bonferroni corrected (60 tests) significant results are highlighted in bold.







Table 3. Association (beta[p]) with axonal density in association tracts of four quasi-independent risk SNP for schizophrenia within the MHC region and of their added risk. 

	
	     CG
	     iFO
	      sL
	    Unc

	Added risk
rs13195636
rs8192589
rs9461856
rs9368789
	-.019 (.0003)
-.026 (9*10-7)
-.018 (.0008)
-.009 (.07)
 .013 (.01)
	-.028 (2*10-6)
-.030 (2*10-8)
-.030 (2*10-8)
-.012 (.02)
 .009 (.10)
	-.027 (7*10-7)
-.026 (1*10-6)
-.029 (1*10-7)
-.001 (.84)
 .013 (.01)
	-.023 (1*10-5)
-.027 (3*10-7)
-.023 (1*10-5)
-.013 (.01)
 .007 (.22)


Risk variant rs13195636 (A), rs8192589 (G), rs9461856 (G), rs9368789 (C)
CG: cingulum-cingulate gyrus part, iFO: inferior fronto-occipital fasciculus, sL: superior longitudinal fasciculus, Unc: uncinate fasciculus.
Bonferroni corrected (20 tests) significant results are highlighted in bold.
















Table 4. Association (beta[p]) of schizophrenia polygenic risk score for each Complement gene located in the MHC region separately with axonal density in association tracts. 

	
	n SNPs
	     CG
	     iFO
	      sL
	    Unc

	C2
C4A
C4B
CFB
	  2
  1
  3
  2
	-.024 (1*10-5)
-.001 (.92)
-.022 (4*10-5)
-.020 (.0001)
	-.033 (5*10-10)
-.006 (.24)
-.032 (2*10-9)
-.031 (4*10-9)
	-.030 (2*10-8)
-.002 (.70)
-.030 (2*10-8)
-.028 (1*10-7)
	-.025 (3*10-6)
-.005 (.36)
-.024 (8*10-6)
-.024 (1*10-5)


n SNPs: number of SNPs included in the PRS after clumping. 
CG: cingulum-cingulate gyrus part, iFO: inferior fronto-occipital fasciculus, sL: superior longitudinal fasciculus, Unc: uncinate fasciculus.
Bonferroni corrected (16 tests) significant results are highlighted in bold.






Table 5. Associations (beta[p]) between autosome intergenic polygenic risk scores for schizophrenia calculated at p threshold <.0001 and axonal density in association tracts.

	
	     CG
	     iFO
	      sL
	    Unc

	Chromosome
   1
   2
   3
   4
   5
   6
6 - MHC
   7
   8
   9
 10
 11
 12
 13
 14
 15
 16
 17
 18
 19
 20
 21
 22

	
 -0.17 (.001)
 -.003 (.52)
 -.006 (.28)
 -.007 (.21)
  .002 (.73)
 -.025 (.000003)$
 -.007 (.19)
 -.010 (.07)
  .004 (.41)
 -.010 (.06)
  .001 (.83)
 -.007 (.22)
 -.008 (.16)
 -.001 (.91)
  .002 (.76)
 -.002 (.66)
  .006 (.24)
 -.002 (.72)
 -.005 (.38)
 -.015 (.006)
 -.003 (.63)
  .002 (.75)
-.005 (.33)
	
 -.011 (.03)
  .001 (.92)
 -.005 (.39)
 -.014 (.009)
 -.006 (.24)
 -.029 (4*10-8)$
 -.005 (.34)
 -.004 (.47)
  .008 (.13)
 -.009 (.10)
  .006 (.28)
 -.002 (.67)
 -.009 (.08)
  .006 (.23)
 -.005 (.32)
 -.008 (.15)
  .002 (.73)
  .003 (.63)
  .001 (.92)
 -.019 (.0004)
 -.004 (.41)
 -.022 (.75)
 -.003 (.57)
	
 -.013 (.01)
 -.005 (.39)
 -.008 (.14)
 -.017 (.002)
 -.005 (.39)
 -.024 (.000009)$
 -.002 (.76)
 -.004 (.51)
  .008 (.13)
 -.014 (.01)
  .005 (.34)
 -.005 (.39)
 -.008 (.14)
  .003 (.60)
 -.003 (.57)
 -.005 (.39)
  .002 (.70)
<.001 (.96)
 -.002 (.70)
 -.018 (.001)
  .001 (.80)
 -.001 (.78)
 -.001 (.91)
	
 -.017 (.002)
  .003 (.61)
 -.004 (.39)
 -.008 (.12)
 -.001 (.88)
 -.027 (5*10-7)$
 -.010 (.05)
 -.006 (.27)
  .009 (.09)
 -.006 (.22)
  .004 (.47)
 -.004 (.48)
 -.008 (.15)
  .004 (.47)
  .001 (.87)
 -.003 (.56)
 -.001 (.79)
  .001 (.84)
 -.001 (.83)
 -.018 (.0009)
  .001 (.83)
  .002 (.70)
 -.003 (.58)


6-MHC: Chomosome 6 after excluding the MHC region; CG: cingulum-cingulate gyrus part, iFO: inferior fronto-occipital fasciculus, sL: superior longitudinal fasciculus, Unc: uncinate fasciculus.
Associations with p<.01are highlighted in bold for easier identification; $ Bonferroni corrected (88 tests) significant association


