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Supplementary Information
Legends Supplementary Tables and Figures 
S1 Table. Clinical characteristics of the family subjects. MDD, Major Depressive Disorder; RMDD, Recurrent Major Depressive Disorder; APE F23, Average Partial Effects Acute Transient Psychotic Disorder; SCZ, Schizophrenia; BD-I, Bipolar Disorder I; ADHD, Attention Deficit Hyperactive Disorder; GAF, Global Assessment of Functioning Score; PANSS, Positive and Negative Syndrome Scale (P: Positive, N: Negative; GP: General Psychopathology). 

S2 Table 2. Suggestive regions of Linkage with LOD scores 1 for the Narrow (A) and for the Wide (B) phenotypes. The coordinates within each chromosome (chr) are based on the human genome reference CRGh37/hg19. P-values adjusted by Benjamin-Hochberg and Bonferroni (BH).

S3 Table. CNVs identified using the cnvPartition algorithm. CNVs detected using the cnvPartition algorithm, based on the B allele frequency and the log ratio R (LRR: logarithm of the observed/expected probe intensity). DEL, deletion; DUP, duplication.

S4 Table. Rare coding variants identified in the suggestive regions of Linkage. Genomic regions associated with the Narrow phenotype (A); the Wide phenotype (B) or both (C) are shown.  Allele frequencies are given according to gnomAD and 1000Genomes (1000G). VUS, variant of uncertain significance; NA, not available.

S5 Table. Rare SNVs and INDELS present in the haplotype blocks of the Linkage Region 9q33.1-33.2 associated with the wide (A) and narrow (B) phenotypes in the Subfamily 3. Allele frequencies are given according to gnomAD and 1000Genomes (1000G). VUS, variant of uncertain significance; NA, not available.

 S6 Table. Polygenic risk scores for schizophrenia (PRS SCZ), bipolar disorder (PRS BD) and combined (PRS SCZ+BD). MDD, Major Depressive Disorder; APE F23, Average Partial Effects Acute Transient Psychotic Disorder; SCZ, Schizophrenia; BD-I, Bipolar Disorder I; ADHD, Attention Deficit Hyperactive Disorder. PRS were calculated using PRSice software. 

S1 Fig. Family pedigree. In black, subjects diagnosed with psychosis (includes SCZ, BD-I and APE F23); in orange, subjects with history of mental disorders without psychosis (includes MDD and ADHD); in grey, unknown individuals.

S2 Fig. inPHAP phased haplotype view for the chromosome 9 performed using SNPs with MAF<30% from SNP array. Haplotype phasing of the entire chromosome 9, performed using SHAPEIT4 version 4.2 and visualized using inPHAP. A zoom of the linkage and the associated region at 9q33.1-33.2 is shown (dashed rectangle). The phenotypes of each subject are color coded: In black, subjects diagnosed with psychosis (includes SCZ, BD-I and APE F23); in orange, subjects with history of mental disorders without psychosis (includes MDD and ADHD); in white, healthy individuals.  

S3 Fig. inPHAP phased haplotype view for the chromosome 9 performed using SNPs with MAF<0.5% from WGS. Haplotype phasing of the entire chromosome 9, performed using SHAPEIT4 version 4.2 and visualized using inPHAP. The genetic map of the regions of Association (chr9:121492783-122292842) and the H2 haplotype region associated with the wide phenotype at Subfamily 3 (chr9:117843831- 119629686) are zoomed in.  The phenotypes of each subject are color coded: In black, subjects diagnosed with psychosis (includes SCZ, BD-I and APE F23); in orange, subjects with history of mental disorders without psychosis (includes MDD and ADHD); in white, healthy individuals.  

S4 Fig. NPL score results for chromosome 3. (A) NPL score results for Chromosome 3. The -log10 (P value) of the family-based association test in regions with significant NPL scores are shown as dark green or light green dots for the wide and narrow phenotype, respectively. (B) Regional association plot for the 3q26.31-26.33 linked region. 
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LODmax LODmax Protein
Narrow Wide  Impact



1-2, 1-5,
 1-18



1 203605690 226875552 1.64 1.89
2 180436657 197507006 1.15 1.67



ZCWPW2 rs148504648 28454627 A G Asn23Ser 0.000399 0.002203 VUS
3-11, 3-12, 3-30, 



3-31
Disruptive
Inframe
Deletion



3 169411792 183393037 2.36 1.89 CCDC39 rs200353947 180334077 T TA frameshift_ 0.005391 0.009372 Benign 3-31



NFIL3 rs767554303 94171767 T G Glu417Ala NA 0.000016 VUS
3-11, 3-12, 3-13, 



3-30, 3-31



FBP2 rs72743247 97321404 A G Leu279Pro 0.001997 0.005126 VUS
3-11, 3-12, 3-13, 



3-30, 3-31



NUTM2G rs200205157 99700252 T G Leu470Arg 0.001198 0.005962
Likely 
benign



3-11, 3-12, 3-30, 
3-31



11 24669006 29134515 1.14 1.91



12 624731 7872595 1.2 1.62 GAPDH rs138863602 6646375 A G Ile146Val 0.000200 0.000574 VUS
3-11, 3-12, 3-13, 



3-30, 3-31
13 20957230 32355432 1.06 1.93



C                                                                     Common Regions
Linkage peaks Shared Variants affected Individuals



 Chr Start End Gene rs bp Ref Obs 1000G gnomAD Varsome Subjects



1 12184423 18471278 0.78 1.69 0.002596 0.002420 VUS



3 16656331 36251715 1.03 1.35
PDCD6IP rs756110151



RRP15 rs541335404 218504399 GC G
Frameshift 



3-30



9 90405210 100270886 0.9 1.59



33868026 TTGG T NA 0.000012 VUS
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Suppl. Table 4A

		A                                                                         Narrow Regions

		Linkage peaks								Shared Variants affected Individuals

		 Chr		Start		End		LODmax		Gene		rs		bp		Ref		Obs		Protein		1000G		gnomAD		Varsome		Subjects

																				 Impact

		8		6793540		21547340		1.1		C8orf74		rs559787601		10557936		G		GC		Frameshift variant		NA		0.001028		VUS		1-5, 1-18

										PINX1		rs766688019		10623379		G		C		Gln148Glu		NA		0.000044		VUS		1-3, 1-2, 3-11, 3-12, 1-21, 3-30, 3-31

		9		16368732		23714287		1.14

		9		25678887		27926612		1.05

		9		28645626		34261117		0.99

		10		91263587		106616640		1.02		ARHGAP19		rs145032100		99006061		G		A		His321Tyr, 		0.001597		0.003469		VUS		1-2, 1-3, 1-5, 3-11, 3-12, 3-13

																				His312Tyr, His292Tyr								1-18, 1-25, 2-28,    3-30, 3-31

										PIK3AP1		rs146527410		98469537		C		A		Ala73Ser		0.001198		0.001561		Likely benign		1-2, 1-5, 3-11, 3-12, 3-13, 1-25, 2-28, 3-30, 3-31

										SFXN3		rs563028036		102796865		AG		A		Frameshift variant		0.001200		0.001530		VUS		1-5, 3-11, 3-13, 1-25, 2-28, 3-30, 3-31

		11		65394322		86414282		0.99		DEFB108B		rs562018408		71544277		TC		T		Frameshift variant		0.000599		0.000255		VUS		3-30

		16		10187817		25913837		1.18		DNAH3		rs147656718		21048162		T		C		Ile1653Met		0.000799		0.002414		VUS		3-11, 3-12, 3-13, 3-30, 3-31

		17		51166		6296217		1.5

		17		69326988		75069906		1.5		TTYH2		rs149801914		72233484		C		T		Arg156Trp		NA		0.000223		VUS		1-5, 3-11, 3-12, 3-13, 1-25, 3-30, 3-31

		19		33006378		35752691		1.44





Suppl. Table 4B

		B                                                                        Wide Regions

		Linkage peaks								Shared Variants affected Individuals

		 Chr		Start		End		LODmax		Gene		SNP (rs)		bp		Ref		Obs		Protein		1000G		gnomAD		Varsome		Subjects

																				 Impact

		2		20404762		23713107		1.28

		4		27496294		36656080		0.98

		4		100217743		105039193		1.11

		4		122024540		130997758		0.98

		6		99851977		106282402		0.92

		7		150708089		153242571		1.31

		10		129834422		130959175		1.44

		12		31499671		41065196		1.07

		13		32478828		36258899		1.15

		14		91183327		94818940		1.05		MUC19		rs1417203177		40880371		CA		C		Frameshift 		NA		0.000098		VUS		1-3, 1-2, 1-21

		16		54728951		56950210		1.05

		19		301639		3030118		1.69

		19		5892954		7900562		1.54





Suppl. Table 4C

		C                                                                     Common Regions

		Linkage peaks										Shared Variants affected Individuals

		 Chr		Start		End		LODmax		LODmax		Gene		rs		bp		Ref		Obs		Protein		1000G		gnomAD		Varsome		Subjects

								Narrow		Wide												 Impact

		1		12184423		18471278		0.78		1.69		RRP15		rs541335404		218504399		GC		G		Frameshift 		0.002596		0.002420		VUS		1-2, 1-5,

																														 1-18

		1		203605690		226875552		1.64		1.89

		2		180436657		197507006		1.15		1.67

		3		16656331		36251715		1.03		1.35		ZCWPW2		rs148504648		28454627		A		G		Asn23Ser		0.000399		0.002203		VUS		3-11, 3-12, 3-30, 3-31

												PDCD6IP		rs756110151		33868026		TTGG		T		Disruptive		NA		0.000012		VUS		3-30

																						Inframe

																						Deletion

		3		169411792		183393037		2.36		1.89		CCDC39		rs200353947		180334077		T		TA		frameshift_		0.005391		0.009372		Benign		3-31

		9		90405210		100270886		0.9		1.59		NFIL3		rs767554303		94171767		T		G		Glu417Ala		NA		0.000016		VUS		3-11, 3-12, 3-13, 3-30, 3-31

												FBP2		rs72743247		97321404		A		G		Leu279Pro		0.001997		0.005126		VUS		3-11, 3-12, 3-13, 3-30, 3-31

												NUTM2G		rs200205157		99700252		T		G		Leu470Arg		0.001198		0.005962		Likely benign		3-11, 3-12, 3-30, 3-31

		11		24669006		29134515		1.14		1.91

		12		624731		7872595		1.2		1.62		GAPDH		rs138863602		6646375		A		G		Ile146Val		0.000200		0.000574		VUS		3-11, 3-12, 3-13, 3-30, 3-31

		13		20957230		32355432		1.06		1.93
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2 20404762 23713107 1.28
4 27496294 36656080 0.98
4 100217743 105039193 1.11
4 122024540 130997758 0.98
6 99851977 106282402 0.92
7 150708089 153242571 1.31
10 129834422 130959175 1.44
12 31499671 41065196 1.07
13 32478828 36258899 1.15



14 91183327 94818940 1.05 MUC19 rs1417203177 40880371 CA C Frameshift NA 0.000098 VUS 1-3, 1-2, 1-21



16 54728951 56950210 1.05
19 301639 3030118 1.69
19 5892954 7900562 1.54
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Suppl. Table 4A

		A                                                                         Narrow Regions

		Linkage peaks								Shared Variants affected Individuals

		 Chr		Start		End		LODmax		Gene		rs		bp		Ref		Obs		Protein		1000G		gnomAD		Varsome		Subjects

																				 Impact

		8		6793540		21547340		1.1		C8orf74		rs559787601		10557936		G		GC		Frameshift variant		NA		0.001028		VUS		1-5, 1-18

										PINX1		rs766688019		10623379		G		C		Gln148Glu		NA		0.000044		VUS		1-3, 1-2, 3-11, 3-12, 1-21, 3-30, 3-31

		9		16368732		23714287		1.14

		9		25678887		27926612		1.05

		9		28645626		34261117		0.99

		10		91263587		106616640		1.02		ARHGAP19		rs145032100		99006061		G		A		His321Tyr, 		0.001597		0.003469		VUS		1-2, 1-3, 1-5, 3-11, 3-12, 3-13

																				His312Tyr, His292Tyr								1-18, 1-25, 2-28,    3-30, 3-31

										PIK3AP1		rs146527410		98469537		C		A		Ala73Ser		0.001198		0.001561		Likely benign		1-2, 1-5, 3-11, 3-12, 3-13, 1-25, 2-28, 3-30, 3-31

										SFXN3		rs563028036		102796865		AG		A		Frameshift variant		0.001200		0.001530		VUS		1-5, 3-11, 3-13, 1-25, 2-28, 3-30, 3-31

		11		65394322		86414282		0.99		DEFB108B		rs562018408		71544277		TC		T		Frameshift variant		0.000599		0.000255		VUS		3-30

		16		10187817		25913837		1.18		DNAH3		rs147656718		21048162		T		C		Ile1653Met		0.000799		0.002414		VUS		3-11, 3-12, 3-13, 3-30, 3-31

		17		51166		6296217		1.5

		17		69326988		75069906		1.5		TTYH2		rs149801914		72233484		C		T		Arg156Trp		NA		0.000223		VUS		1-5, 3-11, 3-12, 3-13, 1-25, 3-30, 3-31

		19		33006378		35752691		1.44





Suppl. Table 4B

		B                                                                        Wide Regions

		Linkage peaks								Shared Variants affected Individuals

		 Chr		Start		End		LODmax		Gene		SNP (rs)		bp		Ref		Obs		Protein		1000G		gnomAD		Varsome		Subjects

																				 Impact

		2		20404762		23713107		1.28

		4		27496294		36656080		0.98

		4		100217743		105039193		1.11

		4		122024540		130997758		0.98

		6		99851977		106282402		0.92

		7		150708089		153242571		1.31

		10		129834422		130959175		1.44

		12		31499671		41065196		1.07

		13		32478828		36258899		1.15

		14		91183327		94818940		1.05		MUC19		rs1417203177		40880371		CA		C		Frameshift 		NA		0.000098		VUS		1-3, 1-2, 1-21

		16		54728951		56950210		1.05

		19		301639		3030118		1.69

		19		5892954		7900562		1.54





Suppl. Table 4C

		C                                                                     Common Regions

		Linkage peaks										Shared Variants affected Individuals

		 Chr		Start		End		LODmax		LODmax		Gene		rs		bp		Ref		Obs		Protein		1000G		gnomAD		Varsome		Subjects

								Narrow		Wide												 Impact

		1		12184423		18471278		0.78		1.69		RRP15		rs541335404		218504399		GC		G		Frameshift 		0.002596		0.002420		VUS		1-2, 1-5,

																														 1-18

		1		203605690		226875552		1.64		1.89

		2		180436657		197507006		1.15		1.67

		3		16656331		36251715		1.03		1.35		ZCWPW2		rs148504648		28454627		A		G		Asn23Ser		0.000399		0.002203		VUS		3-11, 3-12, 3-30, 3-31

												PDCD6IP		rs756110151		33868026		TTGG		T		Disruptive		NA		0.000012		VUS		3-30

																						Inframe

																						Deletion

		3		169411792		183393037		2.36		1.89		CCDC39		rs200353947		180334077		T		TA		frameshift_		0.005391		0.009372		Benign		3-31

		9		90405210		100270886		0.9		1.59		NFIL3		rs767554303		94171767		T		G		Glu417Ala		NA		0.000016		VUS		3-11, 3-12, 3-13, 3-30, 3-31

												FBP2		rs72743247		97321404		A		G		Leu279Pro		0.001997		0.005126		VUS		3-11, 3-12, 3-13, 3-30, 3-31

												NUTM2G		rs200205157		99700252		T		G		Leu470Arg		0.001198		0.005962		Likely benign		3-11, 3-12, 3-30, 3-31

		11		24669006		29134515		1.14		1.91

		12		624731		7872595		1.2		1.62		GAPDH		rs138863602		6646375		A		G		Ile146Val		0.000200		0.000574		VUS		3-11, 3-12, 3-13, 3-30, 3-31

		13		20957230		32355432		1.06		1.93
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Linkage peaks Shared Variants affected Individuals



 Chr Start End LODmax Gene rs bp Ref Obs 1000G gnomAD Varsome



8 6793540 21547340 1.1



10 91263587 106616640 1.02



0.003469 VUSARHGAP19 rs145032100 99006061 G A 0.001597










Protein

 Impact

C8orf74rs55978760110557936GGC

Frameshift 

variant

NA0.001028VUS1-5, 1-18

PINX1rs76668801910623379GCGln148GluNA0.000044VUS

1-3, 1-2, 3-11, 3-

12, 1-21, 3-30, 3-31

916368732237142871.14

925678887279266121.05

928645626342611170.99

His321Tyr, 

1-2, 1-3, 1-5, 3-11, 

3-12, 3-13

His312Tyr, 

His292Tyr

1-18, 1-25, 2-28,    

3-30, 3-31

PIK3AP1rs14652741098469537CAAla73Ser0.0011980.001561

Likely 

benign

1-2, 1-5, 3-11, 3-

12, 3-13, 1-25, 2-

28, 3-30, 3-31

SFXN3rs563028036102796865AGA

Frameshift 

variant

0.0012000.001530VUS

1-5, 3-11, 3-13, 1-

25, 2-28, 3-30, 3-31

1165394322864142820.99DEFB108Brs56201840871544277TCT

Frameshift 

variant

0.0005990.000255VUS3-30

1610187817259138371.18DNAH3rs14765671821048162TCIle1653Met0.0007990.002414VUS

3-11, 3-12, 3-13, 3-

30, 3-31

175116662962171.5

1769326988750699061.5TTYH2rs14980191472233484CTArg156TrpNA0.000223VUS

1-5, 3-11, 3-12, 3-

13, 1-25, 3-30, 3-31

1933006378357526911.44

Subjects

A                                                                         Narrow Regions

Linkage peaks Shared Variants affected Individuals

 ChrStartEndLOD

max

GenersbpRefObs 1000GgnomADVarsome

86793540215473401.1

10912635871066166401.02

0.003469VUSARHGAP19rs14503210099006061GA 0.001597


Hoja_de_c_lculo_de_Microsoft_Excel5.xlsx
Suppl. Table 4A

		A                                                                         Narrow Regions

		Linkage peaks								Shared Variants affected Individuals

		 Chr		Start		End		LODmax		Gene		rs		bp		Ref		Obs		Protein		1000G		gnomAD		Varsome		Subjects

																				 Impact

		8		6793540		21547340		1.1		C8orf74		rs559787601		10557936		G		GC		Frameshift variant		NA		0.001028		VUS		1-5, 1-18

										PINX1		rs766688019		10623379		G		C		Gln148Glu		NA		0.000044		VUS		1-3, 1-2, 3-11, 3-12, 1-21, 3-30, 3-31

		9		16368732		23714287		1.14

		9		25678887		27926612		1.05

		9		28645626		34261117		0.99

		10		91263587		106616640		1.02		ARHGAP19		rs145032100		99006061		G		A		His321Tyr, 		0.001597		0.003469		VUS		1-2, 1-3, 1-5, 3-11, 3-12, 3-13

																				His312Tyr, His292Tyr								1-18, 1-25, 2-28,    3-30, 3-31

										PIK3AP1		rs146527410		98469537		C		A		Ala73Ser		0.001198		0.001561		Likely benign		1-2, 1-5, 3-11, 3-12, 3-13, 1-25, 2-28, 3-30, 3-31

										SFXN3		rs563028036		102796865		AG		A		Frameshift variant		0.001200		0.001530		VUS		1-5, 3-11, 3-13, 1-25, 2-28, 3-30, 3-31

		11		65394322		86414282		0.99		DEFB108B		rs562018408		71544277		TC		T		Frameshift variant		0.000599		0.000255		VUS		3-30

		16		10187817		25913837		1.18		DNAH3		rs147656718		21048162		T		C		Ile1653Met		0.000799		0.002414		VUS		3-11, 3-12, 3-13, 3-30, 3-31

		17		51166		6296217		1.5

		17		69326988		75069906		1.5		TTYH2		rs149801914		72233484		C		T		Arg156Trp		NA		0.000223		VUS		1-5, 3-11, 3-12, 3-13, 1-25, 3-30, 3-31

		19		33006378		35752691		1.44





Suppl. Table 4B

		B                                                                        Wide Regions

		Linkage peaks								Shared Variants affected Individuals

		 Chr		Start		End		LODmax		Gene		SNP (rs)		bp		Ref		Obs		Protein		1000G		gnomAD		Varsome		Subjects

																				 Impact

		2		20404762		23713107		1.28

		4		27496294		36656080		0.98

		4		100217743		105039193		1.11

		4		122024540		130997758		0.98

		6		99851977		106282402		0.92

		7		150708089		153242571		1.31

		10		129834422		130959175		1.44

		12		31499671		41065196		1.07

		13		32478828		36258899		1.15

		14		91183327		94818940		1.05		MUC19		rs1417203177		40880371		CA		C		Frameshift 		NA		0.000098		VUS		1-3, 1-2, 1-21

		16		54728951		56950210		1.05

		19		301639		3030118		1.69

		19		5892954		7900562		1.54





Suppl. Table 4C

		C                                                                     Common Regions

		Linkage peaks										Shared Variants affected Individuals

		 Chr		Start		End		LODmax		LODmax		Gene		rs		bp		Ref		Obs		Protein		1000G		gnomAD		Varsome		Subjects

								Narrow		Wide												 Impact

		1		12184423		18471278		0.78		1.69		RRP15		rs541335404		218504399		GC		G		Frameshift 		0.002596		0.002420		VUS		1-2, 1-5,

																														 1-18

		1		203605690		226875552		1.64		1.89

		2		180436657		197507006		1.15		1.67

		3		16656331		36251715		1.03		1.35		ZCWPW2		rs148504648		28454627		A		G		Asn23Ser		0.000399		0.002203		VUS		3-11, 3-12, 3-30, 3-31

												PDCD6IP		rs756110151		33868026		TTGG		T		Disruptive		NA		0.000012		VUS		3-30

																						Inframe

																						Deletion

		3		169411792		183393037		2.36		1.89		CCDC39		rs200353947		180334077		T		TA		frameshift_		0.005391		0.009372		Benign		3-31

		9		90405210		100270886		0.9		1.59		NFIL3		rs767554303		94171767		T		G		Glu417Ala		NA		0.000016		VUS		3-11, 3-12, 3-13, 3-30, 3-31

												FBP2		rs72743247		97321404		A		G		Leu279Pro		0.001997		0.005126		VUS		3-11, 3-12, 3-13, 3-30, 3-31

												NUTM2G		rs200205157		99700252		T		G		Leu470Arg		0.001198		0.005962		Likely benign		3-11, 3-12, 3-30, 3-31

		11		24669006		29134515		1.14		1.91

		12		624731		7872595		1.2		1.62		GAPDH		rs138863602		6646375		A		G		Ile146Val		0.000200		0.000574		VUS		3-11, 3-12, 3-13, 3-30, 3-31

		13		20957230		32355432		1.06		1.93
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A. Haplotypes of the Linkage Region 9933.1-33.2 associated with the wide phenotype in Subfamily 3

HL
Gene chr 3 bp__|Ref|Obs| Protein Impact | 1000G | gnomAD | Varsome
A hro_[istasa13581] 116883714 | A | G | intergenic region [ 0,00359425 000767614 | _Vus
oz | <o [ss7aserea 116995043 | G | T | intron varient 000159681 ] 0,0060525 | _vus
chro 117732536 117017282 | G | A | _intron variant | 0,00459265 0,00847512 kel benign
WHRN s A [ 117180316 | A | G | intron variant ot eported s
A o [rera7sass0 | 117451583 | A | 6 | intersenic region [0,00875233] 0,0060578 | vus
A chro_[stacaaso32] 117503577 | C | T _| intergenic region [0,00559105 [0,00618425 | _vus.
A chvo | res600096a [ 117523625 | € | T | intergenicregion [0,00475233 000608164 ] Vs
[Ty chro [ 56008628 | 117531503 | C | T | intergenic region |0,0033957] 0,0049729 | _wus
H2
Gene Chr [ bp__|Ref[Obs| Protein Impact | 1000G | gnomAD | Varsome
hro | roassit | 117843831 [ G | T | intron veriant |0,00199681[0,00302644 | _us
™e chro | rs2482079 | 117868293 | T | _C | intron variant_|0,00219649 [0,00302702 _us.
s A [ 117878534 | G | A | intron variant NA__|31sat0s | wus
chro | 12592149 [ 117526298 | G | A | intron variant | 0,00399361 [0,00345942 _us.
S s NA__[ 118116520 [ A [ G | intron variant NA__[31sa105 | wus
chro 1537057575 118135400 | A | G | intron variant | 0,00013968 | 0,0000318 | _us.
chro_[rs5a5046369] 118142492 | G | A | intron variant_|0,00013968 | 0,0000637 | _Vus.
A chro_[rs71168692] 118405585 | C | T_| intergenic region [0,00019968 | 0,0000318 | _us.
A s NA__[ 118522880 G | A | intergenic region | __Na__| 0,0000318 | _wus
A s A [ 118550150 | C | T | intergenic region | __Na__| 0,0000318 | _wus
A chro_[istaca26488] 118613085 | A | G | intergenic region |0,00938498 [0,00404459 | VU
A chro_sta75s9462] 118858914 | A | G_| intergenic region [0,00319489 0,00401453 | _Vus.
s NA__[ 118576797 | C [ A | intron vriant | Notreported oS
. s A [ 119022095 | T | C | intron variant | Notreported oS
s A [ 119024387 | G | A | intron vriant | Notreported oS
chro_[s181003102] 119063932 | A | T_| intron variant_| 0,0009984 000356642 | _us.
chro_[staca3se1s 119198874 | G | A | intron variant | 0,00079872 000331189 | _us
chro 139814838 119219573 | A | G_| intron variant_|0,00273553 0,00802354 kel benign
s NA__[ 119270176 | T | C | intron variant | Notreported s
chro_[is11699592] 119318987 | C | T | intron variant_|0,00279553 [0,00773984 | _us.
e chro_[st17517893] 119325920 | C | T | intron-variant_|0,002995210,00832642 | _us.
chro_[st88as95a4] 119340790 | T | C | intron variant | 0,00273553 [0,00766724 | _us
chro_[st50169463] 119371830 | T | _C | intron variant_|0,00273553 [0,00781655 | _us.
s NA_[11963795 | G | A | intron veriant |Notreported s
Insertions/Deletions identified in the H2 haplotype of Subfamily 3
DELECT s NA [ 116113019 haGd A | intron variant | WA | 00000955 | vus
UNCOA78 | _chro NA__| 118667077 [ATG] A | intron variant | NA | 00000638 | vus
H3
Gene Chr s bp__|Ref[Obs| Protein Impact | 1000G | gnomAD | Varsome
chro__[ist86219478] 119616588 | T | C | intron variant | 0,00159744 [0,0048a107| _vus
chro 117473036 119961964 | T | C_| intron variant_|0,00199681 0,048 168 | _Vus
s chro_[is1a6129313] 119966382 | G | _C | intron variant_|0,00159744 [0,00398115 _vus.
chro 145483580 120026166 | C | T | intron variant_|0,00159744 [0,00516384 | _Vus.
chro_[s191594200] 120105136 | G | A | intron variant |0,00039936 [0,00108335| _vus
Ha
Gene Chr s bp__|Ref[Obs| Protein Impact | 1000G | gnomAD | Varsome
A chro__[s117766598] 121868452 | T | _C | intergenic region [0,00319489 [0,00802354 | _vus
A oo ststsosasa| 122175025 | A | 6 | interaenic region [0,00215645[0,00175137] Vs
A chro_[s191352043] 122192299 | T | _C_| intergenicregion |0,001996810,00146478 | _Vus.
A chvo | retsa7ess [122292642 | A | 6 | interaenic region [0,0005590a| 0,0008285 | vus
A chro__[stacaa7793] 122530344 | G | A | intergenic region [0,00219649 [0,00114708 | _us
A oo |stsoteass| 122542663 | A | 6 | interaenic region [0,00299521] 0,0090647 | VU5
B. HS haplotype of the Linkage Region 9q33.1-33.2 associated with the narrow phenotype ins Subfamily 3
Gene chr 3 bp__|Ref|Obs| Protein Impact | 1000G | gnomAD | Varsome
chro__[1s145296909] 113479998 | T | _C_| _intron variant | 0,00573073 0,0030195  Likely beign
chro_[r368429456] 113481468 | G | T_| intron variant_|0,00573073 0,00284018 | ikey bnign
sk chro_[s183670470] 113515498 | G | A | intron variant_|0,00119808 [0,00178571 ] _us
chro_[r579303192 | 113525126 | G | A | intron variant_|0,00139776 [0,00197515 | _us.
chro_[istas3a8343] 113548471 | G | A | intron variant_| 0,0009984 [0,00186047| _us
chro_[stac624388] 113642528 | G | T | intron variant_| 0,0009984 [0,00124228] _us.
chro 15147609101 113681896 | G | A | intron variant_|0,00698882 0,00652866 | _Vus,
ot chro [ 572748167 | 113684505 | G | A | intron variant_[0,00379393 [0,00713512 | _us.
chro__[rs75075858] 113727420 | T | C_| intron variant_|0,00079872 0,00143577| _us.
chro_[st87952001] 113727561 | G | T | intron variant | 0,00079872 0,00146562| _Vus.
chro [ 572750194 | 113745730 | A | C | intron variant_[0,002995210,00742606 | _us.
A chro_[rs69362681] 113878682 | A | G | intergenic region | __NA__[ 000490268 _vus
Corfea s NA__[ 110553050 | A [ T | intron variant ot reported oS
Uecs chro_[is182375662] 114669858 | G | A | intron variant_|0,00139776 [0,00143534 | _us.
A o |rstrz63726[ 114768526 | A | 6 | intergenic regon [0,00199681 | 0,0020078 | vus
Frors chro_[star275a36] 115011769 | G | A | _intron variant NA__| 00000956 | _wus
chro_[rss6a854273] 115257089 | T | _C | intron variant | 0,00015968 [0,00012746 | _us.
iantoss | _ch9_[is5e349267] 115259283 [ T | C | inron_varint | 0,00015568 [0,00012737 _vus
chro_s183650808] 115300353 | G | A | intron variant_|0,001757120,00084626 | _us.
chro_[istaa366338] 115303659 | T | C | intron variant_|0,00139776 [0,00144259 | _us.
A chro__[rs74327747] 115443505 | T | _A_| intergenic region [0,00199681] 0,0004778 | _Vus
P chro_[sta1811808] 115960045 | A | G | _intron variant | 0,003993610,00225226 | ikely benien
chrs NA__[ 115978421 [ A [ G | intron variant A__[opotrozes| wus
A “chs |rs151159543] 116144471 | T | C | intergenic_region | 0,00579073| 0,00958904| VS
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Medical Age of 
Diagnosis onset



1-1 MDD 18 70
1-2 BD-I 32 40
1-3 MDD 65 80
1-4 Healthy
1-5 MDD 20 80
1-6 BD-I 36 70
1-18 SCZ 26 40 P:30, N:20, GP:42
1-19 BD-I 13 60
1-20 RMDD 22 90
1-21 Healthy
1-22 MDD 13 80
1-23 Healthy
1-24 MDD 8 80
1-25 BD-I 21 60
1-26 Healthy
1-27 ADHD 4 50
2-7 Healthy
2-28 Healthy
3-8 Healthy
3-9 MDD 70 80
3-10 RMDD 41 80
3-11 SCZ 10-20
3-12 SCZ 20
3-13 MDD 90
3-29 Healthy
3-30 APE F23 30 70
3-31 SCZ 22 40 P:15, N:33, GP:60
3-33 Healthy
3-34 Healthy
4-14 Healthy
4-15 RMDD 24 70
4-16 Healthy
4-17 Healthy
4-32 Healthy



Subject GAF PANSS










Medical Age of 

Diagnosisonset

1-1MDD1870

1-2BD-I3240

1-3MDD6580

1-4Healthy

1-5MDD2080

1-6BD-I3670

1-18SCZ2640P:30, N:20, GP:42

1-19BD-I1360

1-20RMDD2290

1-21Healthy

1-22MDD1380

1-23Healthy

1-24MDD880

1-25BD-I2160

1-26Healthy

1-27ADHD450

2-7Healthy

2-28Healthy

3-8Healthy

3-9MDD7080

3-10RMDD4180

3-11SCZ 10-20

3-12SCZ 20

3-13MDD 90

3-29Healthy

3-30APE F233070

3-31SCZ2240P:15, N:33, GP:60

3-33Healthy

3-34Healthy

4-14Healthy

4-15RMDD2470

4-16Healthy

4-17Healthy

4-32Healthy

Subject GAFPANSS
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Suppl. Table 1

		Subject		Medical 		Age of 		GAF		PANSS

				Diagnosis		onset

		1-1		MDD		18		70

		1-2		BD-I		32		40

		1-3		MDD		65		80

		1-4		Healthy

		1-5		MDD		20		80

		1-6		BD-I		36		70

		1-18		SCZ		26		40		P:30, N:20, GP:42

		1-19		BD-I		13		60

		1-20		RMDD		22		90

		1-21		Healthy

		1-22		MDD		13		80

		1-23		Healthy

		1-24		MDD		8		80

		1-25		BD-I		21		60

		1-26		Healthy

		1-27		ADHD		4		50

		2-7		Healthy

		2-28		Healthy

		3-8		Healthy

		3-9		MDD		70		80

		3-10		RMDD		41		80

		3-11		SCZ				10-20

		3-12		SCZ				20

		3-13		MDD				90

		3-29		Healthy

		3-30		APE F23		30		70

		3-31		SCZ		22		40		P:15, N:33, GP:60

		3-33		Healthy

		3-34		Healthy

		4-14		Healthy

		4-15		RMDD		24		70

		4-16		Healthy

		4-17		Healthy

		4-32		Healthy






























































































image2.emf



LODmax



Narrow
chr8 6793540 21547340 1.1



rs16936077 0.008096
rs12349286 0.008096
rs73643495 0.008096
rs3780223 0.008096
rs60979332 0.008683
rs10964589 0.017299
rs56977703 0.017424
rs4961760 0.022528
rs75215642 0.022528
rs10811237 0.046263
rs12001512 0.046262
rs2383122 0.046262



chr9 25678887 27926612 1.05
rs2492626 0.008683
rs6476369 0.032000



chr10 91263587 106616640 1.02
chr11 65394322 86414282 0.99
chr16 10187817 25913837 1.18
chr17 51166 6296217 1.5
chr17 69326988 75069906 1.5
chr19 33006378 35752691 1.44



A                          Narrow Regions



 Chr Start End



Linkage peaks Significant SNPs 
Narrow Association



SNP BH (p-value )



chr9 16368732 23714287 1.14



chr9 28645626 34261117 0.99










LOD

max

Narrow

chr86793540215473401.1

rs169360770.008096

rs123492860.008096

rs736434950.008096

rs37802230.008096

rs609793320.008683

rs109645890.017299

rs569777030.017424

rs49617600.022528

rs752156420.022528

rs108112370.046263

rs120015120.046262

rs23831220.046262

chr925678887279266121.05

rs24926260.008683

rs64763690.032000

chr10912635871066166401.02

chr1165394322864142820.99

chr1610187817259138371.18

chr175116662962171.5

chr1769326988750699061.5

chr1933006378357526911.44

A                          Narrow Regions

 ChrStartEnd

Linkage peaks

Significant SNPs 

Narrow Association

SNPBH (p-value)

chr916368732237142871.14

chr928645626342611170.99
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Suppl. Table 2A

		A                          Narrow Regions

		Linkage peaks								Significant SNPs 

										Narrow Association

		 Chr		Start		End		LODmax		SNP		BH (p-value)

								Narrow

		chr8		6793540		21547340		1.1

		chr9		16368732		23714287		1.14		rs16936077		0.008096

										rs12349286		0.008096

										rs73643495		0.008096

										rs3780223		0.008096

										rs60979332		0.008683

										rs10964589		0.017299

										rs56977703		0.017424

										rs4961760		0.022528

										rs75215642		0.022528

										rs10811237		0.046263

										rs12001512		0.046262

										rs2383122		0.046262

		chr9		25678887		27926612		1.05

		chr9		28645626		34261117		0.99		rs2492626		0.008683

										rs6476369		0.032000

		chr10		91263587		106616640		1.02

		chr11		65394322		86414282		0.99

		chr16		10187817		25913837		1.18

		chr17		51166		6296217		1.5

		chr17		69326988		75069906		1.5

		chr19		33006378		35752691		1.44





Suppl. Table 2B

		B                           Wide Regions

		Linkage peaks								Significant SNPs  

										Wide Association

		 Chr		Start		End		LODmax		SNP		BH (p-value)

								Wide

		chr2		20404762		23713107		1.28

		chr4		27496294		36656080		0.98		rs2871431		0.033550

		chr4		100217743		105039193		1.11

		chr4		122024540		130997758		0.98

		chr6		99851977		106282402		0.92

		chr7		150708089		153242571		1.31

		chr10		129834422		130959175		1.44

		chr12		31499671		41065196		1.07

		chr13		32478828		36258899		1.15

		chr14		91183327		94818940		1.05

		chr16		54728951		56950210		1.05		rs1974708		0.001799

										rs2244613		0.001799

		chr19		301639		3030118		1.69

		chr19		5892954		7900562		1.54
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LODmax



Wide
chr2 20404762 23713107 1.28
chr4 27496294 36656080 0.98 rs2871431 0.033550



chr4 100217743 105039193 1.11



chr4 122024540 130997758 0.98



chr6 99851977 106282402 0.92



chr7 150708089 153242571 1.31



chr10 129834422 130959175 1.44



chr12 31499671 41065196 1.07



chr13 32478828 36258899 1.15



chr14 91183327 94818940 1.05
rs1974708 0.001799
rs2244613 0.001799



chr19 301639 3030118 1.69



chr19 5892954 7900562 1.54



chr16 54728951 56950210
1.05



B                           Wide Regions



 Chr Start End



Linkage peaks Significant SNPs  
Wide Association



SNP BH (p-value )










LOD

max

Wide

chr220404762237131071.28

chr4

27496294366560800.98rs28714310.033550

chr41002177431050391931.11

chr41220245401309977580.98

chr6998519771062824020.92

chr71507080891532425711.31

chr101298344221309591751.44

chr1231499671410651961.07

chr1332478828362588991.15

chr1491183327948189401.05

rs1974708

0.001799

rs22446130.001799

chr1930163930301181.69

chr19589295479005621.54

chr165472895156950210

1.05

B                           Wide Regions

 ChrStartEnd

Linkage peaks

Significant SNPs  

Wide Association

SNPBH (p-value)
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Suppl. Table 2A

		A                          Narrow Regions

		Linkage peaks								Significant SNPs 

										Narrow Association

		 Chr		Start		End		LODmax		SNP		BH (p-value)

								Narrow

		chr8		6793540		21547340		1.1

		chr9		16368732		23714287		1.14		rs16936077		0.008096

										rs12349286		0.008096

										rs73643495		0.008096

										rs3780223		0.008096

										rs60979332		0.008683

										rs10964589		0.017299

										rs56977703		0.017424

										rs4961760		0.022528

										rs75215642		0.022528

										rs10811237		0.046263

										rs12001512		0.046262

										rs2383122		0.046262

		chr9		25678887		27926612		1.05

		chr9		28645626		34261117		0.99		rs2492626		0.008683

										rs6476369		0.032000

		chr10		91263587		106616640		1.02

		chr11		65394322		86414282		0.99

		chr16		10187817		25913837		1.18

		chr17		51166		6296217		1.5

		chr17		69326988		75069906		1.5

		chr19		33006378		35752691		1.44





Suppl. Table 2B

		B                           Wide Regions

		Linkage peaks								Significant SNPs  

										Wide Association

		 Chr		Start		End		LODmax		SNP		BH (p-value)

								Wide

		chr2		20404762		23713107		1.28

		chr4		27496294		36656080		0.98		rs2871431		0.033550

		chr4		100217743		105039193		1.11

		chr4		122024540		130997758		0.98

		chr6		99851977		106282402		0.92

		chr7		150708089		153242571		1.31

		chr10		129834422		130959175		1.44

		chr12		31499671		41065196		1.07

		chr13		32478828		36258899		1.15

		chr14		91183327		94818940		1.05

		chr16		54728951		56950210		1.05		rs1974708		0.001799

										rs2244613		0.001799

		chr19		301639		3030118		1.69

		chr19		5892954		7900562		1.54






