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[bookmark: OLE_LINK1][bookmark: OLE_LINK2]Table S1. The 74 Refseq genes in the deleted region of chromosome 13
	Gene Name
	OMIM
	Putative Function

	DACH1
	603803
	Transcription factor that is involved in regulation of organogenesis[1].

	MZT1
	613448
	· Required for gamma-tubulin complex recruitment to the centrosome[2]. 

	BORA

	610510
	· Required for the activation of AURKA at the onset of mitosis[3]. 

	DIS3
	607533
	Putative catalytic component of the RNA exosome complex which has 3'-5' exoribonuclease activity and participates in a multitude of cellular RNA processing and degradation events[4,5].


	PIBF1
	607532
	Plays a role in ciliogenesis[6].

	KLF5
	602903
	· Transcription factor that binds to GC box promoter elements. Activates the transcription of these genes[7].


	KLF12
	607531
	· KLF12 confers strong transcriptional repression to the AP-2-alpha gene and is reciprocally regulated by AP-2-alpha.Binds to a regulatory element (A32) in the AP-2-alpha gene promoter[8].

	TBC1D4
	612465
	· May act as a GTPase-activating protein for RAB2A, RAB8A, RAB10 and RAB14. Isoform 2 promotes insulin-induced glucose transporter SLC2A4/GLUT4 translocation at the plasma membrane, thus increasing glucose uptake[9,10].

	COMMD6
	612377
	May modulate activity of cullin-RING E3 ubiquitin ligase (CRL) complexes [11]. Down-regulates activation of NF-kappa-B. Inhibits TNF-induced NFKB1 activation[12,13].


	[bookmark: OLE_LINK9]UCHL3
	603090
	· A member of deubiquitinating enzyme (DUB). DUB that controls levels of cellular ubiquitin through processing of ubiquitin precursors and ubiquitinated proteins.Indirectly increases the phosphorylation of IGFIR, AKT and FOXO1 and promotes insulin-signaling and insulin-induced adipogenesis. Required for stress-response retinal, skeletal muscle and germ cell maintenance. May be involved in working memory[14-17].

	[bookmark: OLE_LINK10]LMO7
	604362
	· LMO7 positively regulates many Emery-Dreifuss muscular dystrophy relevant genes (including emerin), and is feedback-regulated by binding to emerin[18].

	KCTD12
	610521
	· Auxiliary subunit of GABA-B receptors that determine the pharmacology and kinetics of the receptor response. Increases agonist potency and markedly alter the G-protein signaling of the receptors by accelerating onset and promoting desensitization[19].

	CLN5
	608102
	Plays a role in influencing the retrograde trafficking of lysosomal sorting receptors SORT1 and IGF2R from the endosomes to the trans-Golgi network by controlling the recruitment of retromer complex to the endosomal membrane. Regulates the localization and activation of RAB7A which is required to recruit the retromer complex to the endosomal membrane[20]. 

	FBXL3
	605653
	FBXL3 is involved in the pathway protein ubiquitination, which is part of protein modification.Substrate-recognition component of the FBXL3 E3 ubiquitin ligase complex involved in circadian rhythm function. Plays a key role in the maintenance of both the speed and the robustness of the circadian clock oscillation. The FBXL3 complex mainly acts in the nucleus and mediates ubiquitination and subsequent degradation of CRY1 and CRY2 [21-23].

	MYCBP2
	610392
	Atypical E3 ubiquitin-protein ligase which specifically mediates ubiquitination of threonine and serine residues on target proteins. It was required for the formation of major central nervous system axon tracts, and regulates axon guidance in the olfactory system. It will catalyze ubiquitination of threonine and/or serine residues on NMNAT2, consequences of threonine and/or serine ubiquitination are however  unknown [24]. It mediates ubiquitination and subsequent proteasomal degradation of TSC2/tuberin[25,26].

	
	
	

	[bookmark: OLE_LINK42][bookmark: OLE_LINK43][bookmark: OLE_LINK38]SCEL
	604112
	May function in the assembly or regulation of proteins in the cornified envelope. The presence of sciellin in simple epithelia suggests that the various regions of sciellin (e.g., the LIM domain) play different roles in epithelial function[27].

	
	
	

	SLAIN1
	610491
	Microtubule plus-end tracking protein that might be involved in the regulation of cytoplasmic microtubule dynamics, microtubule organization and microtubule elongation[28].

	EDNRB
	131244
	Non-specific receptor for endothelin 1, 2, and 3. Mediates its action by association with G proteins that activate a phosphatidylinositol-calcium second messenger system[29].

	[bookmark: OLE_LINK39][bookmark: OLE_LINK44]POU4F1
	601632
	· Regulates the expression of specific genes involved in differentiation and survival within a subset of neuronal lineages. Exerts its major developmental effects in somatosensory neurons and in brainstem nuclei involved in motor control[30]. 


	RPL35AP31
	N/A
	Unknown

	RPS10P21
	N/A
	Unknown

	RPL18AP17
	N/A
	Unknown

	RPL21P110
	N/A
	Unknown

	RNU6-80P
	N/A
	Unknown

	RNU6-79P
	N/A
	Unknown

	PSMD10P3
	N/A
	Unknown

	FABP5P1
	N/A
	Unknown

	RNU6-66P
	N/A
	Unknown

	RNU7-89P
	N/A
	Unknown

	RNU4-10P
	N/A
	Unknown

	RNY1P8
	N/A
	Unknown

	MARK2P12
	N/A
	Unknown

	LINC00392
	N/A
	Unknown

	LINC00402
	N/A
	It is correlated with reduced survival time in patients with metastatic melanoma[31]. 

	RNY1P5
	N/A
	Unknown

	RPL21P108
	N/A
	Unknown

	LOC100288208
	N/A
	Unknown

	LINC00381
	N/A
	Unknown

	LINC00347
	N/A
	Unknown

	RIOK3P1
	N/A
	Unknown

	RNU6-38P
	N/A
	Unknown

	SSR1P2
	N/A
	Unknown

	CTAGE11P
	N/A
	Unknown

	LINC01078
	N/A
	Unknown

	LMO7-AS1
	N/A
	Unknown

	FAM204CP
	N/A
	Unknown

	LMO7DN
	N/A
	Unknown

	LMO7DN-IT1
	N/A
	Unknown

	RN7SL571P
	N/A
	[bookmark: OLE_LINK24]Unknown

	ACOD1
	N/A
	cis-Aconitate decarboxylase (CAD, also known as ACOD1 or Irg1) converts cis-aconitate to itaconate and plays central roles in linking innate immunity with metabolism and in the biotechnological production of itaconic acid by Aspergillus terreus[32].

	RPL7P44
	N/A
	Unknown

	DHX9P1
	N/A
	Unknown

	MYCBP2-AS1
	N/A
	Unknown

	SCEL-AS1
	N/A
	Unknown

	RNY3P7
	N/A
	Unknown

	SPTLC1P5
	N/A
	Unknown

	LOC100129307
	N/A
	Unknown

	MIR3665
	                    N/A
	Expression is upregulation in HIV-associated neurocognitive disorder cases compared with the non-HAND group (P < 0.05) [33].

	EDNRB-AS1
	N/A
	Unknown

	RN7SL810P
	N/A
	Unknown

	LINC01069
	N/A
	Unknown

	LINC00446
	N/A
	Unknown

	RNF219-AS1
	N/A
	Unknown

	SRGNP1
	N/A
	Unknown

	RNY3P3
	N/A
	Unknown

	RPL31P54

	N/A
	Unknown

	ELOCP23
	N/A
	Unknown

	RNF219
	N/A
	In Alzheimer's disease(AD) patients, the  RNF219  variants were found to be associated with increased anxiety levels. There is data indicates a novel synergistic activity APOE and RNF219 in the modulation of behavioral traits of female mild cognitive impairment and AD patients[34].

	RPL21P111
	N/A
	Unknown

	LINC00331
	N/A
	Unknown

	HSPD1P8
	N/A
	Unknown

	CCT5P2
	N/A
	Unknown

	CCT5-2P
	N/A
	Unknown

	BTF3P11
	N/A
	Unknown
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