Supplementary Table S1
Detailed Variant Information for Pathogenic and Likely Pathogenic Ciliopathy Gene Variants Identified in Adults with Focal Segmental Glomerulosclerosis
All variants listed below were classified as pathogenic (P) or likely pathogenic (LP) according to ACMG 2015 guidelines. All variants are frameshift deletions or insertions predicted to result in loss of function. Zygosity indicates that all patients carried biallelic (homozygous) variants consistent with autosomal recessive inheritance.

Table S1. Variant Classification and Population Frequencies
	Gene
	Transcript
	Nucleotide Change
	Protein Change
	ACMG Class
	Zygosity
	Number of Patients
	gnomAD v4.1 (AC/AN)
	gnomAD v4.1 AF
	gnomAD MENA AF
	Notes

	INPP5E
	NM_019892.6
	c.367_368delGC
	p.Ala123ProfsTer27
	LP
	Homozygous
	10
	0 / 730,947
	0
	0 (absent)
	Founder variant in this consanguineous population

	BBS2
	NM_031885.4
	c.1254delT
	p.Phe418LeufsTer40
	LP
	Homozygous
	6
	<5 / 730,947
	<0.000007
	Not reported
	Ultra-rare frameshift variant

	BBS2
	NM_031885.4
	c.1725delT
	p.Phe575LeufsTer8
	P
	Homozygous
	2
	<5 / 730,947
	<0.000007
	Not reported
	Ultra-rare frameshift variant

	BBS2
	NM_031885.4
	c.106_107delCA
	p.Gln36AsnfsTer8
	LP
	Homozygous
	1
	<5 / 730,947
	<0.000007
	Not reported
	Ultra-rare frameshift variant

	CPLANE1
	NM_023073.3
	c.1819delT
	p.Tyr607ThrfsTer6
	P
	Homozygous
	3
	<5 / 730,947
	<0.000007
	Not reported
	Ultra-rare frameshift variant

	CPLANE1
	NM_023073.3
	c.1868_1869insT
	p.Leu623PhefsTer8
	LP
	Homozygous
	3
	0 / 730,947
	0
	0 (absent)
	Novel frameshift insertion

	CPLANE1
	NM_023073.3
	c.8263delA
	p.Thr2755HisfsTer2
	LP
	Homozygous
	1
	<5 / 730,947
	<0.000007
	Not reported
	Ultra-rare frameshift variant

	CPLANE1
	NM_023073.3
	c.6599delT
	p.Leu2200CysfsTer85
	LP
	Homozygous
	1
	0 / 730,947
	0
	0 (absent)
	Novel frameshift deletion

	CPLANE1
	NM_023073.3
	c.3912delA
	p.Gly1305GlufsTer13 
	LP
	Homozygous
	1
	<5 / 730,947
	<0.000007
	Not reported
	Ultra-rare frameshift variant

	CEP290
	NM_025114.4
	c.2462delT
	p.Leu821CysfsTer7
	LP
	Homozygous
	2
	<5 / 730,947
	<0.000007
	Not reported
	Ultra-rare frameshift variant

	CEP290
	NM_025114.4
	c.6416_6417delAA
	p.Lys2139SerfsTer3
	P
	Homozygous
	1
	0 / 730,947
	0
	0 (absent)
	Novel frameshift deletion

	CEP290
	NM_025114.4
	c.2523delA
	p.Glu842ArgfsTer15
	LP
	Homozygous
	1
	<5 / 730,947
	<0.000007
	Not reported
	Ultra-rare frameshift variant

	TCTN2
	NM_024809.5
	c.1206delT
	p.Phe402LeufsTer12
	LP
	Homozygous
	1
	<5 / 730,947
	<0.000007
	Not reported
	Ultra-rare frameshift variant

	BBS7
	NM_176824.3
	c.1759_1760delAG
	p.Arg587GlufsTer3
	P
	Homozygous
	1
	<5 / 730,947
	<0.000007
	Not reported
	Ultra-rare frameshift variant

	NPHP3
	NM_153240.5
	c.2161delA
	p.Met721Ter
	LP
	Homozygous
	1
	<5 / 730,947
	<0.000007
	Not reported
	Ultra-rare frameshift variant



Total unique variants: 15
Total variant alleles across all patients: 35
Total patients with variants: 16

Abbreviations
· ACMG: American College of Medical Genetics and Genomics
· AC: Allele count (number of times variant observed in gnomAD database)
· AN: Allele number (total number of alleles sequenced at this position in gnomAD)
· AF: Allele frequency (AC/AN)
· gnomAD: Genome Aggregation Database version 4.1
· MENA: Middle Eastern and North African populations in gnomAD
· P: Pathogenic
· LP: Likely pathogenic

Notes on gnomAD Frequencies
1. "0 / 730,947" indicates the variant was completely absent from gnomAD v4.1 (>730,000 individuals sequenced)
2. "<5 / 730,947" indicates the variant was observed fewer than 5 times in gnomAD (exact counts <5 are not reported to protect individual privacy; maximum AF = <0.000007)
3. "Not reported" for MENA populations indicates insufficient data or variant absence in the Middle Eastern/North African subset
4. All variants are ultra-rare or absent in population databases, supporting their pathogenic role in this consanguineous cohort


