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Supplementary Methods
Polymorphism genotyping utilized whole blood samples collected at the baseline visit to isolate whole blood DNA. 142 NMOSD participants who provided consent for genetic analysis were genotyped for the FCGR3A polymorphism via a TaqMan SNP Genotyping Assay (ThermoFisher Assay ID: C__25815666_10). Genotype calls were deemed high quality (> 99%) for 140 out of 142 samples in the initial analysis. Two samples with low quality calls were rerun a second time with resulting high quality genotype calls (>99%).  
To further validate the reproducibility of the assay, 6 reference samples were run as 4 technical replicates with 100% agreement of genotype calls across all replicates for all samples. Finally, to examine accuracy of the TaqMan assay, Sanger sequencing was performed in parallel on a subset of 28 samples. For 24/28 samples, the Sanger sequencing result agreed with the TaqMan result. In the cases where the genotype call obtained from Sanger sequencing differed from that of the TaqMan assay, the Sanger result was carried forward for statistical analysis. No significant departure in allele frequencies from Hardy-Weinberg equilibrium was observed.



