Table 1. Multi-software consensus in silico splicing prediction and genetic characteristics of the PADI6 c.116+43C>T variant.
	Feature / Computational Tool
	Evaluated Parameter / Splicing Event
	Score / Value
	Predicted Molecular Consequence

	Baseline Characteristics
	
	
	

	Genomic Coordinates (GRCh37)
	Chr1:17698899 (C > T)
	/
	Noncanonical intronic variant

	Transcript Nomenclature (HGVS)
	NM_207421.4:c.116+43C>T
	/
	Intron 1 variant

	Minor Allele Frequency (MAF)
	gnomAD / 1000 Genomes Project
	0.00% (Absent)
	Not detected in population databases

	Associated Disease (OMIM)
	Oocyte/zygote/embryo maturation arrest 16
	/
	Autosomal recessive female infertility

	In Silico Splicing Algorithms
	
	
	

	SpliceAI
	Donor Gain (at -2 bp)
	0.97
	Altered pre-mRNA splicing via cryptic donor activation

	
	Donor Loss (at -43 bp)
	0.34
	

	
	Acceptor Loss (at 160 bp)
	0.00
	

	
	Acceptor Gain
	0.00
	

	Fruitfly Splice Predictor (BDGP)
	Cryptic donor site activation
	0.93
	Alternative splice donor site predicted

	RDDC Platform (Tsinghua)
	Splicing pattern simulation
	Positive
	41-bp intron 1 retention, translational frameshift, and premature termination (p.Cys40Ter)



