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Table S1 Cohort assembly and quality-control flow for BMP15 and GLUD1 analyses
	Analysis stage
	BMP15
	GLUD1
	Notes

	Phenotyped cohort
	33
	33
	Reproductive records available

	Nadia animals in phenotypic cohort
	13
	13
	Gangetic alluvial zone

	Sunderban animals in phenotypic cohort
	20
	20
	Coastal saline zone

	Initial gene-specific molecular records
	30
	30
	BMP15 sequence records; GLUD1 AB1 chromatograms

	Technical failures
	
	3
	GLUD1: S10, S17, S20; five base calls each

	Low-quality/short reads excluded from primary analysis
	1
	3
	BMP15: N9 lacked assigned group; GLUD1: N12, N9, S7

	Phenotype-only animals without molecular data
	3
	3
	BMP15: S5, S13, S18; GLUD1: N13, S5, S18

	Final primary molecular cohort
	29
	24
	BMP15 association cohort; GLUD1 validated common-region cohort

	Validated common coding interval
	
	90
	GLUD1 XM_005699318.3 positions 1394–1483

	Association analysis performed
	Yes
	No
	GLUD1 interval was monomorphic



Table S2 BMP15 exon 2 sequence-defined locus (association cohort, n = 29)
	Parameter
	Result

	Reference transcript
	Capra hircus BMP15 NM_001285588.1

	Targeted region
	BMP15 exon 2; edited 772-bp amplicon

	Sequence-defined locus
	C>T at edited amplicon position 425

	Reference-aligned base
	C

	C group
	21 (0.724)

	T group
	8 (0.276)

	Molecular association cohort
	29

	Concordance with existing molecular labels
	29/29

	Diploid zygosity assignment
	Not performed from edited consensus sequences

	Functional annotation
	Not assigned in this study


Diploid genotypes were not called from single-pass forward-strand consensus sequences; sequence groups were cross-checked against previously assigned AA/BB labels (29/29 concordant).

Table S3 GLUD1 exon 8 quality control and shared-interval monomorphism
	Parameter
	Result

	Phenotyped cohort
	33 does

	Raw GLUD1 AB1 chromatograms available
	30

	Successfully readable chromatograms
	30

	Technical failures
	S10, S17, S20; five base calls each

	Review/low-quality or short reads excluded
	N12, N9, S7

	Primary quality-filtered AB1-derived reads
	24

	Reference transcript
	Capra hircus GLUD1 XM_005699318.3

	Shared coding interval
	1394-1483

	Shared interval length
	90 bp

	Validated variable positions
	0

	Validated coding variants
	0

	Association analysis
	Not performed; validated shared interval was monomorphic


No variation was detected in the 90 bp shared interval; this does not imply that GLUD1 is invariant outside it.





