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Normal-only reproductive nominations remain candidates; shared probes do not establish locus-specific validation.
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Ten selected papers: full lists through curation

Source identities collapse mapped aliases and repeated entries across tables within each paper; unresolved probes remain upstream.
Paper lists overlap and must not be summed. RNA/protein nomination does not establish HLA presentation.
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All 19 earlier placental nominations now have publication provenance

[D] Retained in core CTA panel (9/19). Blank cells mean no record in these curated source rows.
* Combined CGB1/CGB2 assays, not separate positives. † Preprint.

Expression / nomination evidence is distinct from gene-specific antigen validation.
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Ten selected papers: full lists through curation

Source identities collapse mapped aliases and repeated entries across tables within each paper; unresolved probes remain upstream.
Paper lists overlap and must not be summed. RNA/protein nomination does not establish HLA presentation.
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All 19 earlier placental nominations now have publication provenance

[D] Retained in extended CTA panel (9/19). Blank cells mean no record in these curated source rows.
* Combined CGB1/CGB2 assays, not separate positives. † Preprint.

Expression / nomination evidence is distinct from gene-specific antigen validation.
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