DMS analysis of PCDH1 binding SHVs carrying ANDV Gn/Gc

The mutagenesis was done in the context of adaptive ANDV Gn/Gc sequence. The details of the SHV platform and adaptive mutations will be described in another manuscript (Khera and Kaur et al. submitted). 
Identities of the columns in the Excel sheet:
Sheet: Summary
One row per set.
· set: dataset/set identifier (e.g., 1–6)
· input_min_count: input-only threshold applied (10)
· variants_compared: number of variants with finite log2FC in both replicates after filtering
· pearson_r_log2FC / pearson_p: Pearson correlation (and p-value) of replicate log2FC values
· spearman_rho_log2FC / spearman_p: Spearman correlation (and p-value) of replicate log2FC values
· repro_enriched_FDR0.05_both: count of variants enriched in both reps with FDR<0.05 in both
· repro_depleted_FDR0.05_both: count of variants depleted in both reps with FDR<0.05 in both
· pc: pseudocount used (0.5)
· fdr_threshold: FDR threshold used (0.05)
Sheet: Artifacts
Pointers to the per-set deliverables.
· set: set identifier
· zip_path: path/filename of the per-set output ZIP
· excel_report_path: path/filename of the per-set Excel report
· outdir: folder name used for the per-set outputs
Sheets per set: SetX_All, SetX_Enriched, SetX_Depleted
These contain variant-level results (filtered to input Mutation_count ≥ 10) for set X.
Common columns in SetX_All (and inherited in Enriched/Depleted subsets):
· Variant: variant identifier (same as Mut_type)
· Position: numeric position parsed from Variant
· Mutation_count_in / Position_count_in: variant count and total depth in input
· bound_count_rep1 / bound_poscount_rep1: variant count and total depth in bound replicate 1
· bound_count_rep2 / bound_poscount_rep2: variant count and total depth in bound replicate 2
· log2FC_rep1 / log2FC_rep2: log2 fold-change (bound vs input) per replicate
· log2OR_rep1 / log2OR_rep2: log2-odds enrichment per replicate
· p_rep1 / p_rep2: Fisher exact p-value per replicate
· fdr_rep1 / fdr_rep2: BH-adjusted FDR per replicate
· mean_log2FC: mean of log2FC across the two replicates
· repro_enriched_fdr05: TRUE if enriched in both replicates and FDR<0.05 in both
· repro_depleted_fdr05: TRUE if depleted in both replicates and FDR<0.05 in both
SetX_Enriched and SetX_Depleted are simply filtered subsets of SetX_All based on those reproducibility flags.

Interpretation:
Positive log2FC (bound/input) indicates a variant is enriched in the bound fraction relative to the input library, while negative values indicate depletion. Variants labeled reproducibly enriched/depleted show the same direction of change in both bound replicates and pass FDR < 0.05 in both, providing the strongest evidence for selection associated with binding; the replicate correlation values summarize overall reproducibility of enrichment across the dataset.


