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1) SNP selection strategy

The Axiom®Vitis22K SNP array variants (SNPs/InDels) were combined
from three sources:

I. GrapeReSeq 18K Vitis chip (Le Paslier et al., 2013): all non-vinifera
SNPs (V. aestivalis, V. berlandieri, V. cinerea, V. labrusca, V. fincecumii,
and M. rotundifolia) were kept unfiltered due to limited data. In contrast,
V. vinifera SNPs were filtered from 13,560 available markers using
partially overlapping criteria to maximize informativeness

2) SNP choice pipeline
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3) Pilot SNIP array hybridization

The pilot hybridization experiment was carried out on two ad hoc panels from the
Fondazione Edmund Mach (FEM) germplasm collection (Bettinelli et al., 2024), after
Trueness-to-type verification via nine universal SSR markers (Maul et al., 2012).
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4) Technology comparison and
PCR validation

To assess reproducibility between the GrapeReSeq 18K Vitis chip and
the Axiom®Vitis22K SNP array platforms, 27 genotypes were compared
across common SNPs on the concordance between homo and hetero
calls. The concordance raised after curating the Axiom dataset via the
AxioSAFE pipeline (Spina et al., 2026) with default parameters.

To validate trait-associated SNPs on the Axiom® Vitis22K array, BPP and
FSP panel genotypes were characterized using PCR markers for flower
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Genotyping was performed at the FEM Sequencing and Genotyping Platform: for the

Axiom®Vitis22K SNP array, on the GeneTitan™ MC Instrument following the

Axiom™ 2.0 Assay 96-Array Format Manual Workflow; for the GrapeReSeq 18K Vitis — - - L
chip, on the lllumina HiScan Reader. Raw SNP clustering was performed using

Axiom Analysis Suite (AxAS, call rate < 0.85) or GenomeStudio v2011.1 (GenTrain

threshold < 0.70, call rate < 95), respectively.

Strategy for variant selection and final number of SNPs
and InDels tiled in the Axiom®Vitis22K SNParray.

5) Overall SNP statistics
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