Tableble S1. Mapping percentage of control and infected samples to
Phytophthora infestans genome (NCBI genome ID- ASM14294v1).

Sample Percentage of reads mapping to

Phytophthora infestans genome
Control Resistant 1 0.66%
Control Resistant 2 0.30%
Control Susceptible 1 0.43%
Control Susceptible 2 0.19%
Infected Resistant 1 0.75%
Infected Resistant 2 0.35%
Infected Susceptible 1 7.05%
Infected Susceptible 2 5.37%

Table S2. Summary of screened SNPs across all public domain dataset. ‘*’ shows the
presence of alternative SNP allele.
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NC_015438.3 303295 * * * * * * * 7 0 LOC101251912
NC_015446.3 72501667 * * * * * * 6 0 LOC101055591
NC_015446.3 72500390 * * * * * 5 0 LOC101055591
NC_015446.3 72501893 * * o x % * 5 0 LOC101055591
NC_015446.3 72502022 * * * * * 5 0 LOC101055591
NC_015446.3 72502108 * * * * * 5 0 LOC101055591
NC_015446.3 72503137 * * * * * 5 0 LOC101055591
NC_015446.3 71869913 * * * 4 0 LOC101055591
NC_015446.3 72502973 * * * * 4 0 LOC101055591
NC_015446.3 11276260 * o * * * 4 0 LOC101259360
NC_015446.3 71737403 * * 3 0 LOC101267227
NC_015446.3 72006954 * * o x 3 0 LOC101249573
NC_015446.3 72461464 * * o * 3 0 LOC101263749
NC_015446.3 72462159 * * 3 0 LOC101263749

NC_015446.3 72672774 * * * 3 0 LOC101257900
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Table S3. SNPs validated with rhAmp assays and their sequences.

SNP | Chromosome (SL3.0) Position Sequence [Reference Allele/Alternate Allele]

ID

774 | NC_015446.3/Chromo | 72672774 | TAGGTTATCCACCAGAAGGTTACTCTAAAGATGCATA[C/IT]CCACCACCAGG
some 9 GTATCCTCAGCAAGGGTATCC

893 | NC_015446.3/Chromo | 72501893 | AGAGTCAATCGCAACTTCCGCTTCATATGCCCAATT
some 9 TC[G/T]CTTAAAATGGATGATAAAGATGACAGATCCTT

667 NC_015446.3/Chromo | 72501667 | GATATGTCGAGTTGGGAAGTATTCAAATGGTGCTACCA[T/CIATAGCAAGG
some 9 CTTAAGAGCAATGTCCGCTGAC

390 | NC_015446.3/Chromo | 72500390 | GTCAAAATCAAGACCTTAAGAAGTCGCAATTTAAGAATI[C/ITITGACAGAAG
some 9 GGAATCCCATCAATTAACTCTA

973 | NC_015446.3/Chromo | 72502973 | TCCAACACAATCCATATATTTCGACAGATCAGAATCATT[C/G]JAACTCATGG
some 9 TTGTAACTTAAACTGATTTTACC

22 NC_015446.3/Chromo | 72502022 | ATCAGGAAATCTAAACAAGATTTAGATTTCGACATCTC[T/C]TTCAGTTTCC
some 9 GCATAAGAGAATCCAGAAAGCT

807 NC_015446.3/Chromo | 72499807 | ACAAAATTGGAGATACTCCAGGCTTGGTAGTCCTGCAA[T/C]JGAAGGAACT
some 9 CAGGTTTTCGATATGAGCCCCAC

108 | NC_015446.3/Chromo | 72502108 | TGGGGAATTGCGATGGAGTGAATTTTAAGGATTTATAGT[G/A]JCGTCTCCAC

some 9

TTGTGCCTTCAGATCTTTAGTTTT




