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Fig. S1. Graph of all accessions screened for SCN resistance with resulting FI%. NRS100 is the most
resistant of all screened accessions.



Fig. S2. Rhg1 gene SNAP (Glyma.18G022500) comparison of nucleotide sequence and amino acid sequence
between Peking, Williams 82, S-soja, and NRS100. Variations are highlighted in gray. Synonymous variations
are outlined in gray. Non-synonymous variations are outlined in red.



Fig. S3. Rhg4 gene SHMT (Glyma.08G108900) comparison of nucleotide sequence and amino acid
sequence between Peking, Williams 82, S-soja, and NRS100. Variations are highlighted in gray.
Synonymous variations are outlined in gray. Non-synonymous variations are outlined in red.



Fig. S4. Relative fold change of grouped replicates calculated by 2-ΔΔ CTmethod of SNAP genes. No
significant fold change found.



Fig. S5. Overrepresented GO functions for NRS100 and Peking resistance specific genes. Significance
cut-off at bonferroni adjusted p-value <0.01.



Fig. S6. Significantly highly expressed genes in NRS100 control expression profile (NRS100
(C)), compared to S-soja control expression profile (S-soja (C)) and to Peking control expression
profile (Peking (C)), q-value<0.01. NRS100 SCN induced expression profiles, both up (NRS100
(T) Up) and down (NRS100 (T) Down), compared to the NRS100-specific control expressed
genes.



Fig. S7. Significantly enriched GO functions (p<0.01) of the 1656 NRS100-specific significantly
constitutively expressed genes.



Fig. S8. Heatmap/Pathway of DEGs by log2FC (fold change) of constitute expression relative to
other genotypes on left of box and induced response to SCN treatment on right of box. NRS100
specific regulation is shown with purple stars. Adapted from PATHVIEW output.



Fig. S9. Positive correlation (R2=0.752) between qPCR fold change expression values (log2(2-ΔΔ CT))
and correlated RNA-sequencing fold change expression values (log2(FC)) where FC= Fold change, for
20 genes (Table S6). Individual points represent relative fold change of grouped replicates calculated
by 2-ΔΔ CTmethod and calculated fold change of group replicates from RNA-sequencing analysis.


