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Supplementary Table 1. Annotation summary for the transcripts. Annotation generated through the 

Trinotate pipeline was condensed into a single database with information provided for each transcript. 

 

Supplementary Table 2. Genome overlap of H. glycines transcripts. SCN transcripts were mapped 

against the sequenced proteomes from seven nematode species with various feeding behaviors using 

BLASTX. The transcripts mapping to each proteome were then compared to identify SCN transcripts 

overlapping with only a single other nematode species and compiled. 

 

Supplementary Table 3. ‘Candidatus’ Cardinium hertigii-associated transcripts. Transcripts 

mapping to the proteome for ‘Candidatus’ Cardinium hertigii [27] were identified and available gene 

ontology (GO) terms were assigned using BLAST2GO.   

 

Supplementary Table 4. Differential expression of known SCN effectors between compatible and 

incompatible host interactions. Genes were compared between ppJ2 and pJ2 samples in compatible and 

incompatible conditions. A p-value cutoff of 0.05 and minimum expression change of 2-fold was used to 

identify differentially expressed genes. 

 

Supplementary Table 5. Effector candidates. List of effector candidate transcripts generated by either 

the SignalP or N-Preffector based effector prediction pipelines. 

 

Supplementary Table 6. Effector candidates of note. List of novel effector candidates of particular 

interest due to their annotation and homology to other nematode effectors. 

 


