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Figure S1. Sample preparation and clustering QC related information (related to Figure 1) 
(a) Information from the Vglut2CreTomato vagal cell suspension FACS. (b) Detected numbers of genes, UMIs, the percentage of mt-DNA 
derived gene expression across the different batches, and mean reads per cell. Sample v103 captured significantly more cells compared to the 
other three (>900 vs. ~300) resulting in lower counts of UMIs and lower sequencing depth; however the mt-DNA% remained the same. (c) 
Heatmap from Metaneighbor analysis comparing clusters from the first round of clustering (34 clusters) against each other. Highly similar 
types without clear distinguishing markers (indicated by rectangles) were merged together to yield the final 27 clusters. (d) tSNE showing the 
original 34 clusters; the merged clusters are indicated. (e) Percentage contribution of the ten most highly SGC enriched genes to total RNA 
molecule counts in SGCs and sensory neuron clusters (average of all neuron clusters). Error bar displays sem. (f) tSNE demonstrating how 
cells originating from different batches distribute among the final clusters. Each sensory neuron cluster (4-27) was formed from cells derived 
from all biological replicates.  Abbreviations: Endo, endothelial cells; SGC, satellite glial cells; Symp, sympathetic neurons. 

 

 

 



 
Figure S2. Nodose enriched genes from STRING-analysis (related to Figure 2) 
Violin plots for the expression of genes that showed protein-protein interactions in nodose ganglion sensory neurons. Blue and red color 
indicate nodose and jugular clusters, respectively. Y-axis indicates the number of raw UMI counts. 

 



 
Figure S3. Jugular marker expression in vivo (related to Figure 3) 
(a-d) Low magnification images from in vivo confirmation of jugular neuron types; the cells shown in the main figure are highlighted with 
arrowheads. Legends of the left indicate presence/absence of gene-expression (+/-); white and yellow indicate the color of the arrowheads. 
Panel is read left to right. Scale bar represents 10 µm. 

 
 
 



 
Figure S4. Comparisons between DRG and vagal neuron types (related to figures 4 and 6) 
(a) Heatmap showing the ten most specific marker genes (by lowest p-adj) for each DRG cluster after re-clustering Li et al. (2016) data using 
Seurat. We examined our clusters using the cluster-defining markers from the original publication by Li et al., (2016) allowing us to identify 
the corresponding clusters in that study. Thus, the cluster names are according to Li et al., (2016). Clusters C6, C7, and C10 did not separate as 
individual clusters in our analysis. (b) A tSNE of the clusters. (c) Violin plots showing examples of defining markers (from Li et al. 2016). 
Note the relation of marker expression and cluster name. Units shown are FPKM. (d-f) Heatmaps showing mean AUROC scores from 
Metaneighbor comparisons between the Li et al., (2016) dataset and (d) DRG neurons from Zeisel et al (2018), (e) jugular, and (f) nodose 
neurons. 



 

 
Figure S5. Expression of myelination related markers in the jugular ganglion clusters (related to Figure 4) 
Violins depicting expression of indicated genes in the jugular ganglion neuron types, demonstrating that JG5 is myelinated and that JG6 could 
be lightly myelinated, consistent with their relation to DRG neurons obtained by the Metaneighbor analysis. Y-axis indicates raw UMI counts. 

 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 



 
Figure S6. Expression of selected genes across the nodose clusters (related to Figure 7) 
Violin plots showing the expression of genes shown in Figure 7 across nodose clusters. Y-axis indicates detected raw UMI counts. Blue and red 
color distinguish NG1-11 and NG12-18 clusters, respectively. 



 
 
Data S1. Nodose marker expression in vivo (related to Figure 5). Data S1 continues on the next page.  
 



 
 
Data S1. Nodose marker expression in vivo (related to Figure 5) 
Low magnification images from in vivo confirmation of nodose neuron types (a-n). Legends on the left indicate presence/absence of gene-
expression (+/-) in the neuron types; white, yellow, and blue distinguish the color of the arrowheads that identify examples of the specific 
neuron types in the images. Panel is read left to right. Scale bar indicates 10 µm. 


