Supplemental Figure 1. Schematic presentation of species-specific RNAseq (SSRS) analysis
pipeline.
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Supplemental Figure 2. Transcript expression levels of the luciferase transgene (GenBank
accession U47295) that is stably expressed by the 231"** cells, as determined by SSRS. Data are
presented as the mean estimated counts + SEM from 231"'“* tumors implanted in SS.BN3™2*Y
(n=4) and SS™® (n=4) rats.

Luciferase
50007 NS
]
c
S 4000 -
Q
2
®
E 3000 -
=
g 2000 -
)
(7))
® 1000 -
Q.
X
Ll
0 |

SS SSBN3



Supplemental Figure 3. Inhibition of the DLL4 signaling pathway by DAPT increases branch
points in a tube formation assay of rat endothelial cells. Data are presented as the mean estimated
counts = SEM from endothelial cells derived from the SS and SSBN3 rat strains (n = 17-22 per
group). *P<0.05 and **P<0.01, as determined by ANOVA followed by followed by the Holm-
Sidak multiple comparison test.
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