Protocol S5. Comparison of Errors in the Jaeger et al. Model and

Unc-GC

The RMS error of our Unc-GC model is 12.29. Jaeger et al. [fppried an RMS error of 9.420
for their best-fitting model. However, these numbers aredieictly comparable. Jaeger et al. model
the dynamics ofad andtll expression in addition to that of the trunk gap genes, tmgadnly bcd as
an exogenous input. Their RMS error is thus computed ovesialjenes:cad, hb, Kr, gt, kni, tll. The
RMS error of their best model computed over just the trunk gepes is 12.08. This is lower than the
error of Unc-GC, but the difference is small—much smallartithe differences between any of our four
models—and well within the experimental error in the daiguFe 1 shows overlaid plots of the observed
data, simulated expession according to the Jaeger et. alpaod simulated expression according to Unc-
GC. The Jaeger et al. model does slightly better at captytirexpression early on. Unc-GC captures
posteriothb better. But even these differences are not dramatic, arfitshee otherwise very similar. We
do not consider either model to be a significantly better fihtodata than the other.
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Figure 1. Comparison of observed trunk gap gene expressdip Gimulated expression according to the
best-fitting model of Jaeger et al. [1] (green), and simdla@xression of Unc-GC.
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