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CREATE ZAMS

This test is to make sure that new versions of MESA can still create ZAMS models from pre-main sequence models.
The file inlist zams specification contains just five controls: create z = 1.9d-2 sets the metallicity of mod-
els to be created, zams name = ’z1.9m2’ sets the prefix of the name of the log file, mlo = 1.30102999566398d0

sets the log of the lower mass limit, mhi = 1.30102999566398d0 sets the log of the upper mass limit, and dmass =

0.6d0 sets the difference in log(mass) between models loaded. Since mlo and mhi are equal in this case, only one
(101.30102999566398M� = 20M�) model will be created. After the pre-main sequence model is created, MESA evolves
it until the luminosity from nuclear burning exceeds the surface luminosity (in src/run star extras.f: if (s%

L nuc burn total >= s% L(1)/Lsun) evolve to zams check model = terminate). The log file it prints out con-
tains profiles of the last model of the run for each mass. If everything runs without any problems, the terminal output
at the end of the run should read ‘‘finished create main sequence’’.

To the left is a temperature density profile (figure 1) and to the right is an abundance profile (figure 2).
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Abundance vs log Rho
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