Vortex version 9.97 and 9.98 changes: 
  
Some Graphing problems were fixed. 
  
You can now use functions or constant numbers as rates within the Dispersal matrix. This allows dispersal rates to be made to be functions of properties specific to each pair of populations.
  
A few additional output variables (# pairs, broods, and progeny that year) were added to the .yr file that you get if you check the Special Option that asks for an annual census. 
  
The #broods and #progeny produced in each year for the population are now available as variables that can be used in functions, by using variables BROODS and PROGENY in your function. 
  
IMAX(x) and IMIN(x) (for asking for the largest and smallest value of individual state variable ISx) are now working as operations you can use in functions. IITOT and IIMEAN have been removed. 
  
You can now specify starting allele frequencies (for additional modeled loci) that are different for each population. To do this, you repeat the rows of the file that contains allele frequencies. E.g., to have frequencies specified for 2 loci in 3 populations, you would use a file such as: 
2 
5 6   
0.35      0.65      0.00      0.00      0.00       
0.13      0.04      0.08      0.46      0.06      0.23 
0.00      0.00      0.00      0.48      0.52       
0.13      0.04      0.08      0.46      0.06      0.23 
0.00      0.00      0.99      0.00      0.01       
0.13      0.04      0.08      0.46      0.06      0.23 
  
In the above case, the 3 populations start with different allele frequencies for the first locus, but have the same starting frequencies for the 2nd locus. 
  
If you don’t specify sets of frequencies for one or more populations after the 1st, then the program will use the frequencies from the last population for which they were specified. E.g., if the above file was used for a scenario that had 4 populations, then the 4th population would be assigned the same starting allele frequencies as the 3rd population. 
  
Also, if populations are to be supplemented with new animals, then the starting allele frequencies for those supplements should be specified as another set of lines of frequencies in the file. (Otherwise, the supplements will be sampled from starting allele frequencies that are the same as for the last population in the frequency file.) Thus, the above file might be used for a scenario with 2 populations and also supplements. 
 

You can now make graphs and tables with any of the PS and GS vars. On the Graphs&Tables tab, from the available lists you would select Var1 to get PS1 for all subpopulations, and/or to get GS1 for the Metapopulation, Var2 gets PS2 and GS2, etc.  With this feature, if you wanted to output (to tables or graphs, either of which can be exported) some special variable that tallies, for example, the number of adults, you just create a state variable such as PS1 = M+F, and then ask for Var1 in the Graphs&Tables tab. You can also do things such as graphing the frequency of some ISVar, by using something like PS1=ITOT(1), if IS1 is an individual state variable with values 0 or 1. 

On the GeneticManagement input, you can now specify that the genetic summary statistics (heterozygosity, # alleles, genetic distances among subpopulations, etc.) are to be calculated on just the first (default) genetic locus (as was always the case before) or instead on the set of additional neutral loci that you specify in the model. 

  
Finally, I might note that several people – especially ones trying to install Vortex on lab computers for students – have discovered that you must install Vortex in a directory where the user will have full read/write/create rights. E.g., if the system is configured so that students do not have the authorization to create or change files within the ProgramFiles directory, then you should install Vortex within MyDocuments or somewhere that the students or other users do have full rights. (Or you can just give the students more rights to use the computer!) Otherwise, Vortex might not be able to create and edit project files, and it will crash (if you can install it at all). 
 
