 
1. Compile and run the predictor skill program: genesis_run
· Lists skill of each predictor for genesis vs non-genesis
· Output: gensigsort1_7.dat
· 1=0-24, 2=24-48, 3=48-72, 4=72-96, 5=96-120, 6=0-48, 7=0-120
· determine predictors that are significant at the 99.9% level for testing
· Note: this only needs to be run 1x (to read in lsdiag file info)
· to get signif: look up t2 (tnum) vs df2 (degrees of freedom)
· use 99.9% signif only and avoid picking predictors that are redundant  

2. Dependent Discriminant Analysis
· vi discrm_jht_genesis_new.f
· exclude/.false./ >> tests full sample (no cross-validated stats)
· genpredX_0: use the  t=0 Dvorak #s for testing (ideal)
· genpredX_6: use the  t=-6 Dvorak #s for testing (simulates real-time availability)
· numbin: Change # of discriminant bins to calc genesis probs (e.g., numbin = 5)
· Iminyr & Imaxyr: Change to begin (e.g., “01”) and end (e.g., “14) year to test
· Imingen & Imaxgen: Change to 0 & 48 (or 120) >> genesis window
· pricli calculation: numobsgen/[numobsnongen +numobsgen] (e.g. 1045/[1380+1045]= 0.431 or 43.1%) >> 2001-2010 climo >> 0-48h=0.298; 0-120h=0.429 >> this now gets automatically calculated. 
· homogenlabel(N)=‘XXXX’: predictors that will let the program determine the cases to use and keep things homogeneous.  This list should include all of the predictors that will be tested plus a few extra (DO NOT change once predictor testing starts)
· numhomogen: # of homogenlabel predictors being used (only change initially)
· Discrimlabel(N)=‘XXXX’: predictors to be tested (these predictors must all be listed in homogenlabel(N)=’XXXX’
· numprd: # of predictors being tested: i.e., Discrimlabel (N)=’XXXX’
· change newscaling to add Kaplan’s moisture scaling for MLRH and PWXX
· Data debug/.true./ newscaling/.true./ >> to include Kaplan’s new scaling
· newscalelabel(1) = 'MLRH' (or LLRH)
· Compile and run the discriminant program >> . discrm_jht_genesis_new_run
· Check output file: discrm_jht_genesis_new.log
· Note values of numobsfull, numobsnongen, & numobsgen and stats at bottom of file
	
3. Independent Discriminant Analysis
· vi discrm_jht_genesis.f
· check variables that were set in step 3 above (most should be already set)
· Imaxgen: Change to 48 (or 120)
· pricli: automatically calculated for 0-48hr or 0-120hr
· exclude/.true./ >> tests full sample minus 1-year (cross-validated testing)
· Iyrminex & Iyrmaxex: Change to N (“01” excludes 2001 for cross-validated testing)
· Compile and run the discriminant program >> . discrm_jht_genesis_run
· Check output file: discrm_jht_genesis.log
· Note: Climatological genesis probability will be automatically calculated and should always be the # for the entire 2011-2014 dataset
· Note values of:	numobsfull, numobsnongen, & numobsgen 
· Note values of:	scalebgn, scalend, scaleavg , numgen, numnongen, numtotal, probgen, freqdet, & Faratio
· Note values of: no. cases, brierscore model, brierscore no, brierscore climo, & brierscore yes
· Note values of:	brmod , brcli  , brno, bryes, sklcli, sklno, sklyes
· Note: repeat for each year in the 14-yr dataset
· Cross-validated skill (method #1)
· sklcli equation: 1-(brierscore model/brierscore climo)
· sum all brierscore model and brierscore climo values for each year and plug into equation
· Cross-validated skill (method #2)
· use a weighted mean: sklcli x no. cases for each year/total number of cases
· Note: mean cross-validated stats need to be determined using weighted stats from each excluded year
· Calculate the mean skill for each individual year in the dataset to determine the cross-validated skill

4. Discriminant Analysis Output
a. False Alarm Ratio (FAR)
· Percent of cases when genesis was forecasted and did not occur
· A lower FAR is better
b. Frequency of Detection (FOD)
· Percent of cases when genesis was forecasted and did occur
· A higher FOD is better

5. Determining Relative Predictor Weights
· After running >> . discrm_jht_genesis_new_run >> open discrm_jht_genesis_new.log
· near bottom of file >> Label	Coef1	Coef2	Weight	Sdcoef
· add the absolute values of the predictor weights (excluding CONS) >> divide a given predictor weight by that total to get its relative weight
