
NB: The MS Excel macro developed to analyse the data is available upon request, free of 
charge. 
 
MACRO_DESCRIPTION 
 
 
Paste your data in ‘Raw Dada’ excel sheet (columns A to M) and start ‘Matrix_Generator’ 
macro by clicking the corresponding button. If data were previously analysed, first clear the 
content on the right by pressing the “Clear” button. 
‘Matrix_Generator’ macro will organize the data, as generated by “Magellan”, in columns. 
Each column created corresponds to a succession of OD values (belonging to the same 
well) collected at subsequent timepoints.  
In the example below is shown the A1-well data sorting to form the corresponding column 
of 4 subsequent timepoints (i.e.: 5 minutes). 
 

 
 
In order to transfer the data to ‘Data Analysis’ excel sheet, click on “Data Transfer” button 
(1) in the same sheet and the data will appear starting from column E. 
The macro “Alpe_Def” will be started by clicking on “ALPE Estimation” button (2). 
 
Parameters setting 
 
-ALGORITHM A:  
set on “YES” (3) for the automatic search of starting and ending point of the exponential 
phase. If the selection is set on “NO” (3), determine manually starting (Start EXP) and 
ending point (End EXP). 
delta t (4): corresponds to the number of points to consider for searching the exponential 
phase. To be set the analyst. 



threshold R2 (5): the R2 of the tangent to the exponential phase. To be modulate by the 
analyst based on data observation. 
threshold slope (6): sets the minimum tangent’s slope. To be modulate by the analyst 
based on data observation. 
-ALGORITHM B: set threshold [%] (7) considering the end of the Lag Phase as the time at 
which the initial optical density exceeds a predetermined growth.  

-ALGORITHM C: set moving window width (8) sets the width of the sliding window 
necessary to calculate the incremental rates. To be modulate by the analyst based on data 
observation. 
 

 
 
 
Once ALPE length is calculated, is possible to determine the cell density by clicking on “Cell 
Density Estimation” button (9). Table (10) presents the parameters of the model for the cell 
density calculation. 
We built 3 different Candida Species-specific models (each one was developed using 2 
strains of the same species) that could be pasted where necessary in the appropriate table 
(10). 
 
 
-Candida albicans: 
 

 
 
 
 

Slope Meth A -0.004569479

Intercept Meth A 6.711482924

Slope Meth B -0.005014698

Intercept Meth B 7.014083306

Slope Meth C -0.003820833

Intercept Meth C 6.495291554

slope OD 149,472,632.03

Intercept OD -20,324,959.77



 
 
 
 
 
 
-Candida parapsilosis: 
 

 
 
 
 
 
-Candida tropicalis: 
 

 
 
 
 

Slope Meth A -0.002459639

Intercept Meth A 6.939719467

Slope Meth B -0.002831606

Intercept Meth B 7.289676478

Slope Meth C -0.002599652

Intercept Meth C 6.858901769

slope OD 228,643,722.96

Intercept OD -29,241,093.56

Slope Meth A -0.005819253

Intercept Meth A 7.211986867

Slope Meth B -0.00542361

Intercept Meth B 7.667376687

Slope Meth C -0.00495723

Intercept Meth C 6.545923652

slope OD 113,380,755.56

Intercept OD -14,070,394.06


