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Opening Data 



Opening Data 

A) You can either load Chemstation file … 



Opening Data 

Choose the 
desired 

wavelenght 

Absorbance or conductivity data 

Chemstation data 



Opening Data 

Electrophoreogram is loaded. 



Opening Data 

B) … or you can load *.csv file. 



Opening Data 

Choose the *.csv 
file … 



Opening Data 

… then fill in the information 
about delimiter (comma or 

semicolon), decimal separator 
and optional information 

about axis description. 



Opening Data 

Electrophoreogram is loaded. 



Peak Evaluation 



Peak Evaluation 

Fill in the Common 
Parameters (software 

keeps the values until you 
change them).  



Peak Evaluation 

Click the Find peak(s) 
button. 

CEval should find peaks 
automatically 

(If not, see APPENDIX B: 
Peak not found). 



Peak Evaluation 

Choose the peak that 
you want to evaluate 

(EOF marker in our 
case). You can see the 
chosen peak turns red. 

CEval will offer you all the 
peaks that are available. 

Confirm. 



Peak Evaluation 

You received Peak Results in the Results tab. 



Peak Evaluation 

Enter the EOF marker peak time. 
You have 2 options: 

1. If you selected EOF marker 
peak, click the Read EOF 
time button.     

2. Enter EOF time manually. 



Peak Evaluation 

EOF time entered. 

EOF mobility calculated 

Click the Find 
peak(s) 

button again. 



Peak Evaluation 

Select the 
next peak. 



Peak Evaluation 

You received Peak Results in the Results tab. 



Peak Evaluation 

Select the 
next peak. 

You received Peak Results in the Results tab. 

EOF time 

peak mobility 
calculated from 
peak maximum 

HVL estimated 
migration time 

peak mobility 
calculated from HVL 

estimation 



Peak Evaluation 

You received Peak Results in the Results tab. 

number of theoretical plates 
and its height equivalent 

Description of peak 
assymetry  



Peak Evaluation 

HVL fit. 

Click Do HVL fit. 

Parameters received in the HVL 
section are those from HVL 

estimation. You can use HVL fit to 
improve the results. 



Peak Evaluation 

HVL fit. 

Fit results received. 

If you‘re not satisfied 
with the results, you can 
increase the maximum 
iterations number. The 
fitting procedure may 

take a while in such case. 



Peak Evaluation 

HVL fit. 

If the fit converged, 
you receive results 
from the HVL fit. 

For a closer look at the peak and the fitting 
function, see APPENDIX A: Graph interface. 



ACE Data Evaluation 



ACE Data Evaluation 

… then click the 
Add peak 

button 

Enter the selector 
concentration … 

Registering data to the hyperbole fit. 



ACE Data Evaluation 

Enter the analyte 
description 

Check if you want to use the 
data for ACE evaluation. 



ACE Data Evaluation 

Enter the analyte 
description 

Check your data before registering it 
into the hyperbole fit. 



ACE Data Evaluation 

Peak added. 

Switch to the Hyperbole fit if you 
want to check the data table 



ACE Data Evaluation 

Peak added. 

Switch to the Hyperbole fit if you 
want to check the data table 

The data you registered. 



ACE Data Evaluation 

The analyte you entered 

Displayed data point 

After clicking on the analyte 
description, all the entered  

concentrations and further all the 
entered monilities for the given 

concentration will reveal.  



ACE Data Evaluation 

You have a complete data table 
for ACE evaluation.  concentration values 

effective mobility 
values 

Displayed data points. 

After adding all of the ACE data … 



ACE Data Evaluation 

Single fit. 

Initial estimate. 

Analyte has to 
be chosen. 



ACE Data Evaluation 

Single fit. 

You can see initial 
estimate now. 

You can enter some viscosity 
correction factor, or increase 

maximum iteration number or 
epsilon (convergence condition). 

Fit. 



ACE Data Evaluation 

Single fit. 

Fit converged with 4 
iterations.  



ACE Data Evaluation 

Double fit. 

Switch to the 
double fit mode. 



ACE Data Evaluation 

Double fit. 

Both analytes 
has to be 
chosen. 

Initial estimate. 



ACE Data Evaluation 

Double fit. 

Now, the free analyte mobilities are 
different from each other. For 

example in case of enantiomers, we 
want to keep them the same. 

Therefore, check „As first analyte“ 
option. 



ACE Data Evaluation 

Double fit. 

CEval automatically change the 
mobility value to the one of the first 

analyte. Now you can process fit. 



ACE Data Evaluation 

Double fit. 

Fit converged with 4 
iterations.  



ACE Data Evaluation 

Statistical evaluation. 

Now that you received the 
regression parameters, you may 

want to see the confidence 
intervals for them, or to test 

some hyopothesis. 



ACE Data Evaluation 

Statistical evaluation. 

Choose the analyte 
and parameter that 

you want to examine.  



ACE Data Evaluation 

Statistical evaluation. 

Now choose what you want to see:  
a) profile diagrams (tau statistics),  

b) confidence intervals,  
c) p-value chart 



ACE Data Evaluation 

Statistical evaluation. 

Click according to 
what you want to see: 

left- or right-sided 
interval, or two-sided 

interval 



ACE Data Evaluation 

Confidence intervals chart. 

Now we have received two-sided 
chart of confidence intervals for free 

mobility of the first analyte. 



ACE Data Evaluation 

Confidence intervals chart. 

You might want to read 
confidence interval for some 
particular confidence level. 

Use the Chart horizontal 
marker and then Vertical 

intersections. 



ACE Data Evaluation 

Confidence intervals chart. 

Now click 
Intersection and 
check Show for 

both vertical 
markers. 

Horizontal line for 95 % interval. 



ACE Data Evaluation 

Confidence intervals chart. 

This is the 95 % confidence interval you can read. 



ACE Data Evaluation 

Hypothesis testing. 

Suppose that we want to test some hypothesis, e. g. 
that the mobility of the complex equals some 

previously determined value (let‘s say μ (AS) = 1.48). 
We can look at the p-value. 



ACE Data Evaluation 

Hypothesis testing. 

Choose p-value. 



ACE Data Evaluation 

Hypothesis testing. 



ACE Data Evaluation 

P-values chart. 

Now we want to set Vertical 
marker value to 1.48. 



ACE Data Evaluation 

P-values chart. 

Now we want to see Horizontal 
intersection with the left vertical 

line. 

Vertical line for  mobility value 1.48. 



ACE Data Evaluation 

P-values chart. 

Now we have the p-value: 0.19697. 



Appendix A:  
Graph Interface 



Appendix A: Graph Interface 

The cursor shows x 
and y value in the 

chosen point. 



Appendix A: Graph Interface 

Zoom in by left-clicking 
and pulling. 



Appendix A: Graph Interface 

Peak is zoomed in. 



Appendix A: Graph Interface 

Zoom out by holding 
Shift and left-clicking. 



Appendix A: Graph Interface 

Changing peak beginning and end. 



Appendix A: Graph Interface 

Right-click on the graph 
will reveal several 

options. 



Appendix A: Graph Interface 

You can set peak 
beginning and end here. 

Find a peak. 



Appendix A: Graph Interface 

Zoom in.  



Appendix A: Graph Interface 

Zoom in.  

Right-click on the spot 
where you want the peak 

beginning. 



Appendix A: Graph Interface 

Peak from this X, Y. 



Appendix A: Graph Interface 

Peak beginning rewritten. 

Use the same procedure to 
change peak end or to change X 

or Y value only. 



Appendix A: Graph Interface 

Noise and slope reference 
pont is set to zero by deafult. 

Changing noise reference point. 



Appendix A: Graph Interface 

Right-click on the graph. 



Appendix A: Graph Interface 

Set noise reference point. 



Appendix A: Graph Interface 

Noise reference point set. 
 

Sloep reference point will 
also change if Auto is 

checked. 



Appendix A: Graph Interface 

Adjusting the plot appearance. 



Appendix A: Graph Interface 

Click on Options. 



Appendix A: Graph Interface 

Click on Options. Adjust plot appearance. 



Appendix A: Graph Interface 

Click on Options. Adjust plot appearance. 

You can adjust your 
plot in here. 



Appendix A: Graph Interface 

Confirm change. 



Appendix A: Graph Interface 

Plot has changed. 



Appendix B:  
Peak Not Found 



Appendix B: Peak Not Found 



Appendix B: Peak Not Found 

Switch to 
parameters. 



Appendix B: Peak Not Found 

Noise referent point is set to zero. 
That may cause trouble in case there 
is some deviation at the beginning of 

the electrophoregram. 



Appendix B: Peak Not Found 

Set it to a reasonable 
time (no disturbances). 

Try find peak 
again. 



Appendix B: Peak Not Found 

Peaks were succesfully found. 



Appendix C:  
Changing decimal digits 



Appendix C: Changing Decimal Digits 

Click on Options. 



Appendix C: Changing Decimal Digits 

Set number format 



Appendix C: Changing Decimal Digits 

You can change 
number of decimal 
digits displayed and 

whether you want to 
see trailing zeros. 



Appendix C: Changing Decimal Digits 

Confirm change. 



Appendix C: Changing Decimal Digits 

CEval will display change with 
the next output. Try e. g. to 

find peak again. 

Find peak 
again. 



Appendix C: Changing Decimal Digits 

Confirm. 



Appendix C: Changing Decimal Digits 

Numbers format 
has changed. 



Appendix D:  
Distorted Peak 



Appendix D: Distorted Peak 

Peak is somehow 
disrupted and cannot be 
evaluated automatically. 



Appendix D: Distorted Peak 

HVL fit of the whole 
peak is nonsensical. 

 
We want to evaluate 
part of the peak only. 

Switch to 
Parameters. 



Appendix D: Distorted Peak 

We want to change peak beginning. 
Check off „auto“. 



Appendix D: Distorted Peak 

Then click on the place 
where you want the 

peak to begin. 



Appendix D: Distorted Peak 

Select „Peak from 
this X, Y“. 



Appendix D: Distorted Peak 

Peak beginning changed. 

Switch back to 
Results. 



Appendix D: Distorted Peak 

The HVL parameters are 
now wrongly estimated. It 

is necessary to estimate 
them manually.  



Appendix D: Distorted Peak 

Replot HVL to see 
your estimate.  



Appendix D: Distorted Peak 

If the estimate 
looks „safe“, try 

HVL fit.  



Appendix D: Distorted Peak 

Fit finished with 8 
iterations. 



Appendix D: Distorted Peak 

Partial HVL fit was 
succesful. 


