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“" Fit-Curve(s): easy Fit mode - eFit

eFit mode of the fitting interface is aimed to simplify standard fitting procedures, when the fitting function is prepared for the
“easy” fitting procedure in advance. For example, in this presentation the form factor of the cylinder is shown. This form factor
has many parameters, but by default only three is fittable (adjustable): length, diameter and volume fraction of cylinders.
Additionally, many different fitting options could be set in advance on the level of the function compilation...

Two ways of eFit usage:

a) via Fit.Curve(s) interface:

1. Select Data Range of the active curve in active Graph;
2. Select Function in the Fit.Curve(s) interface;

3.a Push Button “eFit” in the Fit.Curve(s) interface;

3.b Push Button “eFit+++” in the Fit.Curve(s) interface.

b) Via Analysis|eFit Menu:

1. Select Data Range of the active curve in active Graph;
2. Select eFit function in Analysis|eFit Menu of QtiSAS.



eFit via Fit.Curve(s) interface



via Fit.Curve(s) interface:
Data is plotted in the Graph; Fit.Curve(s): Options tab activated
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via Fit.Curve(s) interface:
Step.1 Select Data Range of the active curve in active Graph
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via Fit.Curve(s) interface:
Step.2 Select Function in the Fit.Curve(s) interface;
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via Fit.Curve(s) interface:

Step.3a Push Button “eFit” in the Fit.Curve(s) interface
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via Fit.Curve(s) interface:
Step.3b Push Button “eFit+++” in the Fit.Curve(s) interface

[ N # QTISAS - /Users/pipich/Doct qtikws-documentation/video-manualsffitting-help/data-cylinder.qti * Fitti ng Pa ra mete rS:
DPRRRRDEBR #EFEE % S8 JA 90 +RBD el 5 /v v Sy fh W& S oy By G zaddd UL X - Shown in “Results Log”

o 280 Fforpht ‘0 (5} FITTABLE(s)
N 1 CGEO+ X oAN
© 100 I =) B i Flttlng CU rve:
E O ENETETEEE O Generate Results .
i ; | - - Shown in the Graph
o | Data Function Global Limits Fit - Control “
55 T Vary?From. To Value #1 Error #1 =
) 10~ |- = L (@ . | 495736066 | 2297643916 | . . .
3 3 - [ T hosera| B Fit.Curve(s) interface is ready
= F : 0 = | 1.00340891 | o .
- r 1 bod (oo | for next fitting actions
L = sldCylinder . i | 3E+10 = |
;e sidSolvent [0 = | 5.6E+09 _
g £ 102 = phi (@ . | 0.00149316271 | +7.36529057...
O = =
= E n
& : Fitting Curve: ]
L ° i
[ o3
10-¢ 3 ..‘ o ® 3
- . =
E‘ = oY% " 3 Auto Simulation Scale Errors §§ Save Session g Statistics Notes [after Fit]
C o 1
Qv : s L ] : R Fit Simutate X ¥/dof= )BE-O
-1} ® [ ] Script :: Before Fit 0E-01
—4 5 —
L 19 = { Y 3 Script :: After Fit time= ( 1.25E403 ms - 17 lteration(s)
E C L o d g aaal L IR Y W o | 1 PR B
1073 10-2 10! cylinder-efi ]
b QA"] | cowpus
X 00 Results Log
& [25.02.21 10:46 ]
Fit Method: Levenberg-Marquardt
= ;J:.igg Fynclion: cylinder-efit
T L= 135736066 + 2.97643916
3 R = 184516504 +.0.0559769673
0 Fr Fitting Parameters:
sidSolvent = -5.6E+09
[ phi =0.00149316271 + 7.36529057E-06
chi*2 = 2.50836489408E-03
©  R"2=9.99956219220E-01
time = 1,25E+03 ms - 17 iteration(s)

¥ Results Log Project Explorer
Gy & & iy N @ = oo £ % £ % 8 o Heletica v 22 ol U % x, oB T [ Unicode .mack



eFit via Analysis | eFit Menu



eFit via Analysis | eFit Menu
Step.1 Select Data Range of the active curve in active Graph
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eFit via Analysis | eFit

Step.2 Select eFit function in Analysis | eFit Menu of QtiSAS.
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eFit via Analysis| eFit Menu
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e F it I_Og | - e-FIT e-Fit+++

default eFit procedure:

[1] Script :: Before Fit

"Before Fit"; to skip it: write here "no-before"

[2]  Fit

4_ste ps i n t h e ba c kg ro u n d : "Fit"; to skip it: write here "no-fit"

"color=color_name"; select color of the fitting curve

[3] Script :: After Fit

|“After Fit"; to skip it: write here "no-after"

[4] Simulate

"Simulate"; by default after fit fitting curve is calculated and plotted in the plot;
name of the default table "fitCurve-FUNCTION-NAME";

if you want to have "unique" name write here "name=TABLE-NAME"

In case of "no-fit": if you want just to simulate data select option "yes-simulate”
[5] Results of the fit is shown in Res-Log:

"no-reslog": to skip it

"yes-res-in-plot": to show results in graph




eFit Options



006 FITTABLE(s)
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e-Fit Options: P—

- ,no-fit” : we use just Fitting interface for calculations;

- “yes-simulate”: we calculate & plot active dataset; —

- ,color=blue”: just selection of color;

- ,name=miScatt-Eq1“: instead of classical name of fitting R

curve we use given name; (2
- “no-log"”: we show no output in log window e R
31 i F
s E-Fit options

e -
Table
Graph
Table
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Table
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eFit Option: “yes-res-in-plot”

yes-res-in-plot

\
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eFit Options: “yes-res-in-plot” + “no-reslog”
yes-res-in-plot no-reslog
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eFit Options: “color=color_name”

e e
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Color of the fitting curve could be
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Using Function: cylinder-efit
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eFit Options: “no-fit”
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& Fit Method: Levenberg-Marquardt
Using Function: cylinder-efit
5 data_y :
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T 10=0913751
=0
2 sidCylinder = 3E+10
sidSolvent = -5.6E+09
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phi = 0.0011474876
o chi’2 = 2.66783068174E-03
R"2 = 9.99929752746E-01
(@) time = 1.11E+03 ms - 18 iteration(s)
¥

Results Log Project Explorer
> B kU

& i3] Bty N & & T o 8 % € Y5 bl Helvetica vil15 U x* x, af I [ Uncode .biac-\

L ¢
&



