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ldea Details

- Scaling is data driven
- Parameters estimated by

Extend the amount of comparable measurements maximum likelihood estimation:

: : . 13- —”OgL(O)‘Z(f(hy(y )3_;)/”)2
 Calculate mean values with higher precission s |
.5 —|—Zlog (y, s, e)? —|—10g()
Disentangle treatment effect and experimental scaling 2 . (1—y>2
= 10—3
0.7 - Custom models and error models

- Input on linear and log scale possible
- Applicable to all relative data
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\ ] - Aligned data composed from maximum

likelihood estimates of true values

- Error of aligned set from Fisher information
quantifying the goodness of fit

« Scaling of data is more robust than in other
methods, especially for low overlap
between experiments:
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Measu rements of different experiments Determlne a common scale by fitting a , Method Implemented as R package Ll
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