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normalise_prepost

Normalise Traces

Description
[Experimental]
Usage
normalise_prepost(data, pre, post, method = "means_linear")
Arguments
data Data from trial
pre Pre-trial level. Case be either a single value (if known) or a vector of values,
from which the mean is calculated.
post Post-trial level. Case be either a single value (if known) or a vector of values,
from which the mean is calculated.
method Which method is used to normalise the data
Value

Normalised data

read_licor

Read Licor data

Description

[Experimental]

Read respirometry data from a variety of Licor devices.

Usage

read_licor(filepath, model)

Arguments

filepath

model

Value

Tidy LiCor data

Path to file
LiCor model
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