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Lipid classes

T-test p-
value LOG2 fold 

diff.
Summed signals (both 

polarities) for lipids 
in class, normalized to 
standards, per sample. 

*) Based on pool sample(s)
#) Grades: From A to D. Typically only grade A and B are accepted.
$) Typical criteria to pass: R2 better than 0.9, CV better than 0.3, Scores A or B.

‘Class_Summary_Normalized’: Lipid class signals normalized to deuterated standards, per sample.

Number of lipid 
in class



Best Lipid 
assignment

Measured retention 
time (min) Lipid maximum 

Signals, normalized 
to deuterated 

standard, per sample

Lipid 
molecule 

identifier
LipidMap

ID

R2 comparing pool dilution 
series (3 points)*

PRC Quality 
status* 

T-test p-
value

LOG2 fold 
diff.

Measured 
adduct and 
polarity

Grade: A 
through D#

Background 
signal – lower 

is better*

Lipid not passing 
because of low R2

'Datatable_Normalized: Individual lipid signals normalized to deuterated standard, per sample.

*) Based on pool sample(s)
#) Grades: From A to D. Typically only grade A and B are accepted.
$) Typical criteria to pass: R2 better than 0.9, CV better than 0.3, Scores A or B.

Lipid class

Lipid not passing 
because of high CV

CV*



Lipid class

T-test p-
value

LOG2 fold 
diff.

Summed signals (both 
polarities) for lipids 
in class, per sample. 

Deuterated 
(D7) lipid 
standard

'Class_Summary_Raw': Raw signals of lipid classes, per sample.

*) Based on pool sample(s)
#) Grades: From A to D. Typically only grade A and B are accepted.
$) Typical criteria to pass: R2 better than 0.9, CV better than 0.3, Scores A or B.



‘Datatable_Raw’: Individual, not normalized, lipid signals, per sample.

Best Lipid 
assignment

Lipid 
class

Measured retention 
time (min)

Max. signal 
normalized to 

deuterated standard, 
per sample

Lipid 
molecule 

identifier

R2 comparing pool dilution 
series (3 points)*

PRC Quality 
status*$

T-test p-
value

LOG2 fold 
diff.

Measured most abundant 
adduct and polarity

Best grade 
across adducts$

CV*

Background 
signal – lower 

is better*

Lipid not passing QC 
criteria because of 

too low R2
Deuterated 
(D7) lipid 
standard

LipidMap
ID

*) Based on pool sample(s)
#) Grades: From A to D. Typically only grade A and B are accepted.
$) Typical criteria to pass: R2 better than 0.9, CV better than 0.3, Scores A or B.


