MESA Ancillary Study 81 Data Set Variable Guide

Apolipoprotein-B Dataset
	Data Set name :
	MESAe1a081_ApoB_20200221

	AS081 Principal Investigator :
	Michael Tsai

	AS081 Contact Information :
	tsaix001@tc.umn.edu


	Variable
	Variable Description
	Value Labels
	Notes

	idno
	Participant ID Number
	
	

	smnid1
	Maine Sample ID
	
	

	apobri1
	Apo-B Imputed (mg/dL)
	
	Per UMN RC: Recommended variable for analysis.

	apobrimputed1
	Apo-B Imputed Indicator
	1: Yes
	

	apobmm1
	ApoBM Maine (mg/dL)
	
	Total ApoB measured by reagents from Maine Standard on Modular P

	apobmm1m
	ApoBM Maine (mg/dL): Not performed
	1: Not performed
	

	ldlapbm1
	LDL-Apo-B Maine (mg/dL): Determined by reagent from Maine Standards Inc specific for LDL ApoB molecules only
	
	Determined by a reagent from Maine Standards Inc  specific for LDL ApoB molecules only. (VLDL ApoB is not measured by this method.)

	ldlpmn1
	LDL-P Maine (nmol/L)
	
	Calculated particle number using the LDL ApoB

	ssdid1
	Small density LDL Sample ID
	
	

	sdldld1
	Small density LDL (mg/dL)
	
	Done by method using reagent from Denka

	sapabid1
	Apo-A/B Sample ID
	
	

	apobr1
	Apo-B Roche (mg/dL)
	
	Determined by Roche on Modular P

	apobk1
	Apo-B Kamiya (mg/dL)
	
	Determined by Kamiya on a Modular P

	apobd1
	Apo-B Diazyme (mg/dL)
	
	Diazyme was determined using diazyme reagent in Alan Remaley's laboratory

	apoba1d1
	Apo-A1 Diazyme (mg/dL)
	
	Analysis was performed using diazyme reagent in Alan Remaley's Laboratory

	splaid1
	Lp(a) Sample ID
	
	

	pmlpar1
	PMOD Lp(a) Randox (mg/dL)
	
	

	chlpad1
	Chol. Lp(a) ID Densitometer Values (mg/dL)
	
	Assay procedure per Helena Laboratories SPIFE Vis Cholesterol, #185, 11/06(5). Lipid fractions separated by electrophoresis and developed for total, free and esterified, cholesterol. Concentration estimates from external total cholesterol and relative concentrations of the separated lipid fractions.

	jpartic1
	J-Particle (nmol/L)
	
	Prototype lipoprotein immuno-fixation-electrophoresis. Lipid fractions separated by electrophoresis and probe/fixed with Anti-Apo-B antisera followed by non-specific protein staining.  Concentration estimates, (particle number as nmol/L), from an external total Apo-B assay and relative concentrations of the separated lipid fractions.

	colpad1
	Conc. Lp(a) ID Densitometer Value (mg/dL)
	
	

	pnlpad1
	Particle Number Lp(a) ID Densitometer Value (nmol/L)
	
	

	pnvldl1
	Particle Number vLDL (nmol/L)
	
	

	pnldl1
	Particle Number LDL (nmol/L)
	
	

	lpapr1
	Lp(a) Positional Reference
	1: No Bias

2: Cathodic-Sm
3: Anodic-Lg
	A qualitative visual observation of overall migration distances associated with Lp(a)-P fraction. Most fractions exhibited no cathodic or anodic bias. Lp(a)-P charge biases noted as anodic or cathodic beyond this standard population reference corridor.
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Objective: 
Impute “unreasonable” ApoB (Roche) measures from the other two measurements (Diazyme & Kamiya).
Procedures:

1) There are 56 samples labelled as “outliers” by Jing.

2) Summary statistic for ApoB (Roche) among the 4623 “good” samples: min = 22.5, max = 287.7.

3) Among the 56 “outliers”, 18 samples with ApoB (Roche) measure outside of (22.5, 287.7) or having missing Roche measure.  Among these 18 samples, one sample (3015858) with very low ApoB (Roche) measure, and a consistently low Kamiya measure. This sample also has a very low sdLDL-C measure (0.1mg/dL).  We decide not to impute this sample.

4) In addition, one sample (8011397) has Roche measure within the “good” range but inconsistent with the Diazyme and Kamiya measures. 

5) It leads to a total of 18 samples to impute.

       idno   apobr1   apobk1   apobd1  

    3010449        .        .    117.8  

    3015858       .7       .9     56.2  

    3019560        .     87.9     88.9  

    3019829        .        .     84.6  

    5013003    352.5    118.7    120.4  

    5014220      316     81.5       83  

    5016967    332.7     99.7     83.3  

    5019290        .        .     92.9  

    5019516        .        .    143.5  

    6013198      542      144    130.5  

    6017053        .    141.9    136.2  

    6022405        0    112.9    113.1  

    7010273        0     54.8     60.6  

    7011725        .        .    108.5  

    7012101    358.1     88.4       89  

    7015569        .        .       72  

    8023000        .        .    105.3  

    8024138     11.4    107.3     90.9  
6) Run two simple linear regressions between ApoB (Roche) with each of the other two measures separately using the “good” samples. Calculate two predicted ApoB (Roche) values from the two regressions. 

7) Impute the ApoB (Roche) measure using the average of the two predicted values.  

***. In the final data file, the column “ApoBRoche_imputed” (renamed to [apobri1] by CC) has the cleaned ApoB measures, and the column “ToImpute” (renamed to [apobrimputed1] by CC) has a value of 1 if the sample was imputed.
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