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Preface

The content of this book reflects in many ways the background and ex-

periences that shaped my enduring special interests. I was raised on small

farms in southern Minnesota. In the period between high school graduation

and enrollment at the University of Minnesota I was an apprentice on our

home farm, and during those four years I was a 4H Club member with swine

and maize projects. My 4H experience kindled a beginning awareness of (a)

the contributions of research relating to the husbandry of agricultural species

and (b) opportunity inequalities associated with economic stratification. The

former motivated the choice of agriculture as my major field at the univer-

sity.

Undergraduate and graduate courses that most excited me were Princi-

ples of Genetics. Animal Breeding, Principles of Economics, Biometry, and

Applied Statistics. It was my good fortune to be influenced by both L. M.

Winters and Jay Lush—two of the early leaders in Animal Breeding. I

worked for and later with Professor Winters during the 1934-43 years, first

as an abstracter of literature pertaining to animal breeding and genetics and

as a caretaker of research project animals and later with responsibility for

records and analysis of data from his extensive swine breeding investiga-

tions. My contacts with Professor Lush derived from the Minnesota and

Iowa participations in the USDA. Regional Swine Breeding Laboratory in

the years when I worked as an assistant to Professor Winters. I well remem-

ber critiques by Dr. Lush of drafts of my earliest literature contributions.

A later era very significant for me were the ten years, 1947-57, in which

as a member of the Department of Experimental Statistics of the North Car-

olina State University I was charged by Gertrude Cox with statistical con-

sultation in the area of genetics. This wonderful opportunity provided the

open door through which I learned about plant breeding methods and prob-

lems from HR “Cotton” Robinson, Walton Gregory. Paul Harvey, E.B.

Morrow. and TJ. Main among others. It was during those years that I was

senior author of the papers that described Design 111 for investigation of lev-

els of dominance and reciprocal recurrent selection as a system of choice if

overdominance was found to be an important feature of the genetics of any

economically important quantitative trait. It was also during those years that

I began teaching “Statistical Concepts in Genetics," the embryo from which

this book emerged.
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