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We did not domesticate wheat. It domesticated us.’

—Yuval Noah Harari
Sapiéns: A Beief Historv of Humankind (2018)
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THE SIGNIFICANCE OF RESPONSES OF
THE GENOME TO CHALLENGE

Nobel lecture, 8 December, 1983

by

BARBARA McCLINTOCK
Carnegie Institution of Washington
Cold Spring Harbor Laboratory

Cold Spring Harbor, New York, US.A.

such initial hybrids. The commercially useful plant, Tnticale, s an example
Wheat (Triticum) and rve (Secale) were crossed and the combined set of chromo-
somes doubled to provide reproductive stability. Nevertheless, this genome was

not altogether stable. Selections continued in later generations for better perfor-
INEEPMZAEREMRIRETESEE

degrees of freedom in considering such origins. It is difficult to resist concluding

Barbara McClintock

that some specific “shock™ was responsible for the origins of new species in the

The Nobel Prize in Physiology or Medicine two instances to be described below
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Modified fromF. Giacomoni, 2008
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Genome Biology, 2021
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Genome Blology 2019,2022
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ChlP-seqvs. DAP-seq
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Bartlett et al. Nat Protoc 2017
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