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2DS 2 °C scenario 

3F Three zinc fingers

ATFs Artificial transcription factors 

BMRB Biological magnetic resonance bank

CCA1 CIRCADIAN CLOCK ASSOCIATED 1

CEA Controlled-environmental agriculture 

Chl Chlorophyll

Col-0 Colombia O

COSY Correlation spectroscopy
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CPMG Carr-Purcell-Meiboom- Gill
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LCF1 Low Chlorophyll Fluorescence 1

LHY LATE ELONGATED HYPOCOTYL

LUX LUX ARRYTHMO 

MAS Magic angle spinning

mMDH1 Mitochondrial malate dehydrogenase 1 

MORC2 Microrchidia family 2

MS Mass spectrometry

MSH1 MutS HOMOLOGUE 1

MVA Multivariate analysis

NMR Nuclear magnetic resonance

NOESY Nuclear overhauser effect spectroscopy

OPLS-DA Orthogonal partial least squares discriminant analysis

PC Principal component  

PCA Principal component analysis

PRR7 PSEUDO-RESPONSE REGULATORY7

RSA Rosette surface area

SDGs Sustainable development goals 

SEM Standard error

SLS Slice localized spectroscopy

SUS Shared and unique structures

TALENs Transcription activator-like effector nucleases

TCA Tricarboxylic acid 

TMS Tetramethylsilane

TOC1 TIME OF CAB EXPRESSION 1 

TOCSY Total correlation spectroscopy

TSP 3-(trimethylsilyl)-2,2',3,3'-tetradeuteropropionic acid 

ZF-ATF Zinc finger artificial transcription factor

ZFs Zinc-fingers 


