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Figure S3. Leaf content of metabolites significantly altered by light environment
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Figure S4. Leaf content of metabolites significantly altered by plant genotype
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Figure S5. Leaf content of metabolites significantly altered by light in a plant genotype dependent

manner
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Table S3. Statistical significance of the factors light and genotype on tobacco leaf metabolite

immediately after the end of seven days of HL treatment (stress) or following return to LL for 12 h

Metabolite Light Genotype Light.Genotype
Stress Recovery Stress Recovery Stress Recovery
1. Carbohydrates
Glucose (1) 0.003 0.303 0.819 0.454 0.735 0.416
Glucose (2) 0.004 0.191 0.86 0.382 0.892 0.375
Unoximated fructose 0.002 0.001 0.619 0.045 0.619 0.166
Sucrose 0.001 0.798 0.019 0.187 0.162 0.804
Glucose-6-P 0.001 0.021 0.006 0.169 0.062 0.286
Fructose-6-P 0.002 0.04 0.052 0.088 0.093 0.287
Dihydroxydihydrofuranone 0.121 0.001 0.828 0.131 0.039 0.011
Unknown carbohydrate 0.001 0.001 0.806 0.486 0.147 0.562
2. Organic acids
Succinate 0.001 0.001 0.303 0.32 0.376 0.335
Fumarate 0.299 0.003 0.399 0.074 0.119 0.105
Malate 0.003 0.087 0.251 0.51 0.024 0.478
Citrate 0.001 0.069 0.777 0.078 0.926 0.026
Oxalate 0.001 0.089 0.035 0.336 0.055 0.149
Glycerate 0.033 0.345 0.111 0.649 0.026 0.359
Quinate 0.001 0.024 0.001 0.412 0.001 0.143
Threonate 0.136 0.001 0.494 0.021 0.015 0.013
Trihydroxypentanoate 0.033 0.003 0.402 0.154 0.974 0.03
Caffeate 0.001 0.001 0.912 0.005 0.912 0.035
Chlorogenate 0.001 0.001 0.449 0.634 0.221 0.713
3. Amino acids and amines
Serine 0.432 0.028 0.073 0.215 0.37 0.091
Glycine 0.326 0.034 0.27 0.526 0.207 0.511
Phenylalanine 0.041 0.014 0.467 0.097 0.312 0.197
Alanine 0.001 0.093 0.049 0.247 0.09 0.119
Glutamate 0.001 0.017 0.186 0.114 0.127 0.06
Proline 0.001 0.145 0.42 0.681 0.19 0.371
Oxoproline 0.25 0.61 0.051 0.496 0.011 0.304
Hydroxy/Oxoproline 0.027 0.217 0.124 0.624 0.028 0.857
Leucine 0.809 0.001 0.095 0.321 0.099 0.056
Valine 0.053 0.001 0.045 0.932 0.051 0.522
Aspartate 0.005 0.008 0.448 0.047 0.222 0.024
Threonine 0.001 0.001 0.844 0.05 0.062 0.011
Isoleucine 0.062 0.001 0.44 0.935 0.079 0.299
B-Alanine 0.001 0.001 0.02 0.006 0.005 0.004
Putrescine 0.001 0.001 0.162 0.468 0.415 0.422
4. Fatty acids
Myristate (C14:0) 0.13 0.095 0.295 0.044 0.08 0.785
Pentadecylate (C15:0) 0.094 0.001 0.576 0.831 0.072 0.835
Methyl pentadecylate 0.023 0.114 0.387 0.39 0.02 0.317
Hydroxy palmitate (C16:0) 0.824 0.144 0.6 0.029 0.158 0.451
Methyl palmitate 0.059 0.003 0.24 0.461 0.168 0.052
Palmitoleate (C16:1) 0.048 0.001 0.442 0.423 0.04 0.785
Margarate (C17:0) 0.073 0.014 0.607 0.329 0.242 0.066
Stearate (C18:0) 0.168 0.42 0.277 0.015 0.146 0.016



Oleate (C18:1) 0.745 0.003 0.422 0.37 0.211 0.221
Linoleate (C18:2) 0.559 0.083 0.099 0.205 0.048 0.014
Linolenate (C18:3) 0.262 0.009 0.47 0.125 0.266 0.497
Arachidate (C20:0) 0.088 0.001 0.513 0.325 0.145 0.05
Heneicosylate (C21:0) 0.041 0.453 0.328 0.363 0.143 0.792
Behenate (C22:0) 0.203 0.004 0.508 0.217 0.03 0.196
Tricosylate (C23:0) 0.374 0.798 0.946 0.075 0.017 0.613
Lignocerate (C24:0) 0.018 0.063 0.742 0.247 0.022 0.652
Hydroxylignocerate 0.179 0.661 0.336 0.016 0.011 0.19
Cerotate (C26:0) 0.371 0.003 0.944 0.001 0.031 0.006
Montanate (C28:0) 0.255 0.955 0.803 0.897 0.011 0.543
5. Fatty alcohols and phytosterols
Heneicosanol (C21) 0.352 0.691 0.208 0.966 0.017 0.561
Behenyl alcohol (C22) 0.583 0.023 0.659 0.195 0.057 0.64
Tricosanol (C23) 0.27 0.004 0.451 0.76 0.199 0.233
Lignoceryl alcohol (C24) 0.026 0.024 0.464 0.043 0.014 0.77
Ceryl alcohol (C26) 0.513 0.003 0.5 0.234 0.265 0.083
Heptacosanol (C27) 0.19 0.007 0.441 0.585 0.971 0.35
Montanyl alcohol (C28) 0.443 0.006 0.627 0.36 0.39 0.195
Myricyl alcohol (C30) 0.67 0.01 0.688 0.51 0.7 0.26
Phytol A 0.081 0.001 0.068 0.724 0.05 0.901
Stigmasterol 0.488 0.001 0.037 0.06 0.237 0.145
B-Sitosterol 0.745 0.046 0.264 0.326 0.071 0.486
6. Miscellaneous and unknowns
Phosphate 0.528 0.6 0.729 0.997 0.605 0.02
Polar compound 3.11 min 0.074 0.498 0.5 0.421 0.954 0.03
Non-polar 8.12 min 0.126 0.002 0.592 0.242 0.596 0.903
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