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Fig.2 Sample correlation analysis among different treatments
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Fig.3 Functional annotation analysis of differentially expressed genes under GA treatment during the water absorption
and swelling period
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Fig.4 Functional annotation analysis of differentially expressed genes under GA treatment during the elongation phase

of the radicle
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Fig.5 Functional annotation analysis of co—expressed differentially expressed genes at different germination stages
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Fig. 6 Transcription factors related to peanut seed germination under low—temperature stress treated with GA
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Table 1 Differentially expressed genes related to ABA and GA pathways in peanut seeds treated with GA

during the water absorption and swelling stage and the radicle extension stage

4] BEH D R FE Tkl
Period Gene ID Note Gene Expression level
WK AR arahy.Tifrunner.gnm1.ann1.2861FR Gibberellin 20 oxidase 1 arahy.2861FR T
gibberellin 2-beta—dioxygenase 8 isoform .
arahy. Tifrunner.gnm1.ann1.V951Y3 I arahy.V951Y3 T
abscisic acid and environmental stress— .
Arachis_hypogaea_newGene_2945 New Gene T
inducible protein isoform X1
arahy.Tifrunner.gnml.ann1.4FY7U3 abscisic stress—ripening protein 2 arahy.4FY7U3 T
arahy.Tifrunner.gnml.annl. LXP1W] abscisic acid 8'~hydroxylase 3 arahy.LXPIW] i
. abscisic acid and environmental stress— K
AR Arachis_hypogaea_newGene_12604 New Gene TR
inducible protein
arahy.Tifrunner.gnml.ann1.0F111G/ arahy.OF111G/ararahy. .
abscisic acid receptor PYL4 T
arahy.Tifrunner.gnml.ann1.VQ5SKVR VQ5SKVR
arahy.Tifrunner.gnm1.ann1.3475Q7 abscisic acid 8'~hydroxylase CYP707A2 arahy.3475Q7 TR
arahy.Tifrunner.gnm1.ann1.49VWUD/  ABSCISIC ACID-INSENSITIVE 5-like arahy.49VWUD/arahy.6 3
NG
arahy.Tifrunner.gnml.ann1.6NNOYE protein 7 NNOYE
arahy.Tifrunner.gnml.ann1.77217G Abscisic acid receptor PYL9 arahy.77217G i
arahy.Tifrunner.gnm1l.ann1.7V58Y4  abscisic acid 8'~hydroxylase 2 isoform X1 arahy.7V58Y4 T
abscisic acid receptor PYR 1-like isoform N
arahy.Tifrunner.gnml.ann1.EJTOHD X1 arahy.EJTOHD T
. abscisic acid receptor PYR 1-like isoform .
arahy.Tifrunner.gnm1l.ann1.VSOQUM 2 arahy.VSOQUM |
ABSCISIC ACID-INSENSITIVE 5-like .
arahy.Tifrunner.gnml.ann1.ITHQCQ arahy IIHQCQ S|
protein 2 isoform X1
arahy.Tifrunner.gnm1l.ann1.99WGGU/ arahy.99WGGU/aarahy. .
gibberellin receptor GID1B TR
arahy.Tifrunner.gnml.ann1.J64Z1K J64Z 1K
arahy.Tifrunner.gnm1.ann1.985SC4/ arahy.9855C4/ arahy. R
gibberellin 2—beta—dioxygenase 8 M
arahy.Tifrunner.gnm1.ann1.VR9OR2 VRIOR2
arahy.Tifrunner.gnml.annl.FITUFL gibberellin-regulated protein 4 arahy.FITUFL A
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