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Figure S1. Comparison of previously reported dark- or heat- responsive genes with the dataset in this study.
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Figure S2. Analysis of the splice sites (ss) between total AS events and DAS events regulated by dark (A) and
heat (B) treatments.



Photosynthesis, light harvesting = .

Photosynthetic electron transport chain = . N. of Genes
® 50
i Photosynthesis, light reaction = ®
Dark vs. Light v g ® 100
Photosynthesis = [} @® 150
Response to light intensity = o
Generation of precursor metabolites and energy = ® -log10(FDR)
Response to light stimulus = @ ® 20
30
Response to radiation = @ : 40
Response to temperature stimulus = @

DEG @ 50

Response to oxygen-containing compound -.

Photosynthesis = L]
N. of Genes
Small molecule catabolic proc. = . e 20
® 30
MRNA splici i li - .
splicing, via spliceosome ~p
RNA splicing, via transesterification reactions = . ® 50
Generation of precursor metabolites and energy = &
Response to light stimulus = ] -log10(FDR)
@ 18
Carboxylic acid metabolic proc. = L] ® 20
Oxoacid metabolic proc. = ® @22
DAS -
Small molecule metabolic proc. = @ ® 25
_ : gene @28
Organic acid metabolic proc. = ®
' v . '
2.0 25 3.0 3.5
Fold Enrichment
Heat vs. Dark
Response to heat = . N. of Genes
Response to temperature stimulus = [ ] ) 200
® 300
Defense response to bacterium = ® @ <00
@ 500
Response to bacterium = @ @ 500
Response to salt stress = [ ]
Response to light stimulus = @ -log10(FDR)
RNA processing = ® 12
@ 14
Response to inorganic substance = -] ® 16
@ 18
Response to lipid = @ DEG ® 2
Response to oxygen-containing compound = @ ® 22
L) L) L] L} L}
1.4 1.5 1.6 1.7 1.8
Fold Enrichment
Circadian rhythm = .
Rhythmic proc. = . N. of Genes
MRNA processing = @ e 20
. ‘ § ® 40
MRNA splicing, via spliceosome = L] @ &0
RNA splicing, via transesterification reactions = ® . 80
RNA splicing, via transesterification reactions with bulged adencsine as nucleop = [ ]
RNA splicing = L ] -log10(FDR)
® 4
MRNA metabolic proc. = @ ® s
®s

RNA processing = @

Response to inorganic substance =i DAS
Ll .
2.02.53.0 gene

Fold Enrichment

Figure S3. GO analysis of dark- or heat- regulated DEGs and DAS genes. Biological processes were sorted by fold
enrichment and top ten pathways are shown.
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Figure S4. GO analysis of DEGs and DAS genes that were co-regulated by dark and heat treatments. Biological
processes were sorted by fold enrichment and top ten pathways are shown.



AS5
ACACTGTGCTGCTTCATTCGTACGATGACGTACGTGAGAGACTCCACGAGCAGTAGTCAGACGACGAGCCCATCGCACCGCTTCCCGTG
GTGCGATCATAGCGGTGCAGATGTTCAGATGAAGCGGCATGAGCCACCAATATGTGGTACTCATCATGGCACGCAGCTTTCATTTATGC
TGCGCTCGTATGTTGTGGAATTGGAGCGGATACCATTTCACACAGGAAACATCTATGACCATGATTACGCCAAGCTCAGATTACCCTCAC
TAAAGGTACTAGTCCTGCAGGTTTAAACGAATTCGCCCTTCACCATGAGTAGCCGATGGAATCGTACGATCTACGTGGGATTTGCCTGG
AGATATTCGCAAGTGTGAGGTTGAAGATCTCTTCTACAAGTATGGACCAATTGTGGACATTGATTTGAAGATTCCACCGAGACCTCCTGG
TTATGCCTTTGTCGAGTTTGAAGATCCTCGTGATGCAGACGATGCAATTTATGGACGTGATGGTTATGATTTTGATGGGTGTCGACTTCG
GGTTAGTAAACGCATGATGAAAGCTAGCTTAATTTTCTGTAATTTCTTGTAAAGGTGTTATCTTTGTGTGATGTTTTTAGGTTGAGATTGC
ACATGGTGGTCGTAGATTTTCACCATCAGTTGATAGGTACAGCAGCAGCTACAGTGCGAGCCGTGCACCTTCAAGACGCTCTGACTACC
GCGTGCTTGTGACCGGATTACCGCCTTCTGCTTCGTGGCAGGACCTTAAGGATCACATGCGCAAAGCTGGAGATGTCTGCTTCTCTGAA
GTTTTCCCTGACCGTAAAGGCATGTCTGGGGTTGTGGATTATAGCAACTATGATGATATGAAGTACGCAATAAGGAAACTTGATGCCAC
TGAATTTCGAAATGCTTTCTCTAGTGCTTATATACGGGTGAGGGAATATGAGTCGAGGAGTGTGAGTCGAAGCCCAGATGATTCTAAAA
GCTATAGAAGCAGGAGTCGGAGCCGTGGTCCAAGCTGTAGCTATAGTAGCAAGAGCAGGAGTGTGTCACCTGCTAGATCCATTTCCCC
GCGTTCACGGCCCCTTAGTCGTTCTCGCTCGCTATACAGCTCTGTCTCAAGGTCCCAATCAAGATCAAAATCAAGATCAAGATCAAGATC
GAATTCTCCAGTTTCACCTGTGATATCTGGTTGAAAGGGCGAATTCGCGGCCGCTAAATCAATCGCCCTATAGAATGCCC

AS6
GGGCATCTATAGGGCGATTGATTTAGCGGCCGCGAATTCGCCCTTCACCATGAGTAGCCGATGGAATCGTACGATCTACGTTGGGAATT
TGCCTGGAGATATTCGCAAGTGTGAGGTTGAAGATCTCTTCTACAAGGTTTGAAAATTCCTCTTTTCTCTCGATAAAAATTGAATTCATTA
TGACTTGTTTGGGTTCATAAATTTGCAATTCTGTCTTGCTGAGACAATTTAAATCGACTCTTATGTATATTTGTTTCAGTATGGACCAATTG
TGGACATTGATTTGAAGATTCCACCGAGACCTCCTGGTTATGCCTTTGTCGAGTTTGAAGATCCTCGTGATGCAGACGATGCAATTTATG
GACGTGATGGTTATGATTTTGATGGGTGTCGACTTCGGGTTGAGATTGCACATGGTGGTCGTAGATTTTCACCATCAGTTGATAGGTAC
AGCAGCAGCTACAGTGCGAGCCGTGCACCTTCAAGACGCTCTGACTACCGCGTGCTTGTGACCGGATTACCGCCTTCTGCTTCGTGGCA
GGACCTTAAGGATCACATCCGCAAAGCTGGAGATGTCTGCTTCTCTGAAGTTTTCCCTGACCGTAAAGGCATGTCTGGGGTTGTGGATT
ATAGCAACTATGATGATATGAAGTACGCAATAAGGAAACTTGATGCCACTGAATTTCGAAATGCTTTCTCTAGTGCTTATATACGGGTGA
GGGAATATGAGTCGAGGAGTGTGAGTCGAAGCCCAGATGATTCTAAAAGCTATAGAAGCAGGAGTCGGAGCCGTGGTCCAAGCTGTA
GCTATAGTAGCAAGAGCAGGAGTGTGTCACCTGCTAGATCCATTTCCCCGCGTTCACGGCCCCTTAGTCGTTCTCGCTCGCTATACAGCT
CTGTCTCAAGGTCCCAATCAAGATCAAAATCAAGATCAAGATCAAGATCGAATTCTCCAGTTTCACCTGTGATATCTGGTTGAAAGGGCG
AATTCGTTTAACCTGCAGGACTAGTACCTTTATTGAGGGTTAATTCTGAGCTTGGCGTATCATGGCATAGCTGTTTCCTGTGTGAAATTGT
ATCCGCTCACATTCCCCCAACTACGGCCGGAGCAAAAAGTAAGCTGGGGGCTATGAGGGCTACCATATGGTGGGCTCCTGCCCCCTTCA
CTCGAACCTACTGCCCCGCTAAGATCGCACCCCCGCAGACGAGTGCGATTGGGGTC

Figure S5. Sequences of SR30 isoforms identified by Sanger sequencing. Shaded sequences indicate those
correspond to the seuqgences of SR30. Underlined sequences indicate the retained intron sequence.



