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GO Molecular Function: Pine_Dark<Sun

m DNA or RNA binding: 7.5% (139)

m Hydrolase activity: 11.9% (204)
Kinase activity: 3.4% (55)
Nucleic acid binding: 1.3% (36)

u Nucleotide binding: 5.6% (150)

® Other binding: 18.7% (392)

= Other enzyme activity: 19.8% (341)

m Other molecular functions: 1.5% (37)

m Protein binding: 9.8% (216)

B Receptor binding or activity: 0% (1)
Structural molecule activity: 1.8% (51)
Transcription factor activity: 1.5% (43)

 Transferase activity: 9.1% (158)
Transporter activity: 6.2% (78)

u Unknown molecular functions: 2.1% (62)

GO Molecular Function: Pine_Dark>Sun
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= DNA or RNA binding: 11.4% (187)

® Hydrolase activity: 8.6% (125)
Kinase activity: 6.3% (72)
Nucleic acid binding: 3% (67)

» Nucleotide binding: 5% (121)

m Other binding: 15.5% (308)

u Other enzyme activity: 13.7% (210)

m Other molecular functions: 1.7% (35)

m Protein binding: 13.7% (257)

® Receptor binding or activity: 0.2% (4)
Structural molecule activity: 0.3% (7)
Transcription factor activity: 4.4% (110)

w Transferase activity: 9.3% (154)
Transporter activity: 3.7% (54)

® Unknown molecular functions: 3.2% (84)

GO Molecular Function: Spruce_Dark<Sun

m DNA or RNA binding: 6.8% (237)

m Hydrolase activity: 12% (353)
Kinase activity: 4.5% (132)
Nucleic acid binding: 1.1% (51)

u Nucleotide binding: 5.7% (270)

m Other binding: 17.2% (636)

= Other enzyme activity: 17.4% (550)

u Other molecular functions: 1.5% (71)

= Protein binding: 10% (392)

W Receptor binding or activity: 0% (1)
Structural molecule activity: 1.3% (66)
Transcription factor activity: 1.8% (89)

" Transferase activity: 10% (299)
Transporter activity: 6.9% (161)

u Unknown molecular functions: 3.8% (193)

GO Molecular Function: Spruce_Dark>Sun

m DNA or RNA binding: 9.6% (312)

m Hydrolase activity: 8.2% (242)
Kinase activity: 6.3% (148)
Nucleic acid binding: 2.4% (106)

= Nucleotide binding: 5.3% (251)

m Other binding: 15.7% (578)

m Other enzyme activity: 13.8% (429)

m Other molecular functions: 1.8% (71)

m Protein binding: 13% (487)

B Receptor binding or activity: 0.1% (6)
Structural molecule activity: 0.4% (16)
Transcription factor activity: 3% (146)

¥ Transferase activity: 11.1% (344)

ty: 3.4% (90)

= Unknown molecular functions: 5.8% (285)
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Fig D

GO Biological Process: Pine_Dark<Sun

m Cell organization and biogenesis: 4.8% (173)
® Developmental processes: 4.4% (142)
DNA or RNA metabolism: 1.2% (31)
Electron transport or energy pathways: 1.6% (65)

w Other biclogical processes: 5.2% (188)
m Other cellular processes: 29.5% (665)
i) = Other metabolic processes: 26.8% (655)

m Pollination:0.1% (5)

m Protein metabolism: 4.8% (181)

m Response to abiotic or biotic stimulus: 6.4% (169)
Response to stress: 6.4% (186)

' Signal transduction: 1.4% (51)

m Transeription, DNA-dependent: 1.7% (62)

Transport: 4.2% (118)

Unknown biological processes: 1.4% (72)

GO Molecular Function: Pine_Dark>Sun

m Cell organization and biogenesis: 4.2% (119)

m Developmental processes: 7.5% (172)
DNA or RNA metabolism: 0.5% (16)
Electron transport or energy pathways: 0.2% (7)
m Other bislogical processes: 63 (170)
m Other cellular processes: 26.8% (515)
m Other metabolic processes: 19.5% (480)
- \

= Pollination:0.3% (10}

W Protein metabolism: 5.7% (182)

® Response to abiotic or biotic stimulus: 8.4% (171)
Response to stress: 7.8% (170)

= Signal transduction: 3.5% (103)

» Transcription,DNA-dependent: 4.3% (145)
Transport: 3.6% (95)

= Unknown biological processes: 1.8% (81)

GO Biological Process: Spruce_Dark<Sun

m Cell organization and biogenesis: 4.8% (287)
m Developmental processes: 4.7% (264)

DNA or RNA metabolism:1.2% (48)

Electron transport or energy pathways: 1.4% (94)
u Other biclogical processes: 5.4% (346)
m Other cellular processes: 28.7% (1102)

m Other metabolic processes: 24.6% (1079)

u Pollination:0.1% (6)

= Protein metabolism: 5.2% (325)

® Response to abiotic or biotic stimulus: 7.3% (353)
Response to stress: 6.7% (340)

= Signal transduction: 2% (117)

® Transcription,DNA-dependent: 1.7% (123)
Transport: 4.1% (207)
Unknown biological processes: 2.1% (184)

GO Biological Process: Spruce_Dark>Sun

m Cell organization and biogenesis: 4.7% (249)
m Developmental processes: 6.1% (276)
DNA or RNA metabolism: 0.8% (44)
Electron transport or energy pathways: 0.2% (13)
u Other biological processes: 5.4% (294)
m Other cellular processes: 26.4% (984)
m Other metabolic processes: 19% (899)
m Pollination:0.5% (31)
= Protein metabolism: 5.5% (354)
® Response to abiotic or biotic stimulus: 8% (325)
Response to stress: 8.6% (354)
= Signal transduction: 3.8% (201)
® Transcription,DNA-dependent: 3.3% (200)
Transport: 4.2% (182)
Unknown biological processes: 3.4% (283)




FigE

GO Cellular Component: Pine_Dark<Sun

m Cell wall: 1.1% (54)

m Chloroplast: 16.7% (489)
Cytoskeleton: 0.9% (23)
Cytosol: 4.7% (234)
ER:0.7% (34)

m Extracellular: 3% (151)

B Golgi apparatus: 1.3% (56)

m Mitochondria: 3.8% (182)

m Nucleus: 5.8% (278)

m Other cellular components: 1.4% (79)
Other cytoplasmic components: 18% (542)
Other intracellular components: 18.7% (493)
Other membranes: 8.9% (321)

Plasma membrane: 2.9% (161)
Plastid: 10.4% (297)

® Ribosome: 1.7% (50)

Unknown cellular components: 0.1% (6)

GO Cellular Component: Pine_Dark>Sun

m Cell wall: 1.8% (38)
m Chloroplast: 4.3% (99)
Cytoskeleton: 0.8% (12)
Cytosol: 5.8% (150)
ER:1.7% (35)
m Extracellular: 3.4% (76)
= Golgi apparatus: 2% (39)
m Mitochondria: 3.6% (82)
B Nucleus: 22.4% (462)
® Other cellular components: 3% (75)
Other cytoplasmic compenents: 14.8% (280)
Other intracellular components: 15.6% (248)
Other membranes: 11.6% (196)
Plasma membrane: 6.5% (157)
Plastid: 2% (44)
= Ribosome: 0.3% (7)
Unknown cellular components: 0.3% (8)

GO Cellular Component: Spruce_Dark<Sun

_

m Cell wall: 1% (82)
m Chloroplast: 16.2% (818)
Cytoskeleton: 0.9% (42)
Cytosol: 4.1% (361)
ER:0.9% (76)
m Extracellular: 3% (263)
= Golgi apparatus: 1.3% (85)
= Mitochondria: 3.3% (285)
B Nucleus: 6.6% (552)
® Other cellular components: 1.5% (144)
Other cytoplasmic components: 17.4% (933)
Other intracellular components: 18.1% (824)
' Other membranes: 10.4% (631)
Plasma membrane: 3.7% (347)
| Plastid: 10.3% (515)
® Ribosome: 1.2% (72)
Unknown cellular components: 0.1% (5)

GO Cellular Component: Spruce_Dark>Sun

m Cell wall: 1.6% (77)

m Chloroplast: 5.3% (253)
Cytoskeleton: 1.1% (36)
Cytosol: 5.5% (298)

ER: 1.8% (87)

m Extracellular: 4.5% (217)

= Golgi apparatus: 2.2% (93)

m Mitochondria: 3.5% (178)

W Nucleus: 19.3% (894)

m Other cellular components: 3.1% (163)
Other cytoplasmic components: 15.8% (605)
Other intracellular components: 15.2% (505)
Other membranes: 11.5% (455)

Plasma membrane: 6.9% (369)
: Plastid: 1.9% (84)

m Ribosome: 0.3% (13)

Unknown cellular components: 0.4% (23}




