
C18:3b

Cre03.g187450.t1.2
Ribose-5-phosphate

isomerase

Phosphate

Cre06.g300700.t1.1
coenzyme

binding

g17751.t1
transferase

activity,
transferring
nitrogenous

groups

Arg

Val

Cre09.g417150.t1.2
Mono-functional

catalase

Cell wall protein 
pherophorin-C15

Cre09.g396100.t1.2

Cre03.g185550.t1.2
Sedoheptulose-1,7-bisphosphatase

Alanine-glyoxylate
transaminase / 

serine-glyoxylate
transaminase / 
serine-pyruvate
transaminase
[EC:2.6.1.44

2.6.1.45 2.6.1.51] 
Cre01.g005150.t1.1

Pyro-glutamic acid

Cre06.g307500.t1.1
Low-CO2

inducible protein 

Cre02.g112150.t1.2
Phospholipase B 

Met

Cre02.g093450.t1.2
Fructose-1,6-bisphosphate

aldolase

Fumaric acid

Cre08.g360200.t1.2
Urea active 
transporter

Cre01.g050950.t1.2
Geranylgeranyl

reductase

Cre10.g452800.t1.2
Low-CO2-inducible

protein (LCIB) 

Chloroplast
trigger factor 

Cre01.g001750.t1.2

Ornitine

Ile

50S Ribosomal 
Protein L3 
g18402.t1

Lys

Fv/Fm

Cadaverin

Phosphoglycerate
kinase,

chloroplast
precursor
g11700.t1

Cre12.g534800.t1.1
Glycine cleavage 
system, P protein 

Cre09.g394550.t1.2
Ribose-phosphate
pyrophosphokinase

Flagella
membrane

glycoprotein,
major form 
g9144.t1 Cre09.g411200.t1.2

Rieske [2Fe-2S] 
domain

containing protein 

Cre12.g492600.t1.2
Fasciclin-like

protein

3-ketoacyl-CoA-synthase
1

g11653.t1

Guanine

Cre03.g175200.t1.2
Translocon at the 

outer envelope 
membrane of 

chloroplasts, 75 
kD

Cre13.g566000.t1.2
formate-tetrahydrofolate

ligase activity 

Cre12.g546500.t1.2
DOMON domain 

C16:3
3-oxoacyl-(acyl-carrier-protein)

reductase
Cre03.g172000.t1.2

Cre06.g288700.t1.2
Glycolate

dehydrogenase

Aminoacylase
ACY1 and related 

metalloexopeptidases
/

carboxypeptidase
PM20D1

Cre12.g508500.t1.2

Asp
Chlamyopsin,

light-gated proton 
channel

rhodopsin
Cre01.g002500.t1.2

Cre05.g232150.t1.2
Glutamate

dehydrogenase

Fumarylacetoacetase
g17708.t1

Glu

Cre12.g485150.t1.2
Glyceraldehyde

3-phosphate
dehydrogenase

C16:0

Cre06.g294200.t1.3
NAD-dependent

DNA ligase 
adenylation

domain - DNA 
repair / replication 

(NAD-Ligase)

Cre12.g496750.t1.2
NADH:ubiquinone

oxidoreductase
subunit 8 Cre17.g721500.t1.2

Granule-bound
starch synthase I 

Cre13.g565800.t1.2
UDP-Glucose:protein

transglucosylase
Ammonium
transporter

Cre13.g569850.t1.2

N-acetyl-gamma-glutamyl-phosphate
reductase
g2974.t1

DNA-directed
RNA polymerase 

subunit beta' 
N-terminal

section
OS=Chlamydomonas

reinhardtii
GN=rpoC1A
PE=2 SV=1 - 

[RPC1A_CHLRE]
Q8HUG9

Cre12.g511900.t1.2
Ribulose

phosphate-3-epimerase,
chloroplast
precursor

3-methylcrotonyl-CoA
carboxylase beta 

subunit
g3755.t1

Thr Myo-Inositol

Cre06.g250100.t1.2
Heat shock 
protein 70B 

dihydrolipoamide
dehydrogenase

[EC:1.8.1.4]
g18113.t1

Cre06.g271200.t1.2
Pyridine

nucleotide-disulphide
oxidoreductase,

monodehydroascorbate
reductase 4-like Cre10.g421700.t1.2

Glycerol-3-phosphate
dehydrogenase/dihydroxyacetone-3-phosphate

reductase

Acidic ribosomal 
protein P0, 
Ribosomal
protein L10 

Cre12.g520500.t1.3

Glycerol
6-phosphogluconate

dehydrogenase,
decarboxylating

Cre12.g526800.t1.2

Cre01.g001100.t1.2
Cre06.g280950.t1.2

Pyruvate kinase C18:2

Cre12.g556250.t1.2
Septin-like protein 

Ammonium
Transporter

Family
g3261.t2

Cre12.g560800.t1.2
Peptidase family 
M20/M25/M40,

ILR-like Cre06.g294950.t1.3
Enoyl-[acyl-carrier
protein] reductase 

Cre17.g696850.t1.2
HVA22-LIKE
PROTEINS

Lactic acid

Cre07.g313250.t1.2
membrane

Cre02.g113200.t1.3
Glutamine
synthetase

L-ascorbate
peroxidase,

heme-containing
g10003.t1

Ribosomal
protein S8e 

g6121.t1
g13518.t1BRI1-Suppressor

1-like
(phosphatase)

Cre01.g050850.t1.2

NADH-Cytochrome
B5 reductase-like 

g11946.t2

Cre09.g405500.t1.3
Carbamoyl-phosphate

synthase L chain, 
ATP binding 

domain (RimK 
like)

Cre13.g582800.t1.2

Cre16.g695100.t1.3
acyl-CoA oxidase 

[EC:1.3.3.6]

Cre17.g702750.t1.2
oxidoreductase

activity

Cre13.g583550.t1.2
Vesicle inducing 
protein in plastids 

1

Cre02.g081100.t1.2
GRAM domain 

Cre10.g423250.t1.2
NAD-dependent

malate
dehydrogenase

Glyceric acid

g15274.t1
sterol carrier 

protein 2 
[EC:2.3.1.176]

Cre17.g709350.t1.2
Late endosomal 

Qc-SNARE
protein,

Syx8/Syntaxin8-family
(Qc.III.c)

14-3-3 protein 
Cre06.g257500.t1.2

BSD domain 
g6604.t1

Cre02.g105200.t1.2
Saposin-like type 

B, region 2 

g4488.t1
oxidoreductase

activityCre09.g407700.t1.2
Cysteine

endopeptidase

Acyl-CoA
oxidase.
g5140.t1

Cysteine
endopeptidase

g8339.t1

g6268.t1
lipid binding 

Ca2+ transporting 
ATPase

g11725.t1

Cre16.g663900.t1.2
Porphobilinogen

deaminase

Cre16.g677000.t1.2
Heat shock 
protein 70E 

Cre03.g192050.t1.1
Iron permease, 

membrane
protein

Cre06.g281050.t1.2
Subunit of 
Retromer
complex

Cre12.g494350.t1.2
integral to 
membrane

Cre05.g241400.t1.3
flavin adenine 
dinucleotide

binding

Sodium/phosphate
symporter
g7556.t1

Cre12.g536800.t1.2
Uncharacterized

conserved protein 
(DUF2358)

Cre09.g409100.t1.2
Uroporphyrinogen-III

synthaseAspartate
aminotransferase

g9594.t1

Cre10.g444550.t1.2
Signal peptide 

peptidase

FW

Cre16.g677950.t1.3
oxidoreductase

activity

Cre06.g275050.t1.1
Gamma-glutamyl

hydrolase

Cre12.g507400.t1.2
Long-chain
acyl-CoA

synthetases
(AMP-forming)

Cre13.g588700.t1.2

Acyl CoA binding 
protein / Kelch 

repeating domain 
Cre02.g074650.t1.2

Cre03.g189250.t1.2
Small Rab-related 

GTPase

Acyl-CoA oxidase 
Cre11.g467350.t1.2ADP-ribosylation
factor

GTPase-activating
protein 2/3 

Cre17.g715350.t1.2

Cre17.g698650.t1.3
Gamma-glutamyl
transpeptidase

g9426.t1
oxidoreductase

activity

Acetyl-CoA
acyltransferase

Cre17.g723650.t1.2

C2H2-type
Zn-finger protein 

Cre17.g716400.t1.2

Phe

Acyl-CoA oxidase 
Cre16.g687350.t1.2

Leu

Cre03.g149250.t1.2
Phosphoenolpyruvate

carboxylase
family protein, 
chloroplastic

Cre10.g458450.t1.3
Glutathione
peroxidaseBi-ubiquitin

Cre08.g382650.t1.3

Cre06.g288500.t1.2
Nucleotide-diphospho-sugar

transferase

Acyl-CoA oxidase 
g16176.t1

Cre03.g190850.t1.2
EnoylCoA

hydratase/isomerase

Small Rab-related 
GTPase
g9677.t1

g13806.t1
oxidoreductase

activity

NMD3 family 
g15392.t1BSD domain 

Cre06.g291250.t1.3

Cre06.g306550.t1.3
ribonuclease T2 

activity

3-hydroxyacyl-CoA
dehydrogenase

Cre16.g695050.t1.2


