Supplementary Figures and Legends

cellular amino acid metabollc (Fr?ces
eneration of precursor metabolites ener
9 P gsh Jn c r ce

car ate metib
esi
cofactor meta ollc

roces
nse t
cellular proteslbmodl
nucleobase-containing compﬁmd

ation

met olic

nal tran

etaBo
metaboli¢
protei
transmembrane transpo

o0
oxidoredetase

Ifi
sulfur compolﬁng

el

Ivi

A bing
%se actlw

structural constltuent

|go ase act

erase act

bin
methyltranzﬁ;ase act
ase act

%nal transducer act

uﬂ

vi
M|
Vi

se act

M

M
M
transmembrane tran porteract

transferase activity, trans errl?g ﬁ cos I ro
transferase a tlwty, transfer ro

nucleoudptrans?ferase act

uuuUUUUUUUUUUU““U““H

PSS R Sl

oute'l?meen

I'a
extrace

No

stress

cation process

etaboljc process

catabolic process

0Cess

uction

rocess

0CEess
oldin

vision
indin
in

ribosom
din

VI

Fs
vi
din

tivi
ksms
nown
cytoplasmchenf srran !g =

S

S
S

@ Biological Process

' Molecular Function

- Cellular Component
¥ 47 4

I Ll Ll l L]
100 200

o —.—-'

A 1
490

Figure S1. Functional classification of the identified acetylated proteins.
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Figure S2. GO enrichment analysis for the biological process of the identified

acetylated proteins.
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Figure S3. Cluster analysis of the Protein-Protein Interaction Network of the
Identified Acetylproteins. The top two clusters consisted of acetylproteins involved

in protein synthesis (A) and photosynthesis (B).
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Figure S4. Construction of the neutral site platform by
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SYNPCC7002_A1479 (A) and characterization of the growth rate (B) and oxygen

evolution rate (C) between WT and A7479.
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Figure SS. The mutations of PsbO strains were verified by DNA sequencing.
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Figure S6. Growth curves of the alternative wild type (WT¥) and mutant

Synechococcus cells under optimal growth conditions.



