Table $14. Sequence IDs and protein threading results from transcripts with significant internal transcriptional starts sites in MED4 under N-limitation. The sequences highlighted in bold contain internal start sites with an NtcA binding site during transcription and a pyrimidine binding site for
protein S1 binding during translation. The genes in this table combine for more than 90% of the gene expression during the treatment.

Sequence ID
PMMO211
PMMO211 Int
PMMO0214

PMMO0214 Int
PMMO370
PMMO370 Int
PMM1075
PMMI075 Int
PMMI1485

PMMI485 Int
PMMI512

PMMISI2 Int
PMMI1697
PMMI1697 Int
PMMO0063
PMM0063 Int
PMMO0087
PMMO0087 Int
PMMO164
PMMO0164 Int
PMMO0263
PMM0263 Int
PMMO368
PMMO368 Int
PMMO0445

PMMO0445 Int
PMMO0545

PMMO545 Int
PMMO661
PMMO0661 Int
PMMO684
PMMO0684 Int
PMMO687

PMMO872
PMMO872 Int
PMM0970
PMM0970 Int
PMM1077
PMM1077 Int
PMM1123
PMM1123 Int
PMMI158

PMMI158 Int
PMM1186

PMMI1186 Int
PMM1301

PMMI301 Int
PMMI312
PMMI312 int
PMM 1434

PMM1434 Int
PMM1625

PMM1625 Int
PMMI1636
PMM1636 Int
PMM1642
PMM1642 Int

Structure

with best
match

clhyuA_
clhyuA_
cSda0A_

c3mglA_
c2idcA_

30C_

0C_
climiA_

dikpoal
cImS66_

€ImS66_
c3aerC_

c3aerC_
dilla_
diltla_
dismpi_
d2v3zal
c3edsA_
c3edsA_
c3a9qR_
3qz3A_
4294D_
4294D_
diqoa_
d1qoa_
clewsA_
cdewsA_
cal6rA_
dloz9a_
Qaxtc_

axtc_
3wviA_

3wvfA_
3nSmD_

cdysnD_
cSfanF_
csfanf_
camyaA_

camyaA_
c3dhyC_

3n58D_
cSImtx_
cSImtx_
d2gexal
d2gexal

Protein
Alkyl hydroperoxide reductase subunit

Sulfate transporter

puta

e cyanate ABC transporter, substrate binding protein
Ferredoxin-nadp reductase

RNA polymerase

Glutamate synthase [nadph] large chain

Type I alternative RNA polymerase sigma factor, sigma-70 fami
putative membrane transport protein

putative hormone protein

tryptophan synthase beta chain

ammonium transporter

putative lyase protein

cytochrome c oxidase subunit |

light-independent protochlorophyllide reductase subunit n

B12-dependent (class ) ribonucleotide reductase
putative metalloprotease inhibitor

putative ctp pyrophosphohydrolase

ferritin

putative carboxypeptidase inhibitor

urea ABC transporter, Periplasmic binding protein-like |
adaptive-response sensory kinase protein divl

putatuve cytochrome b562 and glucagon receptor chimera

photosystem i cp43 protein

membrane protein insertase yidc

nucleotide binding protein pinc

2,

adenosylhomacysteinase

translation initiation factor if-3

putative Snoal-like polyketide cyclase

Model
Confidence

100
100

99
100
100
100
100
100

Residues
aligned

241
460

416
183

177
392

159
159
500

449
463

339
162
107
124

Amino Acids
in Sequence

251
554

1521

413

416

288
417

245
369
368
540

474
475

339
190
119
146
it

Difference Between Full length
and Internal Protein Length

67

398

155

12

1108
m

105

225

CDD Domain Affected by Internal TSS
None

Possible specific transcription of HCO3_cotransp super family
domain

None
None

Possible modification of RNA polymerase beta subunit as
almost entire protein is single domain

Possible specific transeription of GXGXG superfamily domain.

Likely loss of Sigma-70 factor, region 1.2 domain
Possible modification of the Ycf66 protein N-terminus domain
No domains detected
None
None
First 16 aas of a Domain of Unknown Function

Possible modification of cytochrome ¢ oxidase subunit I as almost
entire protein is single domain

Possible of light
reductase subunit n as almost entire protein is single domain

None
None
No domains detected
None
No domains detected
No domains detected
None
None
None

Possible modification of the photosystem ii cp43 protein as almost
entire protein is single domain

Possible modification of the membrane protein insertase yide
protein as almost entire protein is single domain

Possible of the
protein as almost entire protein is single domain

Possible specific transeription of (PiIT N terminus) domain

Possible of the 2.3 y
phosphoglycerate protein as almost entire protein is single domain

loss of the beginning amino acids in the homotetramer interface
on conserved domain SAHH

loss of part of translation initiation factor 3 N terminal domain

loss of the beginning amino acids in the SnoaL-like domain

Accession Number of CDD Domain
Affected

N/A

23746
N/A

N/A

cd00653

100239

pram00140

pfam07444
N/A
N/A
N/A

pfam11746

TIGR02891

PRK02842
NA
N/A

N/A

TIGRO1153

PRK02654

PRK02627

d09877

d16010

PRK05476
pfam05198

pfam12680

Result

NtcA Binding

Protein aligns by MSA to major structural elements of PDB structures Yes

Protein has specific structural element or subunit transcribed

Yes

Protein aligns by MSA to major structural elements of PDB structures Yes

Protein aligns by MSA to major structural elements of PDB structures Yes

Protein aligns by MSA to major structural elements of PDB structures Yes

Protein has specific structural element or subunit transcribed
Protein lacks structural element or structure is incomplete

Protein lacks structural element or structure is incomplete

Protein lacks structural element or structure is incomplete

Protein aligns by MSA to major structural elements of PDB structures
Protein aligns by MSA to major structural elements of PDB structures

Protein lacks structural element or structure is incomplete

Protein aligns by MSA to major structural elements of PDB structures

Protein aligns by MSA to major structural elements of PDB structures
Protein aligns by MSA to major structural elements of PDB structures
Protein lacks structural element or structure is incomplete

Protein lacks structural element or structure is incomplete

Protein aligns by MSA to major structural elements of PDB structures
Protein lacks structural element or structure is incomplete

Protein aligns by MSA to major structural elements of PDB structures
Protein has specific structural element o subunit transcribed

Protein lacks structural element or structure is incomplete

Protein aligns by MSA to major structural elements of PDB structures

Protein aligns by MSA to major structural elements of PDB structures

Protein aligns by MSA to major structural elements of PDB structures

Protein has specific structural element or subunit transcribed

Protein aligns by MSA to major structural elements of PDB structures

Protein aligns by MSA to major structural elements of PDB structures
Protein aligns by MSA to major structural elements of PDB structures

Protein aligns by MSA to major structural elements of PDB structures

Yes

Yes

Theoretical N-Savings
Pyrimidine Rich (mol N/mol protein)

Yes 79
Yes 474
Yes 210
Yes 179
Yes 155
Yes 1501
Yes 380
No 136
No 28
No 59
No 113
Yes 2
Yes 105
Yes 210
Yes 144
No 15
Yes 36
No 2
Yes 1
Yes 72
Yes 211
Yes 88
No 64
Yes 120
No 229
Yes 1
No 89
No 178
Yes 113
Yes 111



