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pSyn1-P-eyfp-rrnB
5054 bp

(2700) HindIII

(4060) BamHI

(3177) Ndel

pSyn_11801P-eYFP-rrn
4868 bp

(2684) HindIIT

Figure S1: The plasmids maps used in the study obtained using SnapGene. (a) The vector
used for integration of the eyfp construct in S. elongatus PCC 7942. (b) The pSyn 1 vector was
modified to pSyn 11801 which has the changed neutral site of S. elongatus PCC 11801 for

recombination in both S. elongatus PCC 11801 and PCC 11802.
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Figure S2: The standard curve for eYFP. Protein concentration used for the standard curved
were (a) 0.1-2.5 pg/ml, which was used for estimating eYFP protein concentration from

cyanobacterial cells and (b) 0-18 pg/ml in case of E. coli strains.
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Figure S3: The promoter strength comparison between related strains: (a) Between S.
elongatus PCC 7942 and PCC 11801, (b) Between S. elongatus PCC 7942 and PCC 11802
under high light and elevated CO> levels. While the cpcB promoters are represented by blue
triangles, rbcL promoters are represented by green circles.



Probable Negative Regulatory Region

a.rbcL7942 AGACGGGAGGCGGCFTT TGCCATGGTT CAGCGATCGCTCCTCATCTT CAATAAGCAGGGC 60
rbcL11801 AGATGGGAGGCGGCITT TGGTGTTGTTAGCGAGATGGCTCGTCGATC TAATAAGCAGGGC 60
rbcL11802 AGATGGGAGGCGGCTT TGGTGTTGTTAGCGAGATGGCTCGT CGATC TAATAAGCAGGGC 60
rbcL6803 = 0m- - - mmmmm—m——m— CAACGGCTCACAAGCCCAACTAATCACCAT 30
rbcL700 2 --TCGAGCGGGATT[FTATGGCT -TTTT TAGGTATTTT TGTAAGGGTAAAATAGG--- CCC 54

k3 X *
rbcL794 2 IATG-AGCCAGCGTTA-- --AGCAAATC - - -—---AAATCAA- 93
rbcL11801 IATG-AGCCAGCGTTA - --AAATCAA- 93
rbcL11802 IATG-AGCCAGCGTTA-- --AGCAAATC - - —-- --AAATCAA- 93
rbcL680 3 TT GGACAAAACATCAGGAATTC TAATTAGAAAGTCCAAAAAT TGTAATTTAAAAAACAGT 90
rbcL700 2 AT C-AAACAGCATTAGAAATGC TAATC AGCCCAAAAAACAAAAGCA- ————— ———— 103
* * Ak ok * ok ok ok * ok *
-35 Region

rbcL7942 CGCTTCTGEGCY TCAATA--—-—- ——— AATGGTTCCGATTG 139
rbcL11801 CGCTTCTGEGCY TCAATA--—-—- ——— AATGGTTCCGATTG 139
rbcL1l1802 CGCTTCTGEGCT TCAATA---—- - —— AATGGTTCCGATTG 139
rbcL6803 CAATGGAGAGCATTGCCATAAGTAAAGGCATCCCCTGCGTGATAAGATTACCTT 150
rbecL7002 TT TTTTG TI'GCT AAAAGATAA- -AAATAAGTC GAGGC TGTGG TAACATATCC CA 161

X * * k. k. * * * K

TSS
rbcL7942 CATGAIGGAATCT AAGGCTTAAT TCTCCACAAAAGAAT TAAGCGTCCGTCGCAACGGAATG 199
rbcL11801 CATGAIGGAATCTAAGGCTTAAT TCTCCACAAAAGAAT TAAGCGTCCGTCGCAACGGAATG 199
rbcL11802 CATGAIGGAATCTAAGGCTTAAT TCTCCACAAAAGAAT TAAGCGTCCGTCGCAACGGAATG 199
rbcL6803 ACAGRHA------ TAGTTGCTGGGTTATCGCAGATTTTTCTCGCAACCAAATAACTGTAAAT 204
rbecL7002 AAAG AGTCATAAGACTTGAATCTTCAGAAT TTTAAAAAGCAGTTT TGCCAACGTAAGA 221

* * ok * * * * * Kk * * ok Kk
rbcL7942 CTCCGCTGGACTTGCG- ---CTGTGGGACTGCAGCTT TACAGGCTC-CCCCTGCCAGAAA 254
rbcL11801 CTCCGCTGGACTTGCG- ---CTGTGGGACTGCAGCTGTACAGGCTC-CCCCTGCCAGAAA 254
rbcL11802 CTCCGCTGGACTTGTG- ---CTGTGGGACTGCAGATGTACAGGCTC-CCCCTGCCAGAAA 254
rbcL6803 AATAACTGTCTCTGGGGCGACGGTAGGCTTTATATTGCCAAATTTCGCCCGTGGGAGAAA 264
rbcL7002 TTTT--—————— ————— ————— ————— —— TGAAGTTTTCG--ACCA-ACAATACCGTTAC 253

* * * * *
RBS
rbcL7942 TCCTGAATCGTCGAGCATATCTGA--CATATCTCTAGGGAGAGACGAC-- 300
rbcL11801 TCCTGAATCGTCGAGCATATCTGA--CATATCTCTAGGGAGAGACGAC-- 300
rbcL1l1802 TCCTGAATCGTCGAGCATATCTGA--CATATCTCTAGGGAGAGACGAC-- 300
rbcL6803 GCT-A---- —-—- -GGCTATTCAATGTT TATGGAGGACTGAICCTAG 300
rbcL7002 TGG-TATTTGTC TGTTAAAGATAAGCATTTTTGCTGEGAGGAAAACCGC—— 300
* * * *

CLUSTAL 0O(1.2.4) multiple sequence alignment

b. -35 Region P1 -10 Region P1  TSS1
cpcB7942 CACAATTTTTAGCGAATCITGTGGLCGCGATCGTTGIT ATAAGAATGCJAAGGCAACTGGA 60
cpcB11801 CACAATTTTTAGCGAACTICTGAGECGCGATCGTTGIT ATAAGAATGCJTAGG CAGCT GGA 60
cpcB11802 CACAATTTTTAGCGAACTICTGAGECGCGATCGTTGI ATAAGAATGCJTAGG CAGCT GGA 60
cpcB6803 —-ACAAGATGTAACAGACAITAAGTCLCATCACCGTTGI ATAAAGT|ITAAQTGITGGGATT GCA 59
cpcB7002 -—--TCCTTAGAAACCCCAIAGGTTLCAAGGAACTAGLCATGAACTITTATYCTGGCAACTTTA 57

* * o * * * * K * % * * *

cpcB794 2 TAAGGTTCACTAA-TCGTTGCTAAGCGACAGTGAACTGCGCC -AATTGCCTGACAGGCCC 118
cpcB11801 TAAGGTTCACTTA-TTGTCATCTGACAACAGTGAACTGATTA-CATTGCTC-GCTTACCC 117
cpcB11802 TAAGGTTCACTTA-TTGTCATCTGACAACGGTGAACTGATTA-CATTGCTC-GCTTACCC 117
cpcB6803 AAAGCATTCAAGC-CTAGGCGCTGAGCTGTTT GAGCATCCCGGTGGCCCTTGTCGCTGCC 118
cpcB7002 AGAATCTGAGAAATTCAATGAATGTAAAGTTTCTTAAATGCCAAGGT GAAAAACAAGCAA 117

* * * *

-35 Region P2
cpcB7942 CTCTCGT TTAACAAACGATTTAATGTAAATCATTGT- TAAGAGTC[TCTCACAATCGAGAG 177
cpcB11801 CTCTCGT TTAACAAACGATTTAATGTAAATCATTGTTAATGAGTCITC TCACAATCAAGAG 177
cpcB11802 CTCTCGT TTAACAAACGATTTAATGTAAATCATTGTTAATGAGTCITC TCACAAITCAAGAG 177
cpcB680 3 TCCGTGTTTCTCCCTGGATTTA-TTTAG--—-—-—-————— GTAATATC[TC TCATAAATCCCCG 168
cpcB7002 AAATAGCTGACACTCTTAATTGGCTTTGGGGATTAAGTTTCCAACITCGAAAACAAAACCT 177
*  * * kx * * e x *
-10 Region P2 TSS2

cpcB7942 TTTTCTT GAAGAATGA- --T ACGGTTCA----—- —— GGT GCAGGGTTTCCCTGCTAG 227
cpcB11801 TTTTCTTGAAGAATGA- --T ACGGTTCA----—- —— GGTGCAGGGTTTCCCTGCA-G 226
cpcB11802 TTTTCTT GAAGAATGA- --T ACGGTTCA----—- —— GGTGCAGGGTTTCCCTGCA-G 226
cpcB6803 GGTAGTTAACGAAAGTTAAT ATCAGTAACAATAACTCTAGGGTCATTACTTTGGAC 228
cpcB7002 - TTTATCGACTCTAGGATTTIGTITTTCAGCAA -GAGAGCCCCTCAGCACTTGCTTCACTC 235

* * 3 pe * * * * * * *
cpcB794 2 AGAATGCGAAAAAACC---GCGTTCTCGTTTTAGGAATCGAGAGTCAATAAAAGTCGAGA 284
cpcB11801 AGATTGCGGAAAATCC---GCATTCTCGTTTTAGGAATCGAGAGTCAATAAAAGTCGAGA 283
cpcB11802 AGATTGCGGAAAATCC---GCATTCTCGTTTTAGGAATCGAGAGTCAATAAAAGTCGAGA 283
cpcB6803 TCCCTCAGTTTATCCGGGGGAATTGTGTTTAAGAAAATCCCAACTCA--TAAAGTC- -AA 284
cpcB7002 TTGTTAGTAAG- ——-—-—-—- ——— CAAACCGCACAAAATAAATCCCACTCATCAAAATAT- -AA 284

* * * * * k * Kk K *
RBS

cpcB794 2 ACIAGGAGACTGGTTGA 300
cpcB11801 ACIAGGAGACTGGTTGA 299
cpcB11802 ACIAGGAGACTGGTTGA 299
cpcB6803 GTIAGGAGATTAATTCA 300
cpcB7002 GTIAGGAGATAAAAACA 300

* kK ke ok K *

CLUSTAL O(1.2.4) multiple sequence alignment

Figure S4: Sequence comparison of the promoters rbcL(a) and cpcB(b) among five
strains obtained using CLUSTALQ. The important regions are highlighted using different
boxes.
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MtbcL-m1(0%) T T T T T CGTCCGTCGCAACGGAATGCTCCGCTGGACTTGCGCTGTGGGACTGCAGCTTTACAGGCT 240
lrbcL-m2 ( c a G 240!
JrbcL-m3 ( 240!
jrbcl-md ( No 240l
rbcL-mb5 ( A T P 24
D bct-me( activity 5, ¢,
IrbcL7m7(

IrbchmB

lrbcL-m9 (

Irbchmll
rbcL-ml2

D bcL-m13(61.97% lower 34
'ybern-m14 L07% activity 240
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MBciTmi6( 38% 220
IrbcL-m17 (82.96% 240!
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JrbcL-m19 (84.51% 240l
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CLUSTAL O(1.2.4) multiple sequence alignment

Figure S5: Sequence alignment of the synthetic promoters derived from the Prycr7942
promoter (except for the highly mutated Pipcr-mo6) using CLUSTALQ. While the mutations
are shown in bold black, the sequence same as wild type are shown in light grey. The important
regions are highlighted using different boxes. The activity of the promoters were calculated
with respect to wild type PrncL7942 under high light and 0.04% CO- and provided in parenthesis.
The Prvcr7942 1s considered as 100%. The promoters are categorized with respect to the promoter
activity under ambient condition.



-35 Region of P1 -10 Region of P1  TSS1
cpcB7942 (100%) CACAATTTTTAGCGAATCTTGTGGCCGCGATCGTTGTA?AAGAATGCCA GGCAACTGGA 60
ICpC'B T 15 07T TEAYGCYENCGT FATTGG & 0-7-6%@-6-0-'
jcpeB-m2( ¢ 9 lower-LL oo !
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)

multiple sequence alignment

Figure S6: Sequence alignment of all synthetic promoters derived from the Pcpc7942
promoter aligned using CLUSTALQ. While the mutations are shown in bold black, the
sequence same as wild type are shown in light grey. The important regions are highlighted
using different boxes. The activity of the promoters were calculated with respect to wild type
cpcB7o42 under low light and high CO> conditions (HC-LL) and are provided in parenthesis.
The cpcBro42 is considered as 100%. The promoters are categorized with respect to the
promoter activity under respective conditions.
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Figure S7: Alignment of mutant rbcL. promoters that showed non-repressed phenotype
under elevated CO; conditions (HC-HL) obtained using CLUSTALQ. While the mutations
are shown in bold black, the sequence same as wild type are shown in light grey. The
parenthesis includes the % change in activity under 1% CO- as compared to its growth under
0.04% CO,. The important regions are highlighted using different boxes.



cpcB794
cpcB-m6
cpcB-m9

—~— N

cpcB7942 (100%)
cpcB-m6(131.59%)
cpcB-m9(130.24%)

cpcB7942 (100%)
cpcB-m6(131.59%)
cpcB-m9(130.24%)

cpcB7942 (100%)
cpcB-m6(131.59%)
cpcB-m9(130.24%)

CLUSTAL O(1.2.4)

-35 Region of P1 -10 Region of P1 13531

CACAATTTTTAGCGAAT(QTTGTGGICCGCGATCGTTGTATAAGAAT]
Al
Gk kK kk Kk kok kk kk kk kA kk x ok [k kk ok k kk Kk okk Kok Ak kk ok x Hx

CCAA|GGCAACTGGA

* % Kok |x

kk Kok kK Kok

TAAGGTTCACTAATCGTTGCTAAGCGACAGTGAACTGCGCCAATTGCCTGACAGGCCCCT

Kk Kk kk kk kk Kk kk kk Kok Kk Kk Kk kK Kk Kk kK kk Kk kk Kk Kk Kk Kk Kk kK kk Kk kK kk Kk

-35 Region of P2

CTCGTTTAACAAACGATTTAATGTAAATCATTGT TAAGAGT(QTCTC

Kk Kk kk kk kk Kk kk kk Kk kk Kk Kk kk kk Kk kK kk kk kk kk kM xk xx

ACAATC

* ok Kk x Hx

-10 Region of P2 TSS2

GAGAGTTT

kk Kok kK Kk

TCTTGAAGAATGAT|IGGGGACGGTTCAGGTGCAGGGTTTCCCTGCTAGAGAATGCGAAAAA

Fk kx Ak kk kx Ak kkfkk Ak Kk Kk Kk Kk Kk Kk kK kk Kk kK Kk Kk Kk Kk Kk Kk Kk Kk kK kk kK

ACCGCGTTCTCGTTTTAGGAATCGAGAGTCAATAAAAGTCGAGAAC

Kk kk kk kk kk Kk kk kk Kk Kk Kk Kk Kk Kk Kk kK kk kk Kk kK Kk Kk Kk

multiple sequence alignment

RBS

AG GA GA

* ok Kk kA

CTGGTTGA

kK Kok kK Kk

oy oy
©woo

N ww
woo
woo

Figure S8: Sequence alignment of mutant cpcB promoters that showed 1.3 fold higher
activity under high light intensities (HC-HL) obtained CLUSTALQ . The relative activity is
provided in parenthesis with respect to wild type promoter. While the mutations are shown in
bold black, the sequence same as wild type are shown in light grey. The important regions are
highlighted using different boxes.
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Figure S9: Sequence alignment of mutant cpcB promoters that showed 0.76 fold lower
activity under high light intensities (HC-HL) and the relative activity is provided in



parenthesis with respect to wild type promoter. The alignment was obtained using
CLUSTALQ. The important regions are highlighted using different boxes. While the mutations
are shown in bold black, the sequence same as wild type are shown in light grey.
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Figure S10: Alignment of cpcB mutant promoters that showed no repression under high
light intensities (HL) as compared to low light intensities (LL) was obtained using
CLUSTALQ. The important regions are highlighted using different boxes. While the mutations
are shown in bold black, the sequence same as wild type are shown in light grey.



Table S1: The sequences of native and mutated promoters used in this study

> 8. elongatus PCC 7942 rbcL7o42
AGACGGGAGGCGGCTTTTGCCATGGTTCAGCGATCGCTCCTCATCTTCAATAAGC
AGGGCATGAGCCAGCGTTAAGCAAATCAAATCAAATCTCGCTTCTGGGCTTCAAT
AAATGGTTCCGATTGATGATAGGTTGATTCATGAGGAATCTAAGGCTTAATTCTC
CACAAAAGAATTAAGCGTCCGTCGCAACGGAATGCTCCGCTGGACTTGCGCTGT
GGGACTGCAGCTTTACAGGCTCCCCCTGCCAGAAATCCTGAATCGTCGAGCATAT
CTGACATATCTCTAGGGAGAGACGAC

> §. elongatus PCC 7942 rbcL-ml
AGACGGGAGGCGGCTTTTGCCATGGTTCAGCGATCGCTCCTCATCTTCAATAAGC
AGGGCATGAGCCAGCGTTAAGCAAATCAAATCAAATCTCGCTTCTGGGCTTCAAT
AAATGGTTCCGATTGATGATAGGTTGATTCATGAGGAATCTAAGGCTTAATTCTC
CACAAAAGAATTAAGCGTCCGTCGCAACGGAATGCTCCGCTGGACTTGCGCTGT
GGGACTGCAGCTTTACAGGCTCCCCCTGCCAGAAATCATGAATCGTCGAGCATAT
CTGACATATCTCTAGGGAGAGACGAC

> §. elongatus PCC 7942 rbcL-m2
AGACGGGAGGCGGCTTTTGCCATGGTTCAGCGATCGCTCCTCATCTTCAATAAGC
AGGGCATGAGCCAGCGTTAAGCAAATCAAATCAAATCTCGCTTCTGGGCTTCAAT
AAATGGTTCCGATTGATGATAGGTTGATTCATGAGGAATCTAAGGCTTAATTCTC
CACAAAAGAATTAAGCGTCCGTCGCAACGGAATGCTCCGCTGGACCTGCGCTGT
AGGACTGCAGCTTTACGGGCTCCCCCTGCCAGAAATCCTGAATCGTCGAGCATAT
CTGACATATCTCTAGGGAGAGACGAC

> §. elongatus PCC 7942 rbcL-m3
AGACGGGAGGCGGCTTTTGCCATGGTTCAGCGATCGCTCCTCATCTTCAATATGC
AGGGCATGAGCCAGCGTTAAGCAAATCAAATCAAATCTCGCTTCTGGGCTTCAAT
AAATGGTTCCGATTGATGATAGGTTGATTCATGAGGAATCTAAGGCTTAATTCTC
CACAAAAGAATTAAGCGTCCGTCGCAACGGAATGCTCCGCTGGACTTGCGCTGT
GGGACTGCAGCTTTACAGGCTCCCCCTGCCAGAAATCCTGAATCGTCTAGCATAT
CTGACATATCTCTAGGGAGAGACGAC

> S. elongatus PCC 7942 rbcL-m4
AGACGGGAGGCGGCTTTTGCCATGGTTCAGCGATCGCTCCTCATCTTCAATAAGC
AGGGCATGAGCCAGCGTTAAGCAAATCAAATCAAATCTCGCTTCTGGGCTTCAAT
AAATGGTTCCGATTGATGATAGGTTGATTCATGAGGAATCTAAGGCTTAATTCTC
CACAAAAGAATTAGGCGTCCGTCGCAACGGAATGCTCCGCTGGACTTGCGCTGT
GGGACTGCAGCTTTACAGGCTCCCCCTGCCAGAAATCCTGAATCGTCGAGCATAT
CTGACATATCTCTAGGGAGAGACGAC

> 8. elongatus PCC 7942 rbcL-m5
AGACGGGAGGCGGCTTTTGCCATGGTTCAGCGATCGCTCCTCATCTTCAATAAGC
AGGGCATGAGCCAGCGTTAAGCAAATCAAATCAAAACTCGCTTCTGGGCTTCAA
TAAATGGTTCCGATTGGTGATAGGTTGATTCATGAGGAATCTAAGGCTTAATTCT
CCACAAAAGAATTAAGCGTCCGTCGCAACGGAATGCTCCGCTGGACTTGCGCTG
TGGGACTGCAACTTTACAGTCTCCCCCTGCCAGAAATCCTGAATCGTCAAGCATA
TCTGACATATCTCTAGGGAGAGACGAC

> §. elongatus PCC 7942 rbcL-m6
AGACGGGAGGCGGCTTTTGCCATGGTTCAGCGATCGCTCCACATCTTCAATAAGC
AGGGCATGAGCCAGCGTTAAGCAAATCAAATCAAATCTCGCTTCAGGGCTTCAA
TAAATGGTTCCGATTGATGATAGGTTGATTCATGAGGAATCTAAGGCTTAATTCT
CCACAAAAGAATTAAGCGTCCGTCGCAACGGAATGCTCCGCTGGACTTGCGCTG
TGGGACTGCAGCTTTACAGGCTCCCCCTGCCAGAAATCCTGAATCGTCGAGCATA
TCTGACATATCTCTAGGGAGAGACGAC

> §. elongatus PCC 7942 rbcL-m7



AGACGGGAGGCGGCTTTTGCCATGGTTCAGCGATCGCTCCTCATCTTCAATAAGC
AGGGCATGAGCCAGCGTTAAGCAAATCAAATCAAATCTCGCTTCTGGGCTTCAAT
AAATGGTTCCGATTGATGATAGGTTGATTCATGAGGAATCTAAGGCTTAATTCTC
CACAAAAGAATTAAGCGTCCGTCGCAACGGAATGCTCCGCTGGACTTGCGCTGT
GGGACTGCAGCTTTACAGGCTCCCCTGCCAGAAATCCTGAATCGTCGAGCATATC
TGACATATCTCTAGGGAGAGACGAC

> §. elongatus PCC 7942 rbcL-m8
AGACGGGAGGCGGCTTTTGCCATGGTTCAGCGATCGCTCCTCATCTTCAATAAGC
AGGGCAAGAGCCAGCGTTAAGCAAATCAAATCAAATCTCGCTTCTGGGCTTCAA
TAAATGGTTCCGATTGATGATAGGTTGATTCATGAGGAATCTAAGGCTTAATTCT
CCACAAAAGAATTAAGCGTCCGTCGCAACGGAATGCTCCGCTGGACTTGCGCTG
TGGGACTGCAGCTTTACAGGCTCCCCCTGCCAGAAATCCTGAATCGTCGAGCATA
TCTGACATATCTCTAGGGAGAGACGAC

> §. elongatus PCC 7942 rbcL-m9
AGACGGGAGGCGGCTTTTGCCATGGTTCAGCGATCGCTCCTCATCTTCAATAAGC
AGGGCATGAGCCAGAGTTAAGCAAATCAAATCAAATCTCGCTTCTGGGCTTCAA
TAAATGGTTCCGATTGATGATAGGTTGATTCATGAGGAATCTAAGGCTTAATTCT
CCACAAAAGAATTAAGCGTCCGTCGCAACGGAATGCTCCGCTGGACTTGCGCTG
TGGGACTGCAGCTTTACAGGCTCCCCCTGCCAGAAATCCTGAATCGTCGAGCATA
TCTGACATATCTCTAGGGAGAGACGAC

> §. elongatus PCC 7942 rbcL-m10
AGACGGGAGGCGGCTTTTGACATGGTTCAGCGATCGCTCCTCATCTTCAATAAGC
AGGGCATGAGCCAGCGTTAAGCAAATCAAATCAAATCTCGCTTCTGGGCTTCAAT
AAATGGTTCCGATTGATGATATGTTGATTCATGAGGAATCTAAGGCTTAATTCTC
CACAAAAGAATTAAGCGTCCGTCGCAACGGAATGCTCCGCTGGACTTGCGCTGT
GGGACTGCAGCTTTACAGGCTCCCCCTGCCAGAAATCCTGAATCGTCGAGCATAT
CTGACATATCTCTAGGGAGAGACGAC

> §. elongatus PCC 7942 rbcL-m11
AGACGGGAGGCGGCTTTTGCCATCGTTCAGCGATCGCTCCTCATCTTCAATAAGC
AGGGCATGAGCCAGCGTTAAGCAAATCAAATCAAATCTCGCTTCTGGGCTTCAAT
AAATGGTTCCGATTGATGATAGGTTGATTCATGAGGAATCCAAGGCTTAATTCTC
CACAAAAGAATTAAGCGTCCGTCGCAACGGAATGCTCCGCTGGACTTGCGCTGT
GGGACTGCAGCTTTACAGGCTCCCCCTGCCAGAAATCCTGAATCGTCGAGCATAT
CTGACATATCTCTAGGGAGAGACGAC

> §. elongatus PCC 7942 rbcL-m12
AGACGGGAGGCGGCTTTTGCCATGGTTCAGCGATCGCTCCTCATCTTCAATAAGC
AGGGCATGAGCCAGCGTTAAGCAAATCAAATCAAATCTCGCTTCTGGGCTTCAAT
AAATGGTTCCGATTGATGATAGGTTGATTCATGGGGAATCTAAGGCTTAATTCTC
CACAAAAGAATTAAGCGTCCGTCGCAACGGAATGCTCCGCTGGACTTGCGCTGT
GGGACTGCAGCTTTACAGGCTCCCCCTGCCAGAAATCCTGAATCGTCGAGCATAT
CTGACATATCTCTAGGGAGAGACGAC

> §. elongatus PCC 7942 rbcL-m13
AGACGGGAGGCGGCTTTTGCCTTGGTTCAGCGATCGCTCCTCATCTTCAATAAGC
AGGGCATGAGCCAGCGTTAAGCAAATCAAATCAAATCTCGCTTCTGGGCTTCAAT
AAATGGTTCCGATTGATGATAGGTTGATTCATGAGGAATCTAAGGCTTAATTCTC
CACAAAAGAATTAAGCGTCCGTCGCAACGGAATGCTCCGCTGGACTTGCGCTGT
GGGACTGCAGCTTTACAGGCTCCCCCTGCCAGAAATCCTGAATCGTCGAGCATAT
CTGACATATCTCTAGGGAGAGACGAC

> §. elongatus PCC 7942 rbcL-m14
AGACGGGAGGCGGCTTTTGCCATGGTTCAGCGATCGCTCCTCATCTTCAATAAGC
AGGGCATGAGCCAGCGTTAAGCAAATCAAATCAAATCTCGCTTCTGGGCTTCAAT
AAATGGTTCCGATTGATGATAGGTTGATTCATGAGGAATCTAAGGCTTAATTCTC
CACAAAAGAATTAAGCGTCCGTCGCAACGGAATGCTCCGCTGGACTTGCGCTGT



GGGACTGCAGCTTTACAGGCTCCCCCTGCCAGAAATCCTGAATCGTTGAGCATAT
CTGACATATCTCTAGGGAGAGACGAC

> §. elongatus PCC 7942 rbcL-m15
AGACGGGAGGCGGCTTTTGCCATGGTTCAGCGATTGCTCCTCATCTTCAATAAGC
AGGGCATGAGCCAGCGTTAAGCAAATCAAATCAAATCTCGCTTCTGGGCTTCAAT
AAATGGTTCCGATTGATGATAGGTTGATTCATGAGGAATCTAAGGCTTAATTCTC
CACAAAAGAATTAAGCGTCCGTCGCAACGGAATGCTCCGCTGGACTTGCGCTGT
GGGACTGCAGCTTTACAGGCTCCCCCTGCCAGAAATCCTGAATCGTCGAGCATAT
CTGACATATCTCTAGGGAGAGACGAC

> §. elongatus PCC 7942 rbcL-m16
AGACGGGAGGCGGCTTTTGCCATGGTTCAGCGATCGCTCCTCATCTTCAATAAGC
AGGGCATGAGCCAGCGTTAAGCAAATCAAATCAAATCTCGCTTCTGGGCTTCAAT
AAATGGTTCCGATTGATGATAGGTTGATTCATGATGAATCTAAGGCTTAATTCTC
CACAAAAGAATTAAGCGTCCGTCGCAACGGAATGCTCCGCTGGACTTGCGCTGT
GGGACTGCAGCTTTACAGGCTCCCCCTGCCAGAAATCCTGAATCGTCGAGCATAT
CTGACATATCTCTAGGGAGAGACGAC

> §. elongatus PCC 7942 rbcL-m17
AGACGGGAGGCGGCTTTTGCCATGGTCCAGCGATCGCTCCTCATCTTCAATAAGC
AGGGCATGAGCCAGCGTTAAGCAAATCAAATCAAATCTCGCTTCTGGACTTCAAT
AAATGGTTCCGATTGATGATAGGTTGATTCATGAGGAATCTAAGGCTTAATTCTC
CACAAAAGAATTAAGCGTCCGTCGCAACGGAATGCTCCGCTGGACTTGCGCTGT
GGGACTGCAGCTTTACAGGCTCCCCCTGCCAGAAATCCTGAATCGTCGAGCATAT
CTGACATATCTCTAGGGAGAGACGAC

> §. elongatus PCC 7942 rbcL-m18
AGACGGGAGGCGGCTTTTGCCGTGGTTCAGCGATCGCTCCTCATCTTCAATAAGC
AGGGCATGAGCCAGCGTTAAGCAAATCAAATCAAATCTCGCTTCTGGGCTTCAAT
AAATGGTTCCGATTGATGATAGGTTGATTCATGAGGAATCTAAGGCTTAATTCTC
CACAAAAGAATTAAGCGTCCGTCGCAACGGAATGCTCCGCTGGACTTGCGCTGT
GGGACTGCAGCTTTACAGGCTCCCCCTGCCAGAAATCCTGAATCGTCGAGCATAT
CTGA

> §. elongatus PCC 7942 rbcL-m19
AGACGGGAGGCGGCTTTTGCCATGGTTCAGCGATCGCTCCTCATCTTCAATAAGC
AGGGCATGAGCCAGCGTTAAGCAAATCAAATCAAATCTCGCTTCTGGGCTTCAAT
TAATGGTTCCGATTGATGATAGGTTGATTCATGAGGAATCTAAGGCTTAATTCTC
CACAAAAGAATTAAGCGTCCGTCGCAACGGAATGCTCCGCTGGACTTGCGCTGT
GGGACTGCAGCTTTACAGGCTCCCCCTGCCAGAAATCCTGAATCGTCGAGCATAT
CTGACATATCTCTAGGGAGAGACGAC

> §. elongatus PCC 7942 rbcL-m20
AGACGCGAGGCGGCTTTTGCCATGGTTCAGCGATCGCTCCTCATCTTCAATAAGC
AGGGCATGAGCCAGCGTTAAGCAAATCAAATCAAATCTCGCTTCTGGGCTTCAAT
AAATGGTTCCGATTGATGATAGGTTGATTCATGAGGAATCTAAGGCTTAATTCTC
CACAAAAGAATTAAGCGTCCGTCGCAACGGAATGCTCCGCTGGACTTGCGCTGT
GGGACTGCAGCTTTACAGGCTCCCCCTGCCAGAAATCCTGAATCGTCGAGCATAT
CTGACATATCTCTAGGGAGAGACGAC

> §. elongatus PCC 7942 rbcL-m21
AGACGGGAGGCGGCTTTTGCCATGGTTCAGCGATCGCTCCGCATCTTCAATAAGC
AGGGCATGAGCCAGCGTTAAGCAAATCAAATCAAATCTCGCTTCTGGGCTTCAAT
AAATGGTTCCGATTGATGATAGGTTGATACATGAGGAATCTAAGGCTTAATTCTC
CAGAAAAGAATTAAGCGTCCGTCGCAACGGAATGCTCCGCTGGACTTGCGCTGT
GGGACTGCAGCCTTACAGGCTCCCCCTGCCAGAAATCCTGAATCGTCGAGCATAT
CTGACATATCTCTAGGGAGAGACGAC

> §. elongatus PCC 7942 rbcL-m22



AGACGGGAGGCGGCTCTTGCCATGGTTCAGCGATCGCTCCTCATCTTCAATAAGC
AGGGCATGAGCCAGCGTTAAGCAAATCAAATCAAATCTCGCTTCTGGGCTTCAAT
AAATGGTTCCGATTGATGATAGGTTGATTCATGAGGAATCTAAGGCTTAATTCTC
CACAAAAGAATTAAGCGTCCGTCGTAACGGAATGCTCCGCTGGACTTGCGCTGT
GGGACTGCAGCTTTACAGGCTCCCCCTGCCAGAAATCCTGAATCGTCGAGCATAT
CTGACATATCTCTAGGGAGAGACGAC

> §. elongatus PCC 7942 rbcL-m23
AGACGGGAGGCGGCTTTTGCCATGGTTCAGCGATCGCTCCTCATCTTCAATAAGC
AGGGCATGAGCCAGCGTTAAGCAAATCAAATCAAATCTCGCTTCTGGGCTTCAAT
AAATGGTTCCGATTGATGATAGGTTGATTCATGAGGAATCTAAGGCTTAATTCTC
CACAAAAGAATTAAGCGTCCGTCGCAACGGAATGCTCCGCTGGACTTGCGCTGT
GGGACTGCAGCATTACCGGCTCCCCCTGCCAGAAATCCTGAATCGTCGAGCATAT
CTGACATATCTCTAGGGAGAGACGAC

> §. elongatus PCC 7942 rbcL-m24
AGACGGGAGGCGGCTTTTGCCATGGTTCAGCGATCGCTCCTCATCTTCAATAAGC
AGGGCATGAGCCAGCGTTAAGCAAATCAAATCAAATCTCGCTTCTGGGCTTCAAT
AAATGGTTCCAATTGATGATAGGTTGATTCATGAGGAATCTAAGGCTTAATTCTC
CACAAAAAAATTAAGCGTCCGTCGCAACGGAATGCTCCGCTGGACTTGCGCTGT
GGGACTGCAGCTTTACAGGCTCCCCCTGCCAAAAATCCTGAATCGTCAAGCATAT
CTGACATATCTCTAGGGAGAGACGAC

> §. elongatus PCC 7942 rbcL-m25
AGACGGGAGGCGGCTTTTGCCATGGTTCAGCGATCGCTCCTCATCTTCAATAAGC
AGGGCATGAGCCAGCGTTAAGCAAATCAAATCAAATCTCGCTTCTGGGCTTCAAT
AAATGGTTCCGATTGATGATAGGTTGATACATGAGGAATCTAAGGCTTAATTCTC
CACAAAAGAATTAAGCGTCCGTCGCAACGGAATGCTCCGCTGGACTTGCGCTGT
GGGACTGCAGCTTTACAGGCTCCCCCTGCCAGAAATCCTGAATCGTCGAGCATAT
CTGACATATCTCTAGGGAGAGACGAC

> §. elongatus PCC 7942 rbcL-m26
ATTTAGCGTCTTCTAATCCAGTGTAGACAGTAGTTTTGGCTCCGTTGAGCACTGT
AGCCTTGGGCGATCGCTCTAAACATTACATAAATTCACAAAGTTTTCGTTACATA
AAAATAGTGTCTACTTAGCTAAAAATTAAGGGTTTTTTACACCTTTTTGACAGTT
AATCTCCTAGCCTAAAAAGCAAGAGTTTTTAACTAAGACTCTTGCCCTTTACAAC
CTCGAAGGAGC

> §. elongatus PCC 7942 rbcL-m27
AGACGGGAGGCGGCTTTTGCCATGGTTCAGCGATCGCTCCTCATCTTCAATAAGC
AGGGCATGAGCCAGCGTTAAGCAAATCAAATCAAATCTCGCTTCTGGGCTTCAAT
AAATGGTTCCGATTGATGATAGGTTGATTCATGAGGAATCTAAGGCTTAATTCTC
CACAAAAGAATTAAGCGTCCGTCGCAACGGAATGCTCCGCTGGACTTGCGCTGT
GGGACTGCAGCTTTGCAGGCTCCCCCTGCCAGAAATCCTGAATCGTCGAGAATAT
CTGACATATCTCTAGGGAGAGACGAC

> §. elongatus PCC 7942 rbcL-m28
AGACGGGAGGCGGCTTTTGCCATGGTTCAGCGATCGCTCCTCATCTTCAATAAGC
AGGGCATGAGCCAGCGTTAAGCAAATCAAATCAAATCTCGCTTCTGGGCTTCAAT
AATGGTTCCGATTGATGATAGGTTGATTCATGAGGAATCTAAGGCTTAATTCTCC
ACAAAAGAATTAAGCGTCCGTCGCAACGGAATGCTCCGCTGGACTTGCGCTGTG
GGACTGCAGCTTTACAGGCTCCCCCTGCCAGAAATCCTGAATCGTCGAGCATATC
TGACATATCTCTAGGAAGAGACGAC

> §. elongatus PCC 7942 rbcL-m29
AGACGGGAGGCGGCTTTTGCCATGGTTCAGCGATCGCTCCTCATCTTCAATAAGC
AGGGCATGAGCCAGCGTTAAGCAAATCAAATCAAATCTCGCTTCTGGGCTTCAAT
AAATGGTTCCGATTGATGATAGGTTGATTCATGAGGAATCTAAGGCTTAATTCTC
CACAAAAGAATTAAGCATCCGTCGCAACGGAATGCTCCGCTGGACTTGCGCTGT



GGGACTGCAGCTTTACAGGCTCCCCCTGCCAGAAATCCTGAATCGTCGAGCATAT
CTGACATATCTCTAGGGAGAGACGAC

> §. elongatus PCC 7942 rbcL-m30
AGACGGGAGGCGGCTTTTGCCATGGTTCAGCGATCGCTCCTCATCTTCAATAAAC
AGGGCATGAGCCAGCGTTAAGCGAATCAAATCAAATCTCGCTTATGGGCTTCAA
TAAATGGTTCCGATTGATGATAGGTTGATTCATGAGGAATCTAAGGCTTAATTCT
CCACAAAAGAATTAAGCGTCCGTCGCAACGGAATGCTCCGCTGGACTTGCGCTG
TGGGACTGCAGCTTTACAGGCTCCCCCTGCCAGAAATCCTGAATCGTCGAGCATA
TCTGACATATCTCTAGGGAGAGACGAC

> §. elongatus PCC 7942 rbcL-m31
AGACGGGAGGCGGCTTTTGCCATGGTTCAGCGATCGCTCCTCATCTTCAATAAGC
AGGGCATGAGCCAGCGTTAAGCAAATCAAATCAAATCTCGCTTCTGGGCTTCAAT
AAATGGTTCCGATTGATGATAGGTTGATTCATGAGGAATCTAAGGCTTAATTCTC
CACAAAAGAATTAAGCGTCCGTCGCAACGGAATGCTCCGCTGGACTTGCGCTGT
GGGACTGCAGCTTTACAGGCTCTCCCTGCCAGAAATCCTGAATCGTCGAGCATAT
CTGACATATCTCTAGGGAGAGACGAC

> §. elongatus PCC 7942 rbcL-m32
AGACGGGAGGCGGCTTTTGCCATGGTTCAGCGATCGCTCCTCATCTTCAATAAGC
AGGGCATGAGCCAGCGTTAAGCAAATCAAATCAAATCTCGCTTCTGGGATTCAA
TAAATGGTTCCGATTGATGATAGGTAGATTCATGAGGAATCTAAGGCTTAATTCT
CCACAAAAGAATTAAGCGTCCGTCGCAACGGAATGCTCCGCTGGACTTGCGCTG
TGGGACTGCAGCTTTACAGGCTCCCCCTGCCAGAAATCCTGAATCGTCGAGCATA
TCTGACATATCTCTAGGGAGAGACGAC

> §. elongatus PCC 7942 rbcL-m33
AGACGGGAGGCGGCTTTTGCCATGGTTCAGCGATCGCTCCTCATCTTCAATAAGC
AGGGCATGAGCCAGCGTAAAGCAAATCAAATCAAATCTCGCTTCTGGGCTTCAA
TAAATGGTTCCGATTGATGATAGGTTGATTCATGACGAATCTAAGGCTTAATTCT
CCACAAAAGAATTAAGCGTCCGTCGCAACGGAATGCTCCACTGGACTTGCGCTG
TGGGACTGCAGCTTTACAGGCTCCCCCTGCCAGAAATCCTGAATCGTCGAGCATA
TCTGACATATCTCTAGGGAGAGACGAC

> §. elongatus PCC 7942 rbcL-m34
AGACGGGAGGCGGCTTTTGCCATGGTTCAGTGATCGCTCCTCATCTTCAATAAGC
AGGGCATGAGCCAGCGTTAAGCGAATCAAATCAAATCTCGCTTCTGGGCTTCAAT
AAATGGTTCCGATTGATGATAGGTTGATTCATGAGGAATCTAAGGCTTAATTCTC
CACAAAAGAATTAAGCGTCCGTCGCAACGGAATGCTCCGCTGGACTTGCGCTGT
GGGACTGCAGCTTTACAGGCTCCCCCTGCCAGAAATCCTGAATCGTCGAGCATAT
CTGACATATCTCTAGGGAGAGACGAC

> §. elongatus PCC 7942 rbcL-m35
AGACGGGAGGCGGCTTTTGCCATGGTTCAGCGATCGCTCCTCATCTTCAATAAGC
AGGGCATGAGCCAGCGTTAAGCAAATCAAATCAAATCTCGCTTCTGGGCTTCAAT
AAATGGTTCCGATTGATGATGGGTTGATTCATGAGGAATCTAAGGCTTAATTCTC
CACAAAAGAATTAAGCGTCCGTCGCAACGGAATGCTCCGCTGGACTTGCGCTGT
GGGACTGCAGCTTTACAGGCTCCCCCTGCCAGAAATCCTGAATCGTCGAGCATAT
CTGACATATCTCTAGGGAGAGACGAC

> §. elongatus PCC 7942 rbcL-m36
AGACGGGAGGCGGCTTTTGCCATGGTTCAGCGATCGCTCCTCATCTACAATAAGC
AGGGCATGAGCCAGCGTTATGCAAATCAAATCAAATCTCGCTTCTGGGCTTCAAT
AAATGGTTCCGATTGATGATAGGTTGATTCATGAGGAATCTAAGGCTTAATTCTC
CACAAAAGAATTAAGCGTCCGTCGCAACGGAATGCTCCGCTGGACTTGCGCTGT
GGGACTGCAGCTTTACAGGCTCCCCCTGCCAGAAATCCTGAATCGTCGAGCATAT
CTGACATATCTCTAGGGAGAGACGAC

> S. elongatus PCC 11801 rbcLiigor



AGATGGGAGGCGGCTTTTGGTGTTGTTAGCGAGATGGCTCGTCGATCTAATAAGC
AGGGCATGAGCCAGCGTTAAGCAAATCAAATCAAATCTCGCTTCTGGGCTTCAAT
AAATGGTTCCGATTGATGATAGGTTGATTCATGAGGAATCTAAGGCTTAATTCTC
CACAAAAGAATTAAGCGTCCGTCGCAACGGAATGCTCCGCTGGACTTGCGCTGT
GGGACTGCAGCTGTACAGGCTCCCCCTGCCAGAAATCCTGAATCGTCGAGCATAT
CTGACATATCTCTAGGGAGAGACGAC

> 8. elongatus PCC 11802 rbcLiigo2
AGATGGGAGGCGGCTTTTGGTGTTGTTAGCGAGATGGCTCGTCGATCTAATAAGC
AGGGCATGAGCCAGCGTTAAGCAAATCAAATCAAATCTCGCTTCTGGGCTTCAAT
AAATGGTTCCGATTGATGATAGGTTGATTCATGAGGAATCTAAGGCTTAATTCTC
CACAAAAGAATTAAGCGTCCGTCGCAACGGAATGCTCCGCTGGACTTGTGCTGT
GGGACTGCAGATGTACAGGCTCCCCCTGCCAGAAATCCTGAATCGTCGAGCATA
TCTGACATATCTCTAGGGAGAGACGAC

> S. elongatus PCC 7942 cpcBroa2
CACAATTTTTAGCGAATCTTGTGGCCGCGATCGTTGTATAAGAATGCCAAGGCAA
CTGGATAAGGTTCACTAATCGTTGCTAAGCGACAGTGAACTGCGCCAATTGCCTG
ACAGGCCCCTCTCGTTTAACAAACGATTTAATGTAAATCATTGTTAAGAGTCTCT
CACAATCGAGAGTTTTCTTGAAGAATGATGGGGACGGTTCAGGTGCAGGGTTTCC
CTGCTAGAGAATGCGAAAAAACCGCGTTCTCGTTTTAGGAATCGAGAGTCAATA
AAAGTCGAGAACAGGAGACTGGTTGA

> 8. elongatus PCC 7942 cpcB-ml
CACAATTTTTAGCGAATCTTGTGGCCGCGATCGTTGTATAAGAATGCCAAGGCAA
CTGGATAAGGTTCACTAATCGTTGCTAAGCGACAGTGAACTGCGCCAATTGCCTG
ACAGGCCCCTCTCGTTTAACAAACGATTTAATGTAAATCATTGTTAAGAGTCTCT
CACAATCGAGAGTTTTCTTGAAGAATGATGGGGACGGTTCAGGTGCAGGGTTTCC
CTGCTAGAGAATGCGAAAAAACCGCGATCTCGTTTTAGGAATGGAGAGTCAATA
AAAGTCGAGAACAGGAGACTGGTTGA

> 8. elongatus PCC 7942 cpcB-m2
CACAATTTTTAGCGAATCTGGTGGCCGCGATCGTTGTATAAGAATGCCGGGGCAA
CTGGATAAGGTTCACTAATCTTAGCTAAGCGACAGTGAACTGCGCCAATTGCCTG
ACAGGCCCCTCTCGTTTAACAAACGATTTAATGTAAATCATTGTTAAGAGTCTCT
CACAATCGAGAGTTTTCTTGAAGAATGATGGGGACGGTTCAGGTGCAGGGTTTCC
CTGCTAGAGAATGCGAAAAAACCGCGTTCTCGTTTTAGGAATCGAGAGTCAATA
AAAGTCGAGAACAGGAGACTGGTTGA

> 8. elongatus PCC 7942 cpcB-m3
CACAATTTTTAGCGAATCTTGTGGCCGCGATCGTTGTATAAGAATGCCAAGGCAA
CTGGATAAGGTTCACTAATCGTTGCTAAGCGACAGTGAACTGCGCCAATTGCCTG
ACAGGCCCCTCTCGTTTAACAAACGATTTAATGTAAATCATTGCTAAGAGTCTCT
CACAATCGAGAGTTTTCTTGAAGAATGATGGGGACGGTTCAGGTGCAGGGTTTCC
CTGCTAGAGAATGCGAAAAAACCGCGTTCTCGTTTTAGGAATCGAGAGTCAATA
AAAGTCGAGAACAGGAGACTGGTTGA

> 8. elongatus PCC 7942 cpcB-m4
CACAATTTTTAGCGAATCTTGTGACCGCGATCGTTGTATAAGAATGCCAAGGCAA
CTGGATAAGGTTCACTAATCGTTGCTAAGCGACAGTGAACTGCGCCAATTGCCTG
ACAGGCCCCTCTCGTTTAACAAACGATTTAATGTAAAACATTGTTAAGAGTCTCT
CACAATCGAGAGTTTTCTTGAAGAATGATGGGGACGGTTCAGGTGCAGGGTTTCC
CTGCTAGAGAATGCGAAAAAACCGCGTTCTCGTTTTAGGAAACGAGAGTCAATA
AAAGTCGAGAACAGGAGACTGGTTGA

> 8. elongatus PCC 7942 cpcB-m5
CACAATTTTTAGCGAATCTTGTGGCCGCGATCGTTGTATAAGAATGCCAAGGCAA
CTGGATAAGGTTCACTAATCGTTGCTAAGCGACAGTGAACTGCGCCAATTGCCTG
ACAGGCCCCTCTCGTTTAACAAACGATTTAATGTAAATCATTGTTAAGAGTCTCT



CACAATCGAGAGTTTTCTTGAAGAATGATGGAGACGGTTCAGGTGCAGGGTTTCC
CTGCTAGAGAATGCGAAAAAACCGCGTTCTCGTTTTAGGAATCGAGAGTCAATA
AAAGTCGAGAACAGGAGACTGGTTGA

> 8. elongatus PCC 7942 cpcB-m6
CACAATTTTTAGCGAATCTTGTGACCGCGATCGTTGTATAAGAATGCCAAGGCAA
CTGGATAAGGTTCACTAATCGTTGCTAAGCGACAGTGAACTGCGCCAATTGCCTG
ACAGGCCCCTCTCGTTTAACAAACGATTTAATGTAAATCATTGTTAAGAGTCTCT
CACAATCGAGAGTTTTCTTGAAGAATGATGGGGACGGTTCAGGTGCAGGGTTTCC
CTGCTAGAGAATGCGAAAAAACCGCGTTCTCGTTTTAGGAATCGAGAGTCAATA
AAAGTCGAGAACAGGAGACTGGTTGA

> 8. elongatus PCC 7942 cpcB-m7
CACAATTTTTAGCGAATCTTGTGGCCGCGATCGTTGTATAAGAATGCCAAGGCAA
CTGGATAAGGTTCACTAATCGTTGCTAAGCGACAGTGAACTGCGCCAATTGCCTG
ACAGGCCCCTCTCGTTTAACAAACGATTTAATGTAAATCATTGTTAAGAGTCTCT
CACAATCGAGAATTTTCTTGAAGAATGATGGGGACGGTTCAGGTGCAGGGTTTCC
CTGCTAGAGAATGCGAAAAAACCGCGTTCTCGTTTTAGGAATCGAGAGTCAATA
AAAGTCGAGAACAGGAGACTGGTTGA

> 8. elongatus PCC 7942 cpcB-m8
CACAATTTTTAGCGAATCTTGTGGCCGCGATCGTTGTATAAGAATGCCAAGGCAA
CTGGATAAGGTTCACTAATCGTTGCTAAGCGACAGTGAACTGCGCCAATTGCCTG
ACAGGCCCCTCTCGTTTAACAAACGATTTAATGTAAATCATTGTTAAGAGTCTCT
CACAATCGAGAGTTTTCTTGAAGAATGATGGGGACGGTTCAGGTGCAGGGTTTCC
CTGCTAGAGAATGCGAAAAACCGCGTTCTCGTTT

> 8. elongatus PCC 7942 cpcB-m9
CACAATTTTTAGCGAATCTTGGGCCGCGATCGTTGTATAAGAATGCCAAGGCAAC
TGGATAAGGTTCACTAATCGTTGCTAAGCGACAGTGAACTGCGCCAATTGCCTGA
CAGGCCCCTCTCGTTTAACAAACGATTTAATGTAAATCATTGTTAAGAGTCTCTC
ACAATCGAGAGTTTTCTTGAAGAATGATGGGGACGGTTCAGGTGCAGGGTTTCCC
TGCTAGAGAATGCGAAAAAACCGCGTTCTCGTTTTAGGAATCGAGAGTCAATAA
AAGTCGAGAACAGGAGACTGGTTGA

> 8. elongatus PCC 7942 cpcB-m10
CACAATTTTTAGCGAATCTTGTGGCCGCGATCGTTGTATAAGAATGCCAAGGCAA
CTGGATAAGGTTCACTAATCGTTGCTAAGCGACAGTGAACTGCGCCAATTGCCTG
ACAGGCCCCTCTCGTTTAACAAACGATTTAATGTAAATCATTGTTAAGAGTCTCT
CACAATCGAGAGTTTTCTTGAAGAATGATGGGGACGGTTCAGGTGCAGGGTTTCC
CTGCTAGAGAATGCGAAAAACCGCGTTCTCGTTTTAGGAATCGAGAGTCAATAA
AAGTCGAGAACAGGAGACTGGTTGA

> S. elongatus PCC 7942 cpcB-m11
CACAATTTTTAGCGAATCTTGTGACCGCGATCGTTGTATAAGAATGCCAAGGCAA
CTGGATAAGGTTCACTAATCGCTGCTAAGCGACAGTGAACTGCGCCAATTGCCTG
ACAGGCCCCTCTCGTTAACAAACGATTTAATGTAAATCATTGTTAAGAGTCTCTC
ACAATCGAGAGTTTTCTTGAAGAATGATGGGGACGGTTCAGGTGCAGGGTTTCCC
TGCTAGAGAATGCGAAAAAACCGCGTTCTTGTTTTAGGAATCGAGAGTCAATAA
AAGTCGAGAACAGGAGACTGGTTGA

> 8. elongatus PCC 7942 cpcB-m12
CACAATTTTTAGCGAATCTTGTGGCCACGATCGTTGTATAAGAATGCCAAGGCAA
CTGGATAAGGTTCACTAATCGTTGCTAAGCGACAGTGAACTGCGCCAATTGCCTG
ACAGGCCCCTCTCGTTTAACAAACGATTTAATGTAAATCATTGTTAAGAGTCTCT
CACAATCGAGAGTTTTCTTGAAGAATGATGGGGACGGTTCAGGTGCAGGGTTTCC
CTGCTAGAGAATGCGAAAAAACCGCGTTCTCGTTTTAGGAATCGAGAGTCAATA
AAAGTCGAGAACAGGAGACTGGTTGA

> S. elongatus PCC 11801 cpcBiisgo1



CACAATTTTTAGCGAACTTCTGAGGCGCGATCGTTGTATAAGAATGCCTAGGCAG
CTGGATAAGGTTCACTTATTGTCATCTGACAACAGTGAACTGATTACATTGCTCG
CTTACCCCTCTCGTTTAACAAACGATTTAATGTAAATCATTGTTAATGAGTCTCTC
ACAATCAAGAGTTTTCTTGAAGAATGATGGGGACGGTTCAGGTGCAGGGTTTCCC
TGCAGAGATTGCGGAAAATCCGCATTCTCGTTTTAGGAATCGAGAGTCAATAAA
AGTCGAGAACAGGAGACTGGTTGA

> S. elongatus PCC 11802 cpcBiiso2
CACAATTTTTAGCGAACTTCTGAGGCGCGATCGTTGTATAAGAATGCCTAGGCAG
CTGGATAAGGTTCACTTATTGTCATCTGACAACGGTGAACTGATTACATTGCTCG
CTTACCCCTCTCGTTTAACAAACGATTTAATGTAAATCATTGTTAATGAGTCTCTC
ACAATCAAGAGTTTTCTTGAAGAATGATGGGGACGGTTCAGGTGCAGGGTTTCCC
TGCAGAGATTGCGGAAAATCCGCATTCTCGTTTTAGGAATCGAGAGTCAATAAA
AGTCGAGAACAGGAGACTGGTTGA



Table S2: List of Primers employed for the construction of the vectors and strains used in the

study.

Primer description

Primer sequence

Eyfp rmB op rv
Eyfp rmB op fw
BamHI rmB rv
HindIIl cpcB 7942 fw
Ndel cpcB 7942 rv
Ndel eyfp fw

Ndel rbcL 7942 rv
HindIIl _rbecl 7942 fw
HindIII cpcB 11801 fw
Ndel cpcB 11801 rv
HindIIl rbel 11801 fw
Ndel rbeL_11801_rv
7942-NSI_F

7942-NS1 R
P-sequencing_ F
P-sequencing R
11801/2-NSI-fw
11801/2-NSI-rv

gaccaccgcgctactgccgecaggceactactatttgtacagttcatccatg
catggatgaactgtacaaatagtagtgcctggeggceagtagegeggtggte
gactggatccaaggcccagtctttcgactgagecttte
gatcaagcttcacaatttttagcgaatcttgtg
gatccatatgtcaaccagtctcctgttctcgac
atacatatggtgagcaaaggcgaagaactg
gatccatatggtcgtctctccctagagatatgtcag
ctaagcttagacgggaggcggcttttg
gatcaagcttcacaatttttagcgaacttc
gatccatatgtcaaccagtctcctgttctcg
gatcaagcttcggaaaaagcgcecgtaattacac
gatccatatggtcgtctctccctagagatatgtcag
cgaagatggaaaagctcaageggaagggacccaac
gegatttgggtagegctgecttceectte
catttggtacagcgcagtaaccg

gcettttgaaaaaatcgtgcagtttc

caacgcctattccaagggceg

ctctetgaggggatgeagtgct




