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<HE 1> 04=S 0|8% =4y dig
Organism name Organism Maotimurnm Growth condition H; evolution Reference
description Hydrogen assay condition
aevolution
Anabaena gylindrica B-  Marine cyanobacteria 0,103 umaol'mg dry Air contained 5% COy; Argon envirenment with 9
629 wi'h 7000 Ik 3% CO5 4000 be
at the surface of culture at the surface of the culture
vessals vesse|
Cscilatoria brevis B- Marine cyanobacteria 0168 pmol'mg dry Air contained 5% CO4; Argon envirenment with 9
1567 wi'h 7000 Ix at 3% CO5 4000 be at
the surface of culture the surface of the culture
vessels vassel
Calathrix scopworum Marine cyanobacteria 0128 pmol'mg dry Air contained 5% CO4; Argon environment with 9
14105 wi'h 7000 I at 3% CO, 4000 be ar
the surface of culture the surface of the culture
vassals vassal
Calothric membrnaced  Marine cyanobacteria 00108 umal’'mg dry Air contained 5% COy Argon environment with 9
B-379 wi'h 7000 I ac 3% CO5 4000 be at
the surface of culture the surface of the culture
vassals wvassel
Oscillatoria sp. Miami Marine cyanobacteria  0.250 pmol'mg dry Air: 100 pE/mis; MH,CI Ar (100%); 90 nE/m2 | | 10
BG7 wi'h {25 mg'l) used as combined  day old calls 37°C
nitrogen source
Cscilatoria imosa Marine cyanobacteria Q.83 pmol'mg chla/h Air: incubation in 16 h light, Same as culture condition 11
8 h darkness cycles
Cyanathece 7822 Maring unicellular 092 umolmg chla/h My with 5% COy Same as culture condition 12
cyanobacteria
Anabaena sp. PCC Heterocystous 2.6 pmel'mg chl a'h Air: 20 nE/mzfs Air; 80 pE'mi's 13
7120 cyanobacteria
Anabaena cylindrica Heterocystous 2.1 pmol'mg chl a'h Air: 20 uE'm¥s Air; 60 nE'm's 13
lAMM- | cyanobacteria
Anabaena variabiis Hatarocystous 4.2 pmaol'mg chl a'h Air; 20 uE'm¥'s Air; 60 nE'md's 13
lAMM-58 cyanobacteria
Anabaena gylindrica Hetarocystous 091 pmol'mg chla/h  Air: 20 nE'm¥'s Air; 60 nE'm's 13
UTEX B 629 cyanobacteria
Anabaena flos-aquae Heterocystous 1.7 pumal'mg chl a'h Air: 20 uE'm¥s Air; 80 nE'm's 13
UTEX 1444 cyanobacteria
Anabaena flos-aquae Heterocystous 3.2 pmel'mg chl a'h Air; 20 uE'm¥'s Air; 60 nE'm3's 13
UTEX LB 2558 cyanobacteria
Anabaenopsis drcularis  Heterooystous 031 pmolmg chl b Air: 20 tE/m¥/s Air; 80 nE'm's 13
1AM M-13 cyanobactaria
Nostoc muscorum &AM Heterocysoous 0.0 pmolmg chl b Air; 20 pnE/mY/s Air; 60 nE'm's 13
M-14 cyanobactaria
Mostoc lindeia lAM M- Heterocystous 0.7 wmol'mg chla’th Air; 20 nE'm¥'s Air; 60 nE'm's 13
30 cyanobactaria
Nostoc commune 1AM Hetarocysoous 0.25 pmekmg chl b Air; 20 nE/mY/s Air; 60 nE'm's 13
M-13 cyanobacteria
Anabaena varigbiis Heterocyst &8 umol'mg chl ath Airand 132 COy; 14
AVMI3 filamantous 100 LE'mY's
Anabaena variabiis Heterocyst 323 pmolmg chla/h  Airand 23 COy Argon environment. 15
PE&4 filamentous continuous tarbidostar
mode; 113 puEm?2/s
Anabaena variabiis Heterocyst 167 6 umol'mg chl ath 73%Ar, 25%M,, 28 COy IIHAr, SHMN,, 2% COq &
PKa4 filamantous 90 pEms 90 PEmis
Anabaena variabiis Heterocyst 0.0 wmolmg chla/h Airand 2% COy Airand 2% CQOyp 17
PE&4 filamentous outdoor condition outdoor condition; 400 W/
m?
Anabaena variabiis Hatarocyst 45.16 umol'mg chl ath - 73%Ar, 255N, 2% COyq GIHAr, SN, 2% COy 1&
ATCC 29413 filamentous 90 puE'm's 90 pEms
Anabaena variabiis Hetarocyst 0.05 pmelmg dry wt/ 5000 b at the surface Arand 5% COy 18
ATCC 29413 filamentous h of culture vessals. 5000 be addition of Tweean

85 (77 mM)

=X : D. Dutta, D. De, S. Chaudhuri, S. Bhattacharya, Microbial Cell Factories 4, 36 (2005).



<12l 4> Mutation of nitrogenase to increase hydrogen production
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