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QAIZI5 _ ATP synthase subunit b 1 O5-Rhodobocter sphaeroides (strain ATCC 17023 / 241 ] NCIB 8253 ] DGV 158) OX=272943 GN=alpF 1 PE=3 V=2 - [ATPFLRHOSA] i i
Qu1A4  Tight-harvesting protein B-875 alpta chain O=Rnodobacter sphaeraides (strain ATCC 17023 / 241 / NCIB 8253 ] D5 158) OX=272943 GN=puiA %37 3966 T s © wn ss ss 970
QK5 Uncharacterized protein OS=Rhodobacter spraeroides (strain ATCC 17023 ] 241 ] NCIB 8253 ] DS 158) OX=272943 GN=RSp 2125 PE=4 %7710 T B 5 716 119 5%
Quiess  Light-harvesting complex, beta subunit OS—Rhodobacter sphaeraides (strain ATCC 17023 / 24.1 / NCIB 8253 / DSM 158) O 76724706 T 2 3 Y 55 65l
Q43 ATP synthase subunit elta O5=Rhodobacter sprieroides (strain ATCC 17023 ] 241 / NCIB 8253 / DS 158) OX % &% T © 10 W% 16 193 686
Q0% Uncharacterized protein OS=Rhodobacter spheeroides (strain ATCC 17073 ] 241 ] NCIB 8253 / DS 158) O CE T 3 4 A
Qaiz14 AT sythase subunit b 2 05=Rhodobacter sphaeroides (strain ATCC 17023 / 24.1 ] NCIB 8253 ] DSV 158) OX=272943 Gli=atpr2 PE=3 SV- ©% %6 T 9 B % 167 50
Qs o (train ATCC 17073 ] 24.1 ] NCIB 8253 / D% 159) O ] T s 10 E I
QaIY17  DNA-binding protein HU, form N O5=Rhodobacter sphaeroides (strain ATCC 17023 ] 241 ] NCIB 8253 ] DS 158) OX=272943 GN~Re 1388 T T 3 3 % 95 om
P13402  Ttrinsic membrane protein PufX OS=Rhodobacter sphaeroides (strain ATCC 17023 ] 24.1 1 NCIB 6253 / DM 156) OX=272943 GN=pulX PE=1 5V H 2561 T 2 2 ) 90 o5t
QI3 Uncharacterized proteln OS=Rhodobacter spraeroides (strain ATCC 17023 ] 241 ] NCIB 8253 / DS 158) O) S T 3 3 R )
US\RE4  Uncharacterized protein OS=Rhodobacter spraeroides (strain ATCC 17023 ] 241 ] NCIB 8253 / DS 158) O) %9 o5 T 2 2 P a8 7%
QusR4 505 ribosomal protein 129 OS=Rhodobacter sproeroides (stran ATCC 17023 ] 24.1 1 RCIB 8253 / D9 158) O V=1 [QUSR4F Rwsd e T 7 7 2 ® 76 108
QSN Sec tramiocon accessory complex subunt YaiC O5=Rhodobacter sphaeroides (strain ATCC 17023 ] 241 / NCIB 8253 ] DS 158) OX=272943 G=YaiC PE- B T 3 3 = s 15 96
uss o (strain ATCC 17023 / 24.1 / NCID 8253 ] DS 156) OX=272043 GN=RSP_7616 PE=4 SV=1 - [USNMIS | mos»] ECIC T 5 7 %% 10 8%
Q37 NADH-quinone oxidoreductase subunit K 05~ Rhodobecter sphaercides (strain ATCC 17023 / 24,1/ NCIB 6253 / D5 158) OX=2720%3 GN=rnuok PE=3 V=1 - [NUOK_RHOSA] ST T Z 2 W 105 su
Qu1A6  Reaction center protein M chain O5-Rhodobacter sphaerodes (strain ATCC 17023 ] 241 ] NCIB 8253 / DSM 158) OX=272943 G~ pfM PE-1 5V=3 - [RCEM RHOSA] %% 1591 T B B 738 W5 66
UsED ‘Sphaeroides (strain ATCC 17023 / 241/ NCIB 8253 / DS 158) OX=272043 GN=RGP_7571 PE=4 5V=1 - [USNMES_RHOSA] 1 1887 T T T % & 55 5e
QusMs  Uncharacterized protein OS=Rhodobacter spraeroides (strain ATCC 17023 ] 241 ] NCIB 8253 / DS 158) OX: 1762 PE=4 SV=1- [QUSH5 RHOSA] %10 B8 T 7 7 B 2w %9 0w
Qs Chain Sphacroides (strain ATCC 17023 / 24.1 ] NCIB 8253 / DS 158) OX—272943 GN=pocB PE=3 SV=3 - [LHB2_RHOSA] P T 3 4 % st B
Q1A Reaction center protein L chein OS=Rhodobacter sphoeroides (strain ATCC 17073 ] 2.1 / NCIB 8253 / DS 158) OX= ~RCEL_RHOSA] BB 65 T 3 7 3475
Quziz AT Symhasesuhmltu&khﬂnha:t« Sproeroides (stram 'ATCC 17073 ] 241 ] NCIB 8253 ] DS 158) OX=2729%3 G=atpe Pe=3 SV=1- [ATPL RHOSA] B ue T T T ©_ 7 77 am
Qs ATP-dependent (train ATCC 17073 ] 24.1 ] NCIB 8253 ] D54 158) OX=2729%3 Gt SV=1- [QuI0% RHOS] @7 66 T 3 3 5 @ &5 5o
Q22 Gytochrome bel SR o&krmobane s e ATCE 17973 24 T8 5253 G5 159 = 27250 G- P 7= - [Q 05T @3 310 T 6 5 T i 14 0%
QusM7 Sphaeroides (strain ATCC 17073 / 24.1 ] NCIB 8253 / D& 158) OX BB 2110 T 4 4 9 o @9 1010
Q433 ATP synthase subunit alpha O5-Rhoddbacter sphaercides (strain ATCC 17023 ] 241/ NCIB 8253 ] D5 158) OX= B75 103 T B B 9 s %2 660
Q1207 505 ribosomal protein 131 05~Rhodobacter sphoeroides (strain ATCC 17023 ] 241 / NCIB 6253 / DS 158) OX=2729%3 G EEGIE Y T B B EZ 81 om0
QaIWS3  Putative ntegral membrane protein OS-Rhodobacter sphacroides (train ATCC 17023 / 24.1 ] NCIB 6253 ] DSM 158) OX- R T 0 0 5 1% w2 sl
Q85 Uncharacterized protein OS-Rhodobacter sphoeroides (strain ATCC 17023 ] 2:4.1 ] NCIB 8253 ] DSM 158) OX=272943 1% we T 3 7 [
Qs T 05 T T T 7 1w 62 84l
Qi n®_ %e T 7 7 T %0 6%
Qusct ] T Z B 07 7886
Q1552 505 ribosomal protein 13 05-Rhodobecter sphaercides (strain ATCC 17023/ 241 / NCIB 8253 ] D5 158) OX=272943 GN=rpIC. 06115 T 7 B 7w %2 9%
Q430 ATP synthase epsilon chain 1 05-Rhodobacter sphaeroides (strain ATCC 17023 ] 241 / NCIB 6253 / DM 158) OX=272043 GN=atpC1 PE=3 SV=1 - [ATPEL RHOSH 050 185 T 3 3 W Bs__ae
Q177 Sixcinate dehydrogenase subunt C O5=Rhodobacter Sproeroiges (stran ATCC 17023 / 241/ NCIB 6253 / DM 158) OX=2729%3 GN=RSP_ 0574 W0a %77 T [ 7 R )
Q1Q0  NADH-quinone oxidoreductase subunt K O5=Rhodobacter sphoeraiges (straim ATCC 17023 / 24,1/ NCIB 8253 / DM 158) OX=2729%3 GN=nuok Pe=3 SV- X 0% an T 2 2 4 a2 06 6st
QuIST6  Protein translocase subunit SecE O5=Rhodobocter sphaeraies (strain ATCC 17023 / 24.1 / NCIB 8753 ] DSl 158) OX=272943 Gli=seck PE=3 SV=1 - [Qu5T6_RHOSA] S8 wm T 2 2 7 & 71 108
Qus o Sphaercides (strain ATCC 17023 / 24.1 ] NCIB 8253 ] DSV 159) OX=272943 GN~tath PE=3 SV=1- [Q31306 RHOSA] 5% & T 5 5 w7 75 857
QuIST4 505 ribosomal protein L11 05=Rhodobacter sphoeroides (strain ATCC 17023 ] 241 / NCIB 8253 / DS 158) OX=272543 GN=rpK PE=3 SV=1 - [RLI1 RHOSA] ] T 3 3 T 0 157 9%
QusFs o (Strain ATCC 17073 ] 24.1] NCIB 8253 ] DS 158) OX=2720%3 GN=RoP_ 6021 PE=4 O] T T T 5w 62 14
Q2 Sphaeroides (strain ATCC 17073 / 24,1 NCIB 8253 / Do 158) OX=272043 GN=RoP_ 0822 PE=4 85 1680 T 7 B I )
QusMe Sphaeroides (strain ATCC 17023 / 241/ NCIB 8253 / D& 159) OX 55 %% T 3 3 T ® 103 a
QUX4E2  Trkegration host factor subirit beta O5~Rhoddbacter sphaeroides (strain ATCC 17023 / 24,1/ NCIB 8253 / DS 158) O 56 B0 T 3 3 59 w06 9%
31264 Nitrogen reguatory protein P11 family O5=Rnodobocter sphaeroides (strain ATCC 17023 / 241 / NCIB 8253 ] DS 158) O 7% a4 T 2 2 6 103 5w
Q64 Cytachrome c2 OS=Rhoddbacter sphacrades (strain ATCC 17023 / 24.1 | NCIB 8253 / DS 158) OX—272943 Gli=cych PE: ] T 3 + 5 15 156 __6%
QI5A0 505 ribosomal protein 133 OS-Rhodobacter sm.,m (strain ATCC 17023 / 241 ] NCIB 8253 / D54 159) O pmG 75 58 T T T T s 641020
Que60 (Strain ATCC 17073 ] 24.1 ] NCIB 8253 ] DS 158) OX=272943 GN-=ReP._1581 PE=4 SV- 73% %61 T B B T 52w
Q168 e FtcoyAPER oo ssemtl ot = et sgoe o (i ATCC 23T 41 Gl 253 88 O 7353 Ve P53 e/~ o] 70 ©® T 3 3 T 1% 68 560
Q1276 Succirate dehydrogenase subunit D 05~Rhodobacter sphoeroides (strain ATCC 17023 1 24.1 [ NCIB 8253 / DM 158) OX=2729%3 GN=ReP 0975 =1~ [Q31276 RHOSA] 62 1057 T T T 7 3 166 9%
Qa7 Sphaeroides (strain ATCC 17023 ] 24.1 ] NCIB 8253 / D& 158) OX 60 154 T T T ElC 93 oal
QDS Putative HemY-Ike membrane protein OS=Rhoddbacter spreeroides (strain ATCC 17023 ] 241 ] NCIB 8253 ] DS 158) OX: 5% s T B B E )
Q01 Uncharacterized protein OS=Rhodobacter spraeroides (strain ATCC 17023 ] 241 ] NCIB 8253 ] DS 158) OX=2729%3 G 58 um T T T BRG] 74566
Qu3Es  NADH-guinone oxidoreductase subunit ) 05=Rhodobecter spherciges (strain ATCC 17023 / 24.1/ NCIB 8753 ] DSH 158) OX=272943 Gli=ruo) PE=3 5V- 56 1w T 2 2 7 i 2478
Qut4 Peptidase iitor 178 family OS-Rhodobacter sphaerades (srain ATCC 17023/ 24.1/ NCID 8253 ] DSV 158) OX=2726%3 GN=RSp_ 6001 P4 5V=1 - [Q6l4_RHOSA] 58 H% T 3 3 5w O
Q11Q9  NADF-quinone oxidoreductase subunit O5=Rhodobacter sphaeroides (strain ATCC 17023 ] 2:4.1 / NCIB 6253 / DM 158) OX=272543 GN=nuoAl PE=3 5V=1- [Q311Q9_RHOSA] 5% 08 T T T T 56 5%
Q431 ATP synthase subunit beta 1 05-Rhodobacter sphaeroides (strain ATCC 17023 / 2.1/ NCIB 8253 [ DS 158) OX=272943 GN=atpDL T T 3 3 5 a5 w4 4%
QN1 Acetyi Sphacraides (strain ATCC 17023 / 241 ] NCIB 8253 ] DG 158) OX=272543 GN=RSP_0745 PE=3 V. 517 o8 T T T N S )
Qe efflux pump, membrane fusion prokei subunt 05~ Sphoeroides (strain ATCC 17023 ] 241/ NCIB 8253 / D5 159) O - TQZ2_RHOSA] a5 o8l T T T P )
QusM3 505 ribosomal protein 120 OS=Rhadobacter sproeroides (strain ATCC 17023 / 24.1 7 NCIB 6253 / DM 156) 48 U5 T T T EE N )
Qu1Z7  Putative comserved small profein OS=Rhodobacter sphoeroides (strain ATCC 17073 / 241/ NCIB 6253 / DS 158) OX=272943 GN=RSp_O0I9 PE=4 5V- ] T T T 2 7 56 1%
Qu5Q4 505 ribosomal protein 130 OS=Rhodobacter sproeroides (strain ATCC 17023 ] 24.1 / RCIB 8253 / DS 158) O i3 un T 2 2 T 65 109
Q312 Tncharacterized protein OS=Rhodobacter sphaeroides (strain ATCC 17073 ] 241 ] NCIB 8253 / DS 158) O) EC T T T 7 & 73107
Qs o (Strain ATCC 17073 / 24.1 ] NCIB 8253 / D54 159) O s T 2 B R A
Quiza1 (Strain ATCC 17073 / 241/ NCIB 8253 / D% 159) O o) S T T T T W na am
Q11 ADFauinone oxdoredictase suRt A O5=Rodobacte sphaerades (tran ATCC 17073 [ 241 NCTb 8253 0G0 156) OX=2725 (w oA PE=3 SV=1 - [QI13G1 RHOSA] EECIN L] T T T T
Q)4G0 Biein transporter O5=Rhodobacter Sphoeroides (strain ATCC 17023 / 24,1/ 1CIB 6253 / DM 156) OX=272943 GN=RS 2173 ~ QDGO RHOSA] 75 om0 T B B I )
QaIWYS  Bacterioferritin O5=Rhoddbacter sphaercies (strain ATCC 17023 / 24.1] NCIB 8753 ] DS 158) OX=272943 GN=bir PE=3 V=1~ [Qslwva RHOS] 2% m T T T T s B8 __am
QaIYT8 305 ribosomal protein S15 O5=Rhodobacter sproeroides (stran ATCC 17023 ] 24.1 / NCIB 8253 / Do 158) OX=2725%3 G = ~RS15 RHOSA] 2% w0 T T T 2 @ 02 06
Qa2 Uncharacterized protein OS=Rhodobacter sphacroides (train ATCC 17023 ] 241 | NCIB 8253 ] DS 158) OX=272943 GN-RSP_6236 PE=4 SV=2 - umxzz RHOSA] 25 50 T T T 3 ® 55 873
Q366 Ttegration host factor suburit alphs OS=Rhodobacter spheeroides (strain ATCC 17023 ] 241 / NCIB 8253 / DS 158) O A PE ~[IFFA_RHOSA] 28 B0 T 2 2 2 w10 9%
Q1720 305 ribosomal protein 521 05=Rhadobacter sphoeroides (strain ATCC 17023 ] 241 / NCIB 6253 / DM 158) OX=2729% GN=rpsU PE:B S=i- lxszn_mos»] 215 Gx T T T 7 & 50 1%
Q1554 Bongation factor Tu O5=Rhodobacter sphaeroides (strain ATCC 17023 ] 2:4.1 ] NCIB 8253 ] DSM 158) OX=272943 GN=tuf1 Pe=3 SV=1 - [EFTU_RHOSA] 2 507 T T T T o @8 5w
QIXR3 573 doma containing protein 05~ Rhodobecter spraeroides (strain ATCC 17023 / 24,1/ NCIB 6253 / DM 158) OX=272543 GN-RSp_6161 PE=4 V=1~ [Q)IXR} RHOSAT 20 2% T B Z B 9587
Q1262 Pukative yrbC O5-=Rhodobocter spheroides (strain ATCC 17023 ] 2:4.1 1 NCIB 8253 ] DSM 158) OX=272343 GN=ReP_0890 PE=4 SV=1 - [QIIZG2_RHO: 58 T T T T %8 wom
QaIzD1  Outer membrane transport energization protein EXbD OS=Rhoddbacter sphoercides (strain ATCC 17023 / 241 / NCIB 8253 / DS 158) OX=272943 G 10 106 T T T T w50 __ae
Q224 Cytochrome c-type biogenesis protein, cycH OS=Rhoddbacter sproeraides (strain ATCC 17023 / 24.1 / NCIB 8253 / DS 159) OX=272943 G i 329 T T T T w5 @2 am
Qa4Qs  Transcriptional regulator OS-Rhodobacter sphaeroides (strain ATCC 17023 ] 24.1 / NCIB 6253 / DSM 156) OX=272943 GN=RS?_2075 PE=4 SV~ T T T T 2 16 09 9m
Qi g Spraeroides (straim ATCC 17023 / 24.1 ] NCIB 8253 / DS 158) OX=272043 GN=purQ PE=3 5V- w7 T T T T w346
Q1589 Transcriptional reguiator, ASC family OS=Rhodcbacter sphoeroides (train ATCC 17073 ] 241 ] NCIB 8253 ] DS 158) OX=27294 GN=RSP_1866 PE=4 5V=" 8 sl T T T T 1 w2 6w
Qui alpre o (Strain ATCC 17073 ] 24.1] NCIB 8253 / DS 158) OX=2720%3 GN=puch PE=3 SV=1 - [LHAZ RHOSA] 7 iun T T T 5w 5686
Q15Q3 505 ribosomal protein Li5 05-Rhodobacter sphoeroides (strain ATCC 17023 ] 2.4 [ NCIB 8253 / DM 158) OX=27294 GN=rplO PE=3 V=1 - [RLI5 RHOS4] 3 %050 T 7 B 7 G667 103
Q385 Putative succinoglycan biosyrthesis transport protein EXoP O5-Rhoddbacter sproeroides (strain ATCC 17023 / 24.1/ NCIB 6253 / D 158) OX=272043 GN=exoP PE=4 5V=2 - [Q31385_RHOSA] Y] T T T R
QX3 Cold-shock DNA-binging protein family O5=Rhodobacter sphoeroides (strain ATCC 17023 / 24,1/ NCIB 6253 / DM 158) OX=272543 GN=RSp_0386 PE=4 5V=1 - [Q300%3_RHOS) ) T T T 5 ® N
R T T T T 1% i s

Te7__ fiol T T T 2 s 17 iim

Q1S Filoacid dhalogenase superfamly protein, subfamly T, varant 3 with Tird ot aving DD o ED O5=Rhodobecter sphaerodes (stran ATCC 17023 ] 241/ NCIE 5253 1 DG 158) OX 272573 G- RaP_0083 PE=4 SV=1 - [QIS0 RHOSH] ) T T T T2 e sl
Q07 Fiydrogensse protein large subunit O5=Rnodobocter sphaeroides (strain ATCC 17023 / 24.1 ] NCIB 8253 ] DS 158) OX=272943 GN=hupl PE=3 SV=1 - [szu Rmsﬂ s 72w T T T T 5% 66363
Q258 o (strain ATCC 17073 / 24.1 ] NCIB 8253 ] DS 158) OX=272943 GN=RP_2964 PE=4 5V=2 - [QUIZS8. e T T T T 72__om
UsTO Sphaeroides (strain ATCC 17023 ] 24.1 [ NCIB 8253 / DM 158) OX= RSP 7597 PE4 [usuwg knos«] T 1555 T T T 7% 61 160
Q221 Puative sarcosine xdase Gelta sUBLI prokein OS=Rhodobacter sphacrodes (strain ATCC 17023 ] 241 / NCIB 8253 ] DS 158) OX=272943 GN=501D PE=4. 0w 74 T T T T W w2 73
QuIz12  ATP synthase subunit @ OS=Rhodobacter spraeroides (strain ATCC 17023 ] 241 ] NCIB 8253 / DS 158) OX=272943 GN=atph PE=3 000 307 T T T EEC )
000 i T T T T s 77 s

[ T T T T %5 73

00 2045 T T T E 50 19

000 1089 T T T T 1108100

000 791 T T T T 4 9%

Q24 Queine tRNA-ribosyltrarserase OS-Rhodobacter sphaeroides (strain ATCC 17023 ] 241 ] NCIB 8253 ] DS 158) OX=272943 GN=tgt 00 2% T T T T 3% a5 W
QaIWES  Hemolysitype calcium-Binding region, RTX O5=Rhoddbacter spraeroides (strain ATCC 17623 / 24,1/ NCIB 8253 / DS 158) OX=272043 GN=RGP_3539 PE=4 5v=2 - [QAIWEA_RHOSA] 00046 T T T T %9 53 3m
Q% Bifunctionsl Sproeraiges (strain ATCC 17023 / 24.1/ NCIB 8253 / DM 159) O i PE=3 V=2 - [Q3% RHOS] 000 81 T T T T on w2 6%
Q174 Uncharacterized protein OS=Rhodobacter spraeroides (strain ATCC 17023 ] 241 ] NCIB 8253 ] DS 158) OX=272943 GN=Rep 0577 PE=4 000 1887 T T T 2 a6 w09 &%
QIZW6  Aa3-type cytochvome ¢ oxidase subunit IV O5=Rhodobacter sproeraides (straim ATCC 17023 / 24.1 / NCIB 6253 / D 158) OX=2729%3 GN=R»_ 6128 PE=4 5V 00 wn T 2 2 B 54 6%
QaIYB1  Putative Aldehyde dehydrogenase O5=Rhodobecter sphaerciges (strain ATCC 17023 / 24.1 / NCIB 8253 / DM 158) OX=2725%3 GN=RP 1292 Pe=3 SV=1 - [Q3IVBI RHOA] 0w » T T T T s7__en
QaHKNO o (Strain ATCC 17073 ] 24.1 ] NCIB 8253 ] DS 158) OX=272943 GN=RSP. 3656 PE=1 5V=1 - [Q3HKNO RHOSA] 060 56 T T T T m w3 9%
QAIVDI  F-oxoedipate end-factonase O5-Rnodobacter sphaercides (strain ATCC 17073 ] 241/ NCIB 8253 ] DS 158) OX=272943 Gi=peab Pe=4 5V=1 - [Q3VDI_RHOSA] [ T T T T % ®0_ 5%
Q95 BC transporter protein, FAAT farmlly Sphaeroides (strain ATCC 17073 / 24.1 ] NCIB 8253 ] DSV 158) OX=272943 GN~=RSP_2582 PE=4 5V=2 - [QAI395 RHOSH] 00 3% T T T T % @0 sy
QWL AMP-binding enzyme 05-Rhodobacter sphoeraides (strain ATCC 17023 / 2.1/ NCIB 8253 / DM 158) OX=272943 GI: 000 % T T T T w5 5%
USNMTS  Dncharacterized profein O5=Rhodobacter sphaeroides (strain ATCC 17023 ] 2:4.1 ] NCIB 8253 / D5 158) O 00 Lo T T T T ® 56 680
Qa9 Transcriptional regulator, FRR family O er sphocroides (strain ATCC 17023 / 241 / NCIB 8253 ] DSH 158) OX=272943 GN=RSP 0611 0w um T T T T 7 15 ssi
Qa1WQ2 Uncharacterized protein OS=Rhodobacter spreeroides (stram ATCC 17023 ] 241 / NCIB 8253 ] DS 156) OX=272043 G 0w o T T T T &2 s 700
Quics NS family (Strain ATCC 17023 / 241 ] NCIB 8253 / 04 159) O 00 6% T T T T i s o3l
Qs TAIGRBT o e, P S OS-RPooctr s (i RTCC T3 241 W 53 o T30 0¥ <2750 Ghor =7 7= T TS 0] 00 1z T T T T ® )
Q12 K, flagelr hook-length control protein 05=Rhodobecter sphaercides (strain ATCC 17023 / 241/ NCIB 8253 ] D5 158) OX= V=1 [QUIVZ RHOSA 00 2% T T T T o 668 467
Q11Q6  NADH dehydrogenase subunit 05-Rnoddbacter sphaeroides (strai ATCC 17073 / 24.1 ] NCIB 8253 / D5 158) OX=272943 Gt SV=1- [Q1Q6 RHOSA] 00637 T T T T 1 16760l
Quz cmpem protain CIpB O5-Rhodobacter sphaeroides (strain ATCC 17023 / 24,1/ NCIB 6253 / DM 158) OX=272543 G= deE Tov1- [Q3IX27 RHOSA] 000 % T T T T s %6 5%
Q37 NADH dehydrogerase subunit E O5=Rnoddbacter sphaercides (strain ATCC 17023 / 24.1 ] NCIB 8253 ] DSV 159) O T PE: ~1Q33_RHOS 0w 3% T T T T w3 su
Q3DXI0 Glucondlactonase O5=Rhodobacter sphoeraiges (straim ATCC 17023 / 24,1/ NCIB 6253 / DM 158) OX=272513 GN=RSp_ 3138 PE=4 SV=1- [qsmu RHOSA] O] T T T T o 37508
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