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Figure S1| Killing phenotypes of multiplexed, related to figure 1: CFU/ml plots of

M. smegmatis strains expressing stated single and multiplexed sgRNAs. A strain

expressing a non-targeting (NT) sgRNA or sgRNA targeting mmpL3 is used as a

negative and positive control respectively. Results are the mean + SD of four biological

replicates
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Figure S2| Killing phenotypes of multiplexed, related to figure 1: CFU/ml plots of
M. smegmatis strains expressing stated single and multiplexed sgRNAs. A strain
expressing a non-targeting (NT) sgRNA or sgRNA targeting mmpL3 is used as a
negative and positive control respectively. Results are the mean + SD of four biological

replicates
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Figure S3| Killing phenotypes of multiplexed, related to figure 1: CFU/ml plots of
M. smegmatis strains expressing stated single and multiplexed sgRNAs. A strain
expressing a non-targeting (NT) sgRNA or sgRNA targeting mmpL3 is used as a
negative and positive control respectively. Results are the mean + SD of four biological

replicates
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Figure S4| Killing phenotypes of multiplexed, related to figure 1: CFU/ml plots of
M. smegmatis strains expressing stated single and multiplexed sgRNAs. A strain
expressing a non-targeting (NT) sgRNA or sgRNA targeting mmpL3 is used as a
negative and positive control respectively. Results are the mean + SD of four biological

replicates
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Figure S5| Killing phenotypes of multiplexed, related to figure 1: CFU/ml plots of
M. smegmatis strains expressing stated single and multiplexed sgRNAs. A strain
expressing a non-targeting (NT) sgRNA or sgRNA targeting mmpL3 is used as a
negative and positive control respectively. Results are the mean + SD of four biological

replicates
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Figure S6| Killing phenotypes of multiplexed, related to figure 1: CFU/ml plots of
M. smegmatis strains expressing stated single and multiplexed sgRNAs. A strain
expressing a non-targeting (NT) sgRNA or sgRNA targeting mmpL3 is used as a
negative and positive control respectively. Results are the mean + SD of four biological

replicates
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Figure S7| Killing phenotypes of sgRNAs targeting ndh and atpE in multiplexed
combinations, related to figure 2: (A-B) CFU/ml plots of M. smegmatis strains
expressing (A) ndh_b or (B) atpE_a in combination with sgRNAs targeting alternative
respiratory components across increasing concentrations of ATc. A strain expressing
a non-targeting (NT) sgRNA is used as a negative control. Results for A-D are the

mean = SD of four biological replicates.
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in materials and methods.
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Table S1: CRISPRI plasmids used and constructed in this study

plasmid Target- Target sequence PA.M (nc’)n’ Spcﬁ)l:'ne SgRNA Fwd Oligo (5-3’) Oligo Rev Sequence
name Species Target-Gene | SgRNA name (Coding (5'-3")) °°ﬂ',fl‘_'-°_’_f_;3’ (Rocket It:;g‘:; (GGGA ) (AAAC_)
. nonargeting | CGAGACGCATTAATCG 2 GGGAGGAGACGATT | AAACCGAGACGCAT
pJLR962 M. smegmatis sgRNA TCTCC AATGCGTCTCG TAATCGTCTCC
pCi3 M. smegmatis | MSMEG_0418 sahat_a | GCOACSASEIGECCC | geaeane COOASTCOCEOSC | AMCoCaAToRoST
pCid M. smegmatis | MSMEG_1670 sahaza | ACCCCAACCTGCCCE CGAGAAC 5 20 COCAOATSICOSG | AMCASTECOARSCT
pCi21 M. smegmatis | MSMEG_1670 sdhA2 ¢ AGACGCgTGgéCCAAAA GCAGGAT 9 20 GGTG:‘gfégggGG Mg%mg%gm
pCid6 M. smegmatis | MSMEG_2060 nuoD_a AGATCOAGEOCGAGA | ceageaT 9 20 AT AT C1 8 | AMCLCITCCASGG
pCid7 M. smegmatis | MSMEG_2060 nuoD_b CAACCCOASSASATC | aceeans 4 23 perpesvrvaci il Rapusroiispa
pCid8 M. smegmatis | MSMEG_3621 ndh_a COGCTOCTCIACCAG CTGGAAG 4 20 | OO aCT | AR aeToeTeT
pCid9 M. smegmatis | MSMEG_3621 ndh_b GCGAT(T;ggﬁ:?GCACA CGAGAAG 1 20 GGS?Q,ISE?J ggGC Mg%i%%gg;?m
pCi50 M. smegmatis | MSMEG_4263 gorB_a CTeeeTeASATCeCE CAGGAAG 4 21 S UARSEEC | AAPCCTSOCTORSA
pCi51 M. smegmatis | MSMEG_4263 gorB_b GATCCE CORTGGCA GAAGAAC 5 20 | GOSLACOICISCOA | AMACOATCCOTSGA
pCi52 M. smegmatis | MSMEG_4268 ctaC_a GATTOCSTCOTTCCC ACGGAAC 1 22 A EACOLs | A TaCeTC
pCi53 M. smegmatis | MSMEG_4268 ctaC_b TTCACigTG(;iI:CGTGC GTAGAAC 5 22 Ggfgg;ggggiﬁc Aﬁégg%ﬁ%%%?
pCi54 M. smegmatis | MSMEG_4941 atpE_a ATCACEETEoSTCTE GAAGAAC 5 23 O o | A o
pCi55 M. smegmatis | MSMEG_4942 atpB_a COACTEOCETCACCE CGAGAAT 2 22 S ICRCSOCS | AR oA TSeCCT
pCi56 M. smegmatis | MSMEG_4942 atpB_b CTGCGOBCCIEETC | gTAGAAG 1 20 | GOSASASBISACCT | AMCCTCCOOBTCA
pCi59 M. smegmatis | MSMEG_2613 mgo_a GOCCATOCCSTOGAG CCAGAAC 5 21 COCAACESISTSC | AMACTUCTACSCCG
pCi60 M. smegmatis | MSMEG_2613 mgo_b AACCCTCT SOOGCAT GAGGAAG 4 21 T AATCC | AMESARSSCTSTSC
pCi65 M. smegmatis | MSMEG_3232 cydB_a CTECTEOASEGLTTC GAAGAAG 1 20 | COSAARSISORACC | AMSSTOCTOCAGE
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pCi66 M. smegmatis | MSMEG_3232 cydB_b GOCCCTOCCSCCCAG | Gaaaaac 5 21 e el | AMASOSCTe oSG
pCi67 M. smegmatis | MSMEG_1109 menD_a TOATCGTOCLoACCE GCGGAAC 1 20 | COBACITOOCOUTC | AMCTOATSISCT
pCi68 M. smegmatis | MSMEG_1109 menp_b | GCACCGSEBCCAACCE | cancear 7 20 | COSASOITIOSTTG | AMCECACEOSCGE
pCi266 M. smegmatis | MSMEG_3621 | ndh_b_1MM ACGATGggﬁ(T:GCACAT CGAGAAG 1 20 Geg%;g%ggec Mg%ﬁ\%%gg;?”‘c
pCi267 M.smegmatis | MSMEG_3621 | ndh b 3mm | CCCATSTOACGCACA CGAGAAG 1 20 TS IGC | AARCCOCATSIAC
pCi268 M.smegmatis | MSMEG_3621 | ndh_b smm | CCCAACTEACCCACA | conganc 1 20 COOAATCORTSTOC | AACOCORAGIOAC
pCi269 M.smegmatis | MSMEG_3621 | ndn_b_7mm | GCCATSLGACECACA | caagane 1 20 | COZAATCORTSICC | AMCOOOATOICAC
pCi270 M. smegmatis | MSMEG_3621 | ndh_b_9MM GCGAT(T;ggL(T:GCACA CGAGAAG 1 20 Gegﬁé;g%gggec Mg%i%%ggﬁm
pCi271 M. smegmatis | MSMEG_3621 | nah_b_1imm | CCGATSTSACCCACA CGAGAAG 1 20 | GOGPATCORTSTCG | AAACOOORTS TOAC
pCi272 M.smegmatis | MSMEG_3621 | nah_b_1amm | CCCATCTSACGCTCA CGAGAAG 1 20 | GOGPATCORTOAGC | AAACSOORTS 1OAC
pCi273 M. smegmatis | MSMEG_3621 | ndh_b_tsmm | CCOATSIOACECACT | coacane 1 20 | COSARITOAASTGE | AMCOOEATS OAC
pCi274 M. smegmatis | MSMEG_3621 | ndh_b_17MM GCGAT%gﬁ?GCACA CGAGAAG 1 20 Gegngﬁgggec Mg%i%%gg;?m
pCi275 M.smegmatis | MSMEG_3621 | nah_b_tomm | GCOATSTSACGCACA | conganc 1 20 | GOCAAACORISTCC | AMACCCCATOTOAC
pCi276 M. smegmatis | MSMEG_3621 ndh_m coserocAIICeTee TCGGAAT 12 23 | GOOIMCTOOATSCS | AEESSSOSATCATC
pCi277 M. smegmatis | MSMEG_3621 ndh_n coTrefecsTeeTee TCAGCAA 10 23 | S | A el
pCi278 M. smegmatis | MSMEG_3621 ndh_o COARG AR GGAGGAT 9 22 | e T | A G AnCCASAA
pCi279 M. smegmatis | MSMEG_3621 ndh_p TTCGECAACOACCACT | GTAGGAC 15 20 | COSACCOMSISCT | AMICTICSSTANCE
pCi280 M. smegmatis | MSMEG_3621 ndh_q GOCGTOSCCAAGETE | Geasaac 5 20 | COBIOSASCCACCT | AMSECoe TeaCch
pCi281 M. smegmatis | MSMEG_3621 ndh_r CTCACACCTACTCGAC | ceaceas 13 20 GECACSCCOTCOA | AMCOTCACASSTA
pCi282 M. smegmatis | MSMEG_3621 ndh_s GOACCAASCETEETC TCAGGAA 14 20 | COSACACGCTOACCA | AANCECACCARSCS
pCi283 M. smegmatis | MSMEG_3621 ndh_t AGCACEAASCETGRT CAGGAAC 1 20 | GO G oA | A CACOAAGe
pCi284 M.smegmatis | MSMEG_ 4941 | atpE_a_tMm | CTCACCETSOOTCTG GAAGAAC 5 23 prrsrilic vl Ieeacdiasoing
pCi285 M.smegmatis | MSMEG_4941 | atpE_a_amm | ATCASCETTBSTCTG GAAGAAC 5 23 | e A | A e
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pCi286 M.smegmatis | MSMEG 4941 | apE_a sMm | ATCASCSTEGETCTG GAAGAAC 5 23 vl Ieacilcagoine
pCi287 M.smegmatis | MSMEG 4941 | atpE_a 7mm | ATCASCCTOOSTCTG GAAGAAC 5 23 pv i el sl cas oo
pCi288 M.smegmatis | MSMEG_4941 | atpE_a_omm | ATCASTETEBSTCTG GAAGAAC 5 I ISl Iesacolasonive
pCi289 M. smegmatis | MSMEG_4941 | atpE_a_11MM ATCASTCGG(; ffGCg cTe GAAGAAC 5 23 %i%%%igggﬁgfﬁ Aé‘f‘gfg gﬁggggg
pCi290 M.smegmatis | MSMEG_ 4941 | atpE_a_tamm | ATCASCETEOSTETG GAAGAAC 5 23 O e | A e
pCi291 M.smegmatis | MSMEG 4941 | atpE_a_tsMm | ATCACCSTEGETCTC GAAGAAC 5 23 | O | A e
pCi292 M.smegmatis | MSMEG_4941 | atpE_a_t7mm | ATCASTETESETCTG GAAGAAC 5 23 | O e O eSS
pCi293 M. smegmatis | MSMEG_4941 | atpE_a_19MM ATCAST%GCT ffGGCTCTG GAAGAAC 5 23 G&%’i‘%&gggf‘gff‘ Aé‘f‘ccfg gﬁggggg
pCi294 M.smegmatis | MSMEG_ 4941 | atpE_a_21Mm | ATCACCSTOGBTCTG GAAGAAC 5 SR v gl el Ireacalicasadine
pCi295 M.smegmatis | MSMEG_ 4941 | afpE_a_23mm | ATCACCSTOOCTCTG GAAGAAC 5 23 Pl Il gl
pCi296 M. smegmatis | MSMEG_4942 atpB_n COCCOMANTATCST | concaaa 14 24 | SSCACTTCITCORS | apacosTeonTom
pCi297 M. smegmatis | MSMEG_4942 atpB_o CACGCT%%%AG(?GCATC GTAGCAG 13 21 G%%’%%%%%%ﬁgm AAé‘ggTAgTGggCGéTAG
pCi298 M. smegmatis | MSMEG_4942 atpB_p TOGTACATOOAGTEET | Gaeeaac 1 20 | COZACCOARCOACT | AACTOCTACALC
pCi299 M. smegmatis | MSMEG_4942 atpB_q TCTCCARCISSCTCGC | teaceAT 9 21 yvivei vl ISy
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Table S2: Oligos Used in This Study

":\;mg' Sequence Description
MMO117 TGCGGCGCTTTTTTTTTTGAATTC Sequencing pJR962
MMO119 CTGCGTTATCCCCTGATTCTG Sequencing pJR962
MMO120 AATATGCTCTTCAGGATCTGACCAGGGAAAATAGCC Fwd primer-Cloning into Sapl site pJR962/5
MMO121 TTTATGCTCTTCACTGAAAAAAAAAACACCCTGCCATAAAATGAC Rev primer-Cloning into Sapl site pJR962/5
MMO202 GCCTGGCCATCATGGGTATC Msm_gDNA check F1
MMO203 GGAGGATCCGGAGACCAAGC Msm_gDNA check R1
MMO206 CCTCCGTCTTTTCGGCAACA gPCR-AtpB-MSMEG4942
MMO207 GTCGAAGGTCTTCCACACGG gPCR-AtpB-MSMEG4942
MMO208 CTGATCTCGGGTATCGCCC gPCR-AtpE-MSMEG4941
MMO209 GCCAGGTTGATGAAGTACGC gPCR-AtpE-MSMEG4941
MMO212 GAGTTCGTCCTGAACTCGGC gPCR-CtaC-MSMEG4268
MMO213 TGTCCGAGTTGTTGGCCTTC gPCR-CtaC-MSMEG4268
MMO214 GCCTGACGATCTACAACGGA gPCR-CydB-MSMEG3232
MMO215 GAGATGCGCTTGCTGAACAC gPCR-CydB-MSMEG3232
MMO216 TCATAGGCGACCTGACGTTC gPCR-MenD-MSMEG1109
MMO217 TTGTCGTTGGACACCACGAT gPCR-MenD-MSMEG1109
MMO218 GGTGGGTCTGCTCAAGTACC gPCR-Mgo-MSMEG2613
MMO219 GCGAATTCACGAAGCGTCTC gPCR-Mgo-MSMEG2613
MMO220 TACGCCGCGAAGATCATCAA gPCR-Ndh-MSMEG3621
MMO221 TGTCGAAGTACTCGAACGGC gPCR-Ndh-MSMEG3621
MMO222 CGAGCACATCGCCAAGATCA gPCR-nuoD-MSMEG2060
MMO223 CCTTCGGTGACGAGCTTGAA gPCR-nuoD-MSMEG2060
MMO226 TATCGGCATGGTGGTACTGC gPCR-qcrB-MSMEG4263
MMO227 GAAGTCGCTTGATGATGCCG gPCR-qcrB-MSMEG4263
MMO228 CGTCATGGGTGGTATCGAGG gPCR-sdhA1-MSMEG0418
MMO229 AGATCTGACAGCGAGTTGCC gPCR-sdhA1-MSMEG0418
MMO230 ACAACACCAACGTCATCCCC gPCR-sdhA2-MSMEG1670
MMO231 TGATGTCCAGCAGCGAGTTG gPCR-sdhA2-MSMEG1670
MMO270 TGTGGGACGAGGAAGAGTCC sigA_Msmeg_Fwd gPCR primer_set 1
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MMO271 CACCTCTTCTTCGGCGTTGA sigA_Msmeg_Rev qPCR primer_set 1
MMO300 GACTCTTCCTCGTCCCACAC sigA_Msmeg_Fwd gPCR primer_set 2
MMO301 GAAGACACCGACCTGGAACT sigA_Msmeg_Rev qPCR primer_set 2
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Table S3: Golden gate cloning protocols

Oligo annealing protocol

Component Volume
Oligo Fwd (100uM) 10 pl
Oligo Rev (100uM) 10 pl
H20 25
10x T4 ligase buffer 5l
Temperature (°C) Duration
95 5
25 (0.1°C/sec) Time to ramp
4 forever
sgRNA module golden gate cloning protocol
Component Volume (pl)
10x T4 Ligase Buffer 1
Single sgRNA expression plasmid uncut (20 ng/uL) 1.25
Annealed oligo 2.5
BsmB1 (10,000u/ml) 0.5
T4 DNA Ligase 0.5
mQ 4.25
Temperature (°C) Duration Cycle
42 (digestion) 5 min 30
16 (ligation) 5 min
4 Forever 1
Multiplex golden gate cloning protocol
Component Volume (pl)
10x T4 Ligase Buffer 1
Single sgRNA expression plasmid uncut (20 ng/uL) 1.25
Cloned and purified target -promoter-sgRNA-scaffold 25
Sap1 (10,000u/ml) 0.5
T4 DNA Ligase 0.5
mQ 4.25
Temperature (°C) Duration Cycle
37 (digestion) 5 min 30
16 (ligation) 5 min
4 Forever 1
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Table S4: Multiplexed Plasmids Constructed in this Study.

Amplification

Fwd Primer for

Rev primer for

Plasmid Targgt- pCl plasmid Second template for second amplification of amplification of
name Specles backbone SgRNA sgRNA sgRNA module sgRNA module
pCiMX40 M. smegmatis pCi49(ndh _b) sdhA2_a pCi4 MMO120 MMO121
pCiMX41 M. smegmatis pCi49(ndh_b) qcrB_b pCi51 MMO120 MMO121
pCiMX42 M. smegmatis pCi49(ndh_b) ctaC_b pCi53 MMO120 MMO121
pCiMX43 M. smegmatis pCi49(ndh_b) atpE_a pCi54 MMO120 MMO121
pCiMX46 M. smegmatis pCi4(sdhA2 a) qcrB_b pCi51 MMO120 MMO121
pCiMX47 M. smegmatis pCid(sdhA2 a) ctaC_b pCi53 MMO120 MMO121
pCiMX48 M. smegmatis pCi4(sdhA2 a) atpE_a pCi54 MMO120 MMO121
pCiMX49 M. smegmatis pCi51(gerB_b) ctaC_b pCi53 MMO120 MMO121
pCiMX50 M. smegmatis pCi51(gcrB_b) atpE_a pCi54 MMO120 MMO121
pCiMX51 M. smegmatis pCi53(ctaC_b) atpE_a pCi54 MMO120 MMO121
pCiMX52 M. smegmatis pCi68(menD b) ndh_b pCi49 MMO120 MMO121
pCiMX53 | M. smegmatis pCi68(menD _b) sdhA2_a pCi4 MMO120 MMO121
pCiMX54 M. smegmatis pCi68(menD _b) qcrB_b pCi51 MMO120 MMO121
pCiMX55 M. smegmatis pCi68(menD _b) ctaC_b pCi53 MMO120 MMO121
pCiMX56 M. smegmatis pCi68(menD _b) atpE_a pCi54 MMO120 MMO121
pCiMX57 M. smegmatis pCi60(mgo _b) ndh_b pCi49 MMO120 MMO121
pCiMX58 M. smegmatis pCi60(mgo_b) sdhA2_a pCi4 MMO120 MMO121
pCiMX59 | M. smegmatis pCi60(mgo_b) qcrB_b pCi51 MMO120 MMO121
pCiMX60 M. smegmatis pCi60(mgo _b) ctaC_b pCi53 MMO120 MMO121
pCiMX61 M. smegmatis pCi60(mgo_b) atpE_a pCi54 MMO120 MMO121
pCiMX62 M. smegmatis pCi60(mgo _b) menD_b pCi68 MMO120 MMO121
pCiMX237 | M. smegmatis pCi3 (sdhA1_a) ndh_b pCi49 MMO120 MMO121
pCiMX238 | M. smegmatis pCi3 (sdhA1_a) sdhA2_a pCi4 MMO120 MMO121
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pCiMX239 | M. smegmatis pCi3 (sdhA1_a) qcrB_b pCi51 MMO120 MMO121
pCiMX240 | M. smegmatis pCi3 (sdhA1_a) ctaC_b pCi53 MMO120 MMO121
pCiMX241 M. smegmatis pCi3 (sdhA1_a) atpE_a pCi54 MMO120 MMO121
pCiMX242 | M. smegmatis pCi3 (sdhA1_a) menD_b pCi68 MMO120 MMO121
pCiMX243 | M. smegmatis pCi3 (sdhA1_a) mqo_b pCi60 MMO120 MMO121
pCiMX244 | M. smegmatis pCi66 (cydB_b) ndh_b pCi49 MMO120 MMO121
pCiMX245 | M. smegmatis pCi66 (cydB_b) sdhA2_a pCi4 MMO120 MMO121
pCiMX246 | M. smegmatis pCi66 (cydB_b) qcrB_b pCi51 MMO120 MMO121
pCiMX247 | M. smegmatis pCi66 (cydB_b) ctaC_b pCi53 MMO120 MMO121
pCiMX248 | M. smegmatis pCi66 (cydB_b) atpE_a pCi54 MMO120 MMO121
pCiMX249 | M. smegmatis pCi66 (cydB_b) menD_b pCi68 MMO120 MMO121
pCiMX250 | M. smegmatis pCi66 (cydB_b) maqo_b pCi60 MMO120 MMO121
pCiMX251 | M. smegmatis pCi66 (cydB_b) sdhA1_a pCi3 MMO120 MMO121
pCiMX252 | M. smegmatis pCi46 (nuoD _a) ndh_b pCi49 MMO120 MMO121
pCiMX253 | M. smegmatis pCi46 (nuoD_a) sdhA2_a pCi4 MMO120 MMO121
pCiMX254 | M. smegmatis pCi46 (nuoD _a) qcrB_b pCi51 MMO120 MMO121
pCiMX255 | M. smegmatis pCi46 (nuoD a) ctaC_b pCi53 MMO120 MMO121
pCiMX256 | M. smegmatis pCi46 (nuoD_a) atpE_a pCi54 MMO120 MMO121
pCiMX257 | M. smegmatis pCi46 (nuoD_a) menD_b pCi68 MMO120 MMO121
pCiMX258 | M. smegmatis pCi46 (nuoD _a) maqo_b pCi60 MMO120 MMO121
pCiMX259 | M. smegmatis pCi46 (nuoD_a) sdhA1_a pCi3 MMO120 MMO121
pCiMX260 M. smegmatis pCi46 (nuoD _a) cydB b pCi66 MMO120 MMO121
pCiMX262 | M. smegmatis pCi4 (sdhA2_a) ndh_b 3MM pCi267 MMO120 MMO121
pCiMX263 M. smegmatis pCi51 (gcrB_b) ndh b 3MM pCi267 MMO120 MMO121
pCiMX264 M. smegmatis pCi53(ctaC b) ndh b 3MM pCi267 MMO120 MMO121
pCiMX265 M. smegmatis pCi54 (atpE_a) ndh b 3MM pCi267 MMO120 MMO121
pCiMX266 | M. smegmatis pCi68(menD _b) ndh_b 3MM pCi267 MMO120 MMO121
pCiMX267 M. smegmatis pCi60(mgo _b) ndh b 3MM pCi267 MMO120 MMO121
pCiMX268 | M. smegmatis pCi3 (sdhAT) ndh_b 3MM pCi267 MMO120 MMO121
pCiMX269 | M. smegmatis pCi66 (cydB_b) ndh_b 3MM pCi267 MMO120 MMO121
pCiMX271 M. smegmatis pCi4 (sdhA2_a) ndh_b 5MM pCi268 MMO120 MMO121
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pCiMX272 M. smegmatis pCi51 (gcrB_b) ndh b 5MM pCi268 MMO120 MMO121
pCiMX273 M. smegmatis pCi53(ctaC b) ndh b 5MM pCi268 MMO120 MMO121
pCiMX274 M. smegmatis pCi54 (atpE _a) ndh b 5MM pCi268 MMO120 MMO121
pCiMX275 M. smegmatis pCi68(menD _b) ndh b 5MM pCi268 MMO120 MMO121
pCiMX276 M. smegmatis pCi60(mgo_b) ndh b 5MM pCi268 MMO120 MMO121
pCiMX277 | M. smegmatis pCi3 (sdhA1) ndh b _5MM pCi268 MMO120 MMO121
pCiMX278 | M. smegmatis pCi66 (cydB b) ndh b _5MM pCi268 MMO120 MMO121
pCiMX279 M. smegmatis pCi49 (ndh_b) atpE_a 3MM pCi285 MMO120 MMO121
pCiMX280 M. smegmatis pCi4 (sdhA2 a) atpE_a 3MM pCi285 MMO120 MMO121
pCiMX281 M. smegmatis pCi51 (gcrB_b) atpE_a 3MM pCi285 MMO120 MMO121
pCiMX282 M. smegmatis pCi53 (ctaC b) atpE a 3MM pCi285 MMO120 MMO121
pCiMX284 M. smegmatis pCi68 (menD _b) atpE_a 3MM pCi285 MMO120 MMO121
pCiMX285 M. smegmatis pCi60 (mgo _b) atpE a 3MM pCi285 MMO120 MMO121
pCiMX286 M. smegmatis pCi3 (sdhA1) atpE_a 3MM pCi285 MMO120 MMO121
pCiMX287 M. smegmatis pCi66 (cydB b) atpE a 3MM pCi285 MMO120 MMO121
pCiMX288 | M. smegmatis | pCi285 (atpE a 3MM) | ndh b 3MM pCi267 MMO120 MMO121
pCiMX289 | M. smegmatis | pCi285 (atpE a 3MM) | ndh b 5MM pCi268 MMO120 MMO121
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