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SP|PO9WNW3 |MTB

ALLSVPSSEVONETERHLRAPITDALSRRLGHQIQ-LGVRIA--PPATDEADDTTVPPSE

SP|AOR7K1 |[MSM 58 ALLSVPTPFVQONEIERHLREPIVTALSRKLGQRVE-LGVRIA--TPTDEPEDAPDSFADS
SP|P03004 |Ecoli 38 LALYAPNREVLDWVRDKYLNNINGLLTSFCGADAPQLRFEVGTKPVTQTPQAAVTS--NV
SP|P05648|Bsubt 41 LTITAPNEFARDWLESRYLHLIADTIYELTGEELS-IKFV----IPQNQDVE-——-——-—
consensus 61 ls P Fv ie I 1s G i -1 ia-- p d

SP|POWNW3 |MTB 118 NPATTSPDTTTDNDEIDDSAAARGDNQHSWPSYFTERPHNTDSATAGVTSLNRRYTEDTF

SP|AOR7K1 |[MSM 115 PAPASVPAGPADADEIDDDRDARVNAQESWPKYFSRPEPDTSSDDSNAVNLNRRYTEDTE
SP|P03004 |Ecoli 96 AA---——--— PAQVAQTQPQ-RAAPSTRSGWDNVPA---P-—-AEPTYRSNVNVKHTEDNEF
SP|P05648|Bsubt 88 ——— DFMPKPQVKKAVKEDTSDFPONMLNPKYTEDTE
consensus 121 a wp s IN ryTFDtF
191 209 233
SP|POWNW3 |[MTB 178 VIGASNRFAHAAAIATAEAPARAYNPLFIWHHSGLGKTHLLHAAGNYAQRLFPGMRVKYV
SP|AOR7K1 |MSM 175 VIGASNRFAHAATIUATAEAPARAYNPLEFIWHHSGLGKTHLLHAAGNYAQRLFPG JKYV
SP|P03004 |Ecoli 142 VEGKSNQLARAAAROVADNPGGAYNPLEFLYHJTGLGKTHLLHAVGNGIMARKPN JVYM
SP|P05648 |Bsubt 121 VIGSGNRFAHAAYUAVAEAPAKAYNPLEIY GLGKTHLMHAIGHYVIDHNPSAKVVYL
consensus 181 ViG sNrfAhAA [lJaiAReaParAYNPLFiw{ |sGLGKTHL1HA Gny P Yv
282 297
SP|PO9WNW3 |MTB 238 STEEFTNDFINSLRDDRKVAFKRSYRDVDVLLVDDIQFIEGKEGIOEEFFHTENTLHN
SP|AOR7K1 |MSM 235 STEEFTNDFINSLRDDRKASFKRSYRDIDILLVDDIQFIEGKEQGIQOEEFFHTENTLHNS
SP|P03004 |Ecoli 202 HSERFVQODMVKALQNNAIEEFKRYYRSVDALLIDDIQFFANKERSOEEFFHTFNALLEG
SP|P05648 |Bsubt 181 SSEKFTNEFINSIRDNKAVDFRNRYRNVDVLLIDDIQFLAGKEQIEEFFHTFNTLHEE
consensus 241 stE Ftndfinslrd r Fkr YR vDvLLvDDIQFi gKE | QEEFFHTFNtLh
SP|PI9WNW3 |MTB 298 KQIVISSDRPPKQLATLEDRLRTRFEWGLITDVQPPELETRIAILRKKAQMERLAVPDDV
SP|AOR7K1 |MSM 295 KQIVISSDRPPKQLATLEDRLRTRFEWGLITDVQPPELETRIAILRKKAQMDRLDVPDDV
SP|P03004 |Ecoli 262 QQIILTSDRYPKEINGVEDRLKSRFGWGLTVAIEPPELETRVAILMKKADENDIRLPGEV
SP|P05648|Bsubt 241 KQIVISSDRPPKEIPTLEDRLRSRFEWGLITDITPPDLETRIAILRKKAKAEGLDIPNEV
consensus 301 kQIvisSDRpPK 1 tlEDRLrtRFeWGLitdv PPeLETRiAILrKKA e 1 vP dv
SP|PI9WNW3 |MTB 358 LELIASYUERNIRELEGALIRVTAFASLNKTPIDKALAEIVLRDLIADANTMQISAATIM
SP|AOR7K1 |[MSM 355 LELIASYIERNIRELEGALIRVTAFASLNKTRIDRSLAEVVILRIDLIADATTMQISTAAIM
SP|P03004 |Ecoli 322 AFFIAKRIRSNVRELEGALNRVIANANFTGRAITIDEFVREALRDLLALQE-KLVTIDNIQ
SP|P05648|Bsubt 301 MLYIANQIDSNIRELEGALIRVVAYSSLINKDINADLAAEALKPDITIPSSKPKVITIKEIQ
consensus 361 1 1IA e NiRELEGALiRV Afasl I la Lirplia is I
419 443 467
SP|POWNW3 |[MTB 418 TAEYFDTTVEELRGPGKTRALA! QIAMYLCRELTDLSLPKIGQAFJ-RDHTTVMYA
SP|AOR7K1 |[MSM 415 TAEYFETTVEELRGPGKTRALA QIAMYLCRELTDLSLPKIGQAFJ-RDHTTVMYA
SP|P03004 |Ecoli 381 AEYYKIKVADLLSKRRSRSVA OMAMALAKELTNHSLPEIGDAFHGRDHTTVLHA
SP|P05648|Bsubt 361 [VGOQFNIKLEDFKAKKRTKSVA QIAMYLSREMTDSSLPKIGEEFJGRDHTTVIHA
consensus 421 aeyf veelrg ktr 1A QiAMyL rE1Td SLPkKIG a RDHTTVm A
484 492
SP|PO9WNW3 |MTB 477 QRKILSHMAERREVFPDHVKELTTRIRQRSKR
SP|AOR7K1 |[MSM 474 EKKIRGHYAERREVFPDHVKELTTRIRQRAKR
SP|P03004 |Ecoli 441 CRKIEQINEESHDI FSNLIRTLSS----
SP|P05648|Bsubt 421 HEKISKLI|ADDEQLOPHVKEIKEQLK-—-—-—
consensus 481 rKI ae ev vkel ir

Figure S2. Multispecies alignment of DnaA Alignment of DnaA protein sequence from
Mycobacterium tuberculosis (MTB), Mycolicibacterium smegmatis (MSM), Escherichia coli
(Ecoli) and Bacillus subtilis (Bsubt) with clustal omega as implemented on uniprot.org.
Visualization was created in boxshade (https://embnet.vital-it.ch/software/BOX_form.html).
Red indicates identity with MTB sequence. Blue indicated similarity with MTB sequence. Sites
with similarity in 3 or 4 sequences are annotated in the consensus line with an upper case letter
indicating 100% identity across all 4 sequences and lower case letter indicating at least one
sequence without amino acid identity.



