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Fig. 11S.  Proteins within the new monophyletic cluster of Dps-like proteins all1
contain a putative Dps-like metal binding domain.  A putative diiron-binding motif,2
like that defined in all known Dps proteins, is identifiable in the primary structure of all3
the hypothetical proteins in the new Dps-like cluster (boxed amino acids in hypothetical4
proteins and in red in E.coli Dps).  Although the amino acid sequences of this diiron-5
binding motif are not fully conserved, amino acid charge and motif spacing are6
conserved.  Sequences were aligned with CLUSTALW and NCBI gene identification7
numbers (gi), genus and species names of aligned sequences are provided in the8
phylogenetics caption (Fig. 7).  Basic residues shaded in cyan are putatively involved in9
DNA binding. Fully conserved residue (*); conservation of strong groups (:);10
conservation of weak groups (.);  no consensus (-).  Five separate alpha helixes (A-E) are11
evident in the E.coli Dps crystal structure (bold) and predicted in secondary structures of12
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Ss_Dps            MQEKPQEPKVVGVEILEKSGLDIKKLVDKLVKATAAEFTTYYYYTILRMHLTG-MEGE---GLKEIAE17
Uncult.crenarch   --MVTKNPKVVGVEILKKNGLNVDKLVKQLITNASVEFTAYYYFTNLRMHCTG-MEGE---GIKGIIE18
Mb_Hp             ----MITVAKVAREVVEKAGVDIEKLLELLIKNASAELTTYYYYTILRFNLIG-LEGE---GIKEIAE19
Ma_Hp             ----MITVAKVAREVVEKAGVDIEKLLELLIKNASAELTTYYYYTILRFNLIG-LEGE---GIKEIAE20
Tm_Hp             -------MARVAREMVEKAGVDVDKLLELLIKNAAAELTTYYYYTILRANLIG-LEGE---TIKEIAE21
Mm_Hp             -------MAKVSREMVENSGINVDELVELLVKNAAAELTTFYYYTILRVNLIG-LEGE---GLKEIAE22
Mt_Hp             -------------------------------------THNLLFYTLLGANLIG-LEGE---GLKEIAE23
Gv_HP             -------MAKVAREMVEKSGVNVDELVAKLVRAASAEFTTYYYYTLLRAHAIG-FEGE---GLKEIIE24
Pf_HP             -------MPEHNRRLVERTGIDVEKLLELLIKAAAAEFTTYYYYTILRNHATG-LEGE---AIKEIIE25
Ec_Dps            -MSTAKLVKSKATNLLYTRNDVSDSEKKATVELLNRQVIQFIDLSLITKQAHWNMRGANFIAV HEML D26
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Ss_Dps            DARLEDRLHFELMTQRIYELGGGLPRDIRQLADISACSDAYLPENWKDPKEILKVLLEAEQCAIRTWK30
Uncult.crenarch   DARLEDLSHFESCIERIFQLGGSLPNDAQAFTKMSGCEFLQLPKNPTDIKAILEKCLKAEQGAIVNWD31
Mb_Hp             TARVEDRNHFEALVPRIYELGGKLPRNMNDFHNISACSPAYLPEDPTDIRAMLQVLVNAERCAVRGYT32
Ma_Hp             TARVEDRNHFEALVPRIYELGGKLPRNMNDFHDISACSPAYLPEDPTDIRAMLQVLVDAERCAVRGYT33
Tm_Hp             VARIEDRNHFEALVPRIYELGGKLPDCMKEFHDLSACPPARLPDKPT-VQEILRVLVAAERCAVKGYT34
Mm_Hp             TARIEDRNHFEALVPRIYELGGSLPKDMKDFHDISGCPPAYLPDDVTDINKLMKVLLQAEQCAVKQYT35
Mt_Hp             AARIEDRNHFEALVPRIYELGGELPGDMKEFHDISGCPPAYLPAKTNDTMEILEVLVAAERCAVRQCT36
Gv_HP             DARLEDRNHFEALFPRIYELGGDLPRDIRDFSDMAACADAYLPDNPNDARQLLGVLVEAERCAIRVYT37
Pf_HP             DARLEDRNHFEALVPRIYELGGELPRDIREFADLASCRDAYLPEEP-TIENILKVLLEAERCAVGVYT38
Ec_Dps            GFRTALIDHL DTMAERAVQLGGVALGTTQVIN--SKTPLKSYPLDIHNVQDHLKEL-- ADRYAIVAND39
                    *     *::    *  :***      . :   :       *  .       :      *:: *:40
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Ss_Dps            EVCDMTYGKDPRTYDLAQRILQEEIEHEAWFLELLYGRPSGHFRRSSPGNAPYSKK---------43
Uncult.crenarch   IVCKMTYNKDPATYDIAKDILMEEIEHESWFLELLYGRPSGHMRRKFSGERPHTQKHSRALG---44
Mb_Hp             EICNLTAGKDHRTYDLSQAILNEEIEHESWFSEFLGEGPSGHFLR-RGDTSPFVSKFLR------45
Ma_Hp             EICNLTAGKDHRTYDLSQAILNEEIEHESWFSEFLGEGPSGHFLR-RGDTSPFVSKFLR------46
Tm_Hp             EICNMTAGKDHRTYELSLAILNEEIEHESWFSEFLGEGPSGHFMR-RGETSPFVSKFLK------47
Mm_Hp             KICNITAGKDHRTYDLALAILNEEIQHESWFSEFLGDGPSGHFLR-QGKTSPFVSKFLE------48
Mt_Hp             HICNITAGKDHRTYDLALSILHEEIAARIMVLRVPG-----------------------------49
Gv_HP             EICDMTFGKDHRTYELALAILNEEIEHEAWFSEFLGEGPSGHFRRGTPGESPYTSRFLVVPNGHN50
Pf_HP             EICNYTFGKDPRTYDLALAILHEEIEHEAWFEELLTGKPSGHFRRGKPGESPYVSKFLKTR----51
Ec_Dps            VRKAIGEAKDDDTADILTAAS-RDLDKFLWFIESNIE----------------------------52
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