Supporting Information

Figure S1. SACE_6965 encodes the putative phosphate utilization regulator PhoP in S.
erythraea. (a) Genetic organization of phoPR of S. coelicolor and its homologous
genes of S. erythraea. (b) Alignment of amino acid sequences of HTH domains of
PhoP proteins in some actinomycetes species. (c) Phylogenetic analysis of some
PhoP proteins.

Figure S2. Verification of phoP-overexpressed mutant (phoPo) by PCR and real time
guantitative PCR (RT-qPCR). (a) PCR of the integrated fragment spanning inserted
phoP gene region and its downstream plasmid region; (b) Transcription analysis of
phoP in WT and phoPo by RT-qPCR.

Figure S3. The plasmid-alone negative control for transcription analysis and
phenotype analysis between WT and phoPo. (a) Transcription analysis of g/nR and
phoP in WT and NULL mutant as the plasmid-alone negative control; (b) Ery A
production in WT and NULL mutant.

Figure S4. Comparison of the binding activity between His-PhoP and His-PhoPP®P,

Figure S5. Cell growth (a) and erythromycin product (b) of S. erythraea wild type
(WT), glnR-deleted mutant (Ag/nR), gIlnR complementary strain (g/nRc), phoP-
overexpressed strain (phoPo), and phoP-overexpressed Ag/nR strain (AgInR: phoPo).
The growth was determined with ODggo. The erythromycin A was determined by
HPLC.
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Saccharopolyspora erythraea LEAGPVRMDVERHVVTVSGEEVSLPLKEFDLLEYLLRNVGRVLTRGQLIDRVWGADYVGDTKTLDVHVKRLRSKLE PDPAE PRYLVTVRGLGYKFEV
Mycobacteri um_smegma tis LEAGPVRMDVERHVVSVSGEAITLPLKEFDLLEYLMRNSGRVLTRGQLIDRVWGADYVGDTKTLDVHVKRLRSKIEADPAN PVHLV TVRGLGYKLEG
Mycobacterium tuberculosis LESGPVRMDVERHVVSVNGDT ITLPLKEFDLLEYLMRNSGRVLTRGQLIDRVWGADYVGDTKTLDVHVKRLRSKIEADPANPVHLVTVRGLGYKLEG
Amycolatopsi Sﬁmedi tel‘raneiiﬂ32 LSAGPVRMDVERHVVTVDGADVSLPLKEFDLLEYLLRNVGRVLTRGQLIDRVWGADYVGDTKTLDVHVKRLRSKIE PDPGS PRELVTVRGLGYKFET
Strept omycesili vi dans_TK24 LEAGPVRMDVDRHVVTVGGTKVDLPLKEFDLLEMLLRNAGRVLTRMQLIDRVWGADYVGDTKTLDVHVKRLRAKIE PDPGAPRYLVTVRGLGYKFEP
Streptomyces_venezuelae LEAGPVRMDVDRHVVTVAGGKVDLPLKEFDLLEMLLRNAGRVLTRMQLIDRVWGADYVGDTKTLDVHVERLRAKIE PDPGAPRYLVTVRGLGYKFEP
Streptomyces_rimosus LEAGPVRMDVDRHVVTVSGGKVDLPLKEFDLLEMLLRNAGRVLTRMQLIDRVWGADYVGDTKTLDVHVKRLRAKIE PDPGAPRYLVTVRGLGYKFEP
Streptomyces_natal ensis LEAGPVRMDVDRHVVTVSGGKVDLPLKEFDLLEMLLRNAGRVLTRMQLIDRVWGADYVGDTKTLDVHVKRLRAKIE PDPGAPRYLVTVRGLGYKFEP
Corynebacterium glutamicum LEGGRVRMDVDSHTVTVGGEPVSMPLKEFDLLEYLLRNAGRVLTRGQLIDR IWGADYVGDTKTLDVHVKRLRSKIEEEPSRPRYLVTVRGLGYKFEL
Streptomyces_coel icol or A3 LEAGPVRMDVDRHVVTVGGTKVDLPLKEFDLLEMLLRNAGRVLTRMQLIDRVWGADYVGDTKTLDVHVKRLRAKIE PDPGAPRYLVTVRGLGYKFEP
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Figure S1. SACE_6965 encodes the putative phosphate utilization regulator PhoP in S.
erythraea. (a) Genetic organization of phoPR of S. coelicolor and its homologous
genes of S. erythraea. (b) Alignment of amino acid sequences of HTH domains of
PhoP proteins in some actinomycetes species. (c) Phylogenetic analysis of some
PhoP proteins.
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Figure S2. Verification of phoP-overexpressed mutant (phoPo) by PCR and real time
guantitative PCR (RT-qPCR). (a) PCR of the integrated fragment spanning inserted
phoP gene region and its downstream plasmid region; (b) Transcription analysis of
phoP in WT and phoPo by RT-qPCR.
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Figure S3. The plasmid-alone negative control for transcription analysis and
phenotype analysis between WT and phoPo. (a) Transcription analysis of g/nR and
phoP in WT and NULL mutant as the plasmid-alone negative control; (b) Ery A
production in WT and NULL mutant.
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Figure S4. Comparison of the binding activity between His-PhoP and His-PhoPP8P,
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Figure S5. Cell growth (a) and erythromycin product (b) of S. erythraea wild type
(WT), gInR-deleted mutant (Ag/nR), gIinR complementary strain (g/nRc), phoP-
overexpressed strain (phoPo), and phoP-overexpressed AglinR strain (Ag/inR: phoPo).
The growth was determined with ODggo. The erythromycin A was determined by
HPLC.



