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Figure S1

Microarray analysis. Sample dendrogram and Eisen’s map of the 198 phase a and of
the 270 phase b differentially expressed genes.
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Figure S2

Effects of ammonium on S. erythraea pigmentation and erythromycin production
in solid media. S. erythraea NRRL2338 was grown for 7 days on YSA medium
supplemented with increasing ammonium (A) concentrations as indicated. The effects
of the medium supplements on pigmentation (left) and on erythromycin production,
which was evaluated by microbiological assays using M. [uteus as a tester strain
(center and right), are shown. In the right panels, data are shown as mean + standard
deviation of triplicate samples in representative experiments. Similar results were
obtained in three independent experiments. (B) Effects of ammonium on
erythromycin production in liquid media. S. erythraea NRRL2338 was grown in YS
broth supplemented with 48 mM ammonium (right) or in YS broth without
supplement. Mycelial biomass (upper panels) and erythromycin production that was
evaluated by TLC (lower panels) are shown. Data are shown as mean + standard
deviation of three independent experiments.
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SACE_6817_at, rplO, 508 ribosomal protein L15
.S10-Spc-alpha_ SACE_6818_at, rpmD, 508S ribosomal protein L30
ribosomal protein SACE_6828_at, rpmC, 508 ribosomal protein L29
operon SACE_6834_at, rplW, 508 ribosomal protein L23
P SACE_6835_at, rplD, 508 ribosomal protein L4
rpsB-tsf-pyrH _ SACE_6036_at, pyrH, uridylate kinase
operon SACE_6038_at, rpsB, 30S ribosomal protein S2
SACE_6891_at, nuol, NADH dehydrogenase | chain L
nuo SACE_6897_at, nuoF, NADH dehydrogenase | chain F
SACE_6898_at, nuoE, putative NADH dehydrogenase. ..
operon SACE_6899_at, nuoD, NADH dehydrogenase | chain D
SACE_6900_at, nuoC, putative NADH dehydrogenase...
SACE_6902_at, nuoA, NADH dehydrogenase | chain A
ctaE-qchA SACE_1684_at, ctaE, cytachrame ¢ oxidase subunit |11
| SACE_1685_at, qcrC, cytochrome ¢ mono-and diheme. .
gene locus SACE_1686_at, qerA, prabable ubiquinal-cytochrome cr..
FO F1 ATP synthase _ SACE_6280_at, atpD, FOF1 ATP synthase subunit beta
operon SACE_6284_at, atpF, ATP synthase B chain
ure SACE_0634_at, ureA, urease gamma subunit protein
SACE_0636_at, ureC, urease alpha subunit
operon SACE_0638_at, ureG, urease accessary protein
SACE_3799_at, nark(, nitrite extrusion pratein
, SACE_3800_at, nasA/narB, assimilatory nitrate reductase cata...
nar/nir SACE_3801_at, nirB, assimilatary nitrite reductase lar. ..
gene cluster SACE_3802_at, nirB, nitrite reductase (NAD(PIH) larg. ..
SACE_3803_at, nirD, nitrite reductase (NAD(P)H) sma. ..
SACE_3804_at, hemD, uroporphyrinagen-|l| synthetase
SACE_3805_at, nirE/sirB , chalconelstilbene synthase family ...
amt'gnlB _ SACE_6061_at, gInB, nitrogen regulatory protein PlI
operon SACE_6062_at, amt, ammonium transporter
ginR I  SACE_7101_at, gInR, transcriptional regulator
Figure S3

Members of known or putative operons showing similar expression profile. 26 out
of 198 phase a differentially expressed genes are members of known or putative
operons. Expression profile of SACE_7101 coding for the nitrogen regulatory protein
GInR is also shown.
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Figure S4

Semi-quantitative analysis of transcripts of genes located in known or putative
operons by RT real time PCR. The RNAs were extracted from S. erythraea
NRRL2338 and rif derivatives rifl and rif6 grown in R3/1 medium up to phase a.
Results were normalized to 16S rRNA levels. Transcript levels of S. erythraea
NRRL2338 were arbitrarily given a value of 1. Data are shown as mean + standard
deviation from three independent experiments, each with triplicate samples, using
distinct cDNA preparations for each RNA sample. The Student’s t-test was used for
statistical analysis. Statistically significant differences between values from S.
erythraea NRRL2338 and rif mutants (asterisks) are declared at a p value <0.05.



