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Three GroEL-like heat shock proteins (HSP56, HSP58, and HSP18) have been observed in Streptomyces
albus (G. Guglielmi, P. Mazodier, C. J. Thompson, and J. Davies, J. Bacteriol. 173:7374-7381, 1991). Here
we report the cloning and complete nucleotide sequence of groELI, which encodes HSP18 and HSP58, and
groEL2, which encodes HSP56. Both nucleotide sequences predicted proteins of 56,680 Da that were 70%
identical. The 5’ nucleotide sequence of groELI coded for a protein corresponding to HSP18 that may be a
processed gene product. At least two groEL-like genes were present in all 12 Streptomyces species tested; they
were not closely linked in the genome. groEL1, but not groEL2, was adjacent to a groES-like gene.

Pleiotropic genetic phenotypes and biochemical properties
have demonstrated that the heat shock proteins of the
GroEL family have physiologically diverse functions (for
reviews, see references 13, 17, and 20). GroEL was orig-
inally named for the role it plays in bacteriophage virion
assembly (7, 28), although its more general function was
suggested by the fact that it is essential for viability of
Escherichia coli at all temperatures (5) and that overproduc-
tion of GroEL suppresses defects in various enzymes (24).
These apparently disparate phenotypes are presumed to be
indirect and a reflection of the primary activity of GroEL in
stabilizing intermediates in protein folding pathways that
may lead to the export or assembly of enzyme complexes
(12). Apparently, GroEL cannot provide this function for all
proteins; SecB, DnaK, and the trigger factor seem to play
similar roles but have different substrate specificities (1, 12).
In spite of these diverse functions, which overlap with those
of other proteins controlling protein renaturation, only one
groEL gene has been reported so far in the numerous
eubacteria that have been studied. Our observation of three
GroEL-like proteins (HSP18, HSP56, and HSP58) in Strep-
tomyces albus (8) implied that there are multiple copies of
groEL-like genes in this organism. Although the amino acid
sequence of the N-terminal region of HSP18 was similar to
that of GroEL from various bacteria, its size (18 kDa) and
basic charge were very different from those of all other
GroEL proteins described to date, which, like HSP56 and
HSPS58, are acidic and have apparent molecular masses
ranging from 55 to 65 kDa.

Cloning of two S. albus groEL-like genes. Xhol fragments
(1.2 and 1.8 kb) that contained different S. albus groEL-like
genes (8) were partially purified from genomic DNA by
agarose gel electrophoresis and cloned into the Sall site of
pUC19 (25). Plasmid pGM1, containing a 1.8-kb insert, was
isolated by screening with a groELI-specific probe (OL1
[8]); pGM2, containing a 1.2 kb insert, was isolated by
screening with a probe corresponding to the 5’ region of the
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Mycobacterium leprae groEL gene (15). DNA inserts in
pGM1 and pGM2 were then used as probes to screen a
genomic bank generated with cosmid pHC79 (11). Recombi-
nant cosmids were obtained that hybridized to the 1.8-kb
(pGM3) or 1.2-kb (pGM4) Xhol fragment. The fragments of
pGM3 and pGM4 that corresponded to the region within and
adjacent to the Xhol fragments were determined by South-
ern blot hybridization and subcloned into M13 for dideoxy
sequencing reactions (19).

Sequence of groELI. The nucleotide sequence of the region
of pGM3 that corresponded to OL1, HSP18, and HSP58 is
shown in Fig. 1. Codon usage analysis (data not shown)
predicted a functional open reading frame (groELI) that
encoded an acidic protein (a pl of 4.60 was predicted by
using the University of Wisconsin sequence analysis pro-
gram Isoelectric) of 56,681 Da whose N-terminal amino acids
corresponded to Edman degradation products of the N
terminus of HSP58 (10 residues analyzed) and N-terminal
and internal V8-generated peptides of HSP18 (48 of 49
residues analyzed). Although these amino acid sequence
identities were unexpected, they provided strong evidence
that HSP18 was the product of the groELI gene. The
hybridization data cited above (8) indicated that S. albus has
only two groEL-like genes; nucleotide sequence analysis
described below showed that the second gene did not encode
HSP18. Nevertheless, the nucleotide sequence of groELI
(which has been determined from two independent clones,
pGM1 and pGM3) had no in-frame stop codon that could
give rise to an 18-kDa peptide. Since the predicted N-termi-
nal 21-kDa polypeptide of GroEL (HSP18 migrates as a
21-kDa band under some denaturing conditions [8)) is acidic
(estimated from the first 201 amino acids of groELI; pI 4.43),
the basic charge of HSP18 (8) also cannot be explained
directly from the primary sequence of groELI.

The synthesis of a truncated basic protein (HSP18) could
be explained by ribosomal frameshifting at a site within
groELI. Frameshifting can generate unexpected alternative
gene products (2) that are sometimes functional. For exam-
ple (4, 6, 23), in the E. coli dnaX gene that encodes DNA
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1 ACACAGCGACGGGCAGGTCCGGCACCCGCGACGACGGATCGACCTGGTCGCCACACTCAG

61 ATCAGTTAACCCCGTGATCTCCGAAGGGGGAGGTCGGA
VTTAS S K

121  GGTTGCCATCAAGCCGCTCGAGGACCGCATCGTGGTCCAGCCGCTCGACGCCGAGCAGAC
VAIKPLEDRTIVVYVQPLDAEQT

181 CACGGCTTCGGGCCTGGTCATCOCGGACACCGCGAAGGAGAAGCCCCAGGAGGGCGTCGT
TASGLVIPUDTANKETKTEPOQETGVYV

241
LAV GPGRTFENGERTLTPLDVHIKT

301
G DVVLYSKYGGTTETVI KTYNGTETE

361 GTACCTCGTCCTCTCGGCCCGCGACGTTCTCGCCATCATCGAGAAGTAGCAGGCCGGAGS
Y LVLSARDV VLA ATITITETIKS?®*

421 GGTCCGGGCGCGAGCCCGGACGGCAGACTCCACCTTTTTCCTGAAGCGCGCCCCTGGCCC
481 CCGCGAGTGTTTGCCGGGTGGCGAGGGGCGCGTTTCATTTCGAGAGCGCGGCGGCAGGCC
— -

541  GCTCCGAGAGGATTCGAAAAGCTCCCATGGCGAAGATTCTGAAGTTCGACGAGGACGCCC
M A K I L KFDEUDA AR

601 GTCGCGCCCTTGAGCGCGGCGTGAACCAGCTGGCCGACACCGTCAAGGTGACCATCGGCC
RALERGVNOQLADTVI KVTTIGH?P
————

661 CCAAGGGCCGCAACGTCGTCATCGACAAGAAGTTCGGCGCCCCGACCATCACCAACGACG
K GRNVV IDIKIKTFGAPTTITNIDG
21 TCGCCCGTGAGGTCGAGTGCGACGACCCGTACGAGAACCTCGGCGCCCAGC
VTIAREVETCDUDT PYTENLSGAQL
781 \TCGCGGGTGACGGCACCACCACCGCGA
VKEVATKXKTNDTIAGDGTTTAT
841
S LANQALVREGLRNVYVAAGASTE
901 TCGACGCCGCCGTCGCCGCCGTCTCCGCCGAGCTGCTCG
A AL KKGTIDAAMVAAV SAETLTLTOD
961 TCGACGACAAGTCCGACATCGCCGCCGTOGCCGOGCTCTCCGCGC
TARPTIDDIKSUDTIANMAVAALSA AQ
1021

\TCGCCGAGGCGATGGACAAGGTCGGCAAGGACGGTG
D XKQVGELTIALEAMDIEKTYGKDGV

1081 TCATCACCGTCGAGGAGTCCAACACCTTCGGTGTCGACCTGGACTTCACCGAGGGCATGG
I TVEESNTTEFGVDLDTFTETGMA

1141  CCTTCGACAAGGGCTACCTGTCCCCGTACATGGTGACCGACCAGGAGCGTATGGAGGCCG
FDKGJYTLSZPYMNVTDOQETRMNMEALV
1201 TCCTGATCCACCAGGGCAAGATCGGTTCGATCCAGGACCTGC
LDDPYTILTIGESBQGKTIGS STIOQDTLHL
1261 TGCCGCTGCTGGAGAAGGTCATCCAGGCGGGTGGCTCCAAGCCGCTGCTGATCATCGOCG
PLLEKVIQAGGSIK KTPTLTLTITIAMTE
1321 TCCGCGGCACGTTCA
D VEGEALSTTLVVNKTIRGTTFEN
1381 ACGCCGTCGCCGTCAAGGCGCCCGGCTTCGGTGACCGCCGCAAGGCGATGCTCGGCGACA
AVAVEKAPGTFGDRTREKANMNMLGT DM
ua TCGCCGAGGAGGTCGGCCTCAAGCTCGACCAGG
ATLTGATVIAEEVGLTE KTLTDTQ QA
1501
GLDVLGTARRYTVTEKDDTTHI
1561 TCGTGGACGGCGGCGGCAACGCCGAGGACGTCCAGGGCCGCGTCGCCCAGATCARGGCCG
VDGGGNAEDVOQGRYVAQTITKAMALTLE
1621  AGATCGAGTCGACCGACTCGGACTGGGACCGCGAGAAGCTCCAGGAGCGCCTCGCCAAGE
I ESTDSDUWDRETKTLGOQETRTLATKITL
1681

\TCCGCGTCGGCGCGGCCACCGAGGTCGAGCTGAAGGAGC
AGGVCVIRVGAATTEVTETLTIKTEHR

1741 GCAAGCACCGTCTGGAGGACGCCATCTCCGCGACCCGCGCCGCGGTCGAGGAGGGCATCG
K B RLEZEDATISATRAAYVEEGTIUV

1801
$ GGG S ALV HAV KV LDDNLGHR

1861
T GDEATGVAVV RRAAVETPTLHR R

polymerase III, the in-frame translational stop signal en-
codes a 71-kDa polymerase subunit. A —1 translational
frameshift occurs in 50% of the transcripts at a site within the
gene; as a result, ribosomes terminate early in the new frame
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1921 TCGCCGAGAACGCCGGCCTCGAGGGCTACGTCATCACCACCAAGGTGGCGGAGC
W IAENAMGLEGYVITTI KVATEL
1981 TCGACAAGGGCCAGGGCTTCAACGCGGCCACCGGCGAGTACGGCGACCTGGTCAAGGCCG
-D K GQGFNAAMATGEYGDTULVIKA ARG
2041 TCGACCCGGTCAAGGTCACCCGCTCCGCCCTGGAGAACGCGGCCTCCATCGCCT
VIIDPVKVTRSALENANMASTIALS
2101
LLLTTETLVVEIKPA AETETETPTENA
2161

G HGHGH S H *

2221 CCCCGTCGCGGGGAGCCGGGCCTCCGGCETGTCCGGGACCCCCCGGGACGCGCGACGCCT
-

2281 mmmmmmm
2341  TCAGCTTCACCAGGCCCATCAGCGCCTTGTACCGAGGGTCCGGGAT 2386

FIG. 1. Nucleotide sequence of groELI and groES. Arrows
indicate imperfect inverted repeat sequences. Underlining indicates
experimental amino acid sequence data (8). The double-underlined
T (threonine) residue indicates the only inconsistency with the
experimentally determined peptide sequence (P2) (8).

to yield a 52-kDa protein. Both the 52- and 71-kDa products
are thought to have physiological roles. In the case of
groELI, which can be translated as a full-sized protein of 58
kDa (8), a +2 or —1 frameshift would generate a stop codon
to produce a 21-kDa basic protein. Alternatively, posttrans-
lational cleavage and modification of GroEL1 are possible.
We are carrying out C-terminal amino acid analysis of
HSP18 to distinguish between these possibilities.

Codon usage analyses predict that the region upstream of
groELI contains a functional open reading frame encoding a
10,948-Da protein that is homologous to GroES found in a
variety of bacteria, including E. coli, Coxiella spp., Legion-
ella spp., cyanobacteria, Mycobacterium tuberculosis, and
M. bovis (data not shown). The groES-like gene is separated
from the groEL-like gene by a long inverted repeat sequence
that contains a motif (TTTCAT[16 N]JTTGCCG) that is also
present upstream of the M. tuberculosis, M. bovis, and M.
leprae groEL-like genes (3).

Sequence of groEL2. The nucleotide sequence of the region
of pGM4 that hybridized to the M. leprae probe (Fig. 2)
showed that it was different from groELI. Codon usage
analysis (data not shown) predicted a functional open read-
ing frame that encoded an acidic protein (predicted pl, 4.61;
GroEL2) of 56,682 Da whose N-terminal amino acids corre-
sponded to the 10 N-terminal residues of HSP56 (8). Inspec-
tion of the sequence within 200 bp of groEL2 did not reveal
a groES-like gene like that near groELI.

Similarities between GroEL1, GroEL2, and eubacterial
GroEL proteins. Although GroEL1 and GroEL2 were 70%
identical, there were significant differences. GroEL1 did not
contain the Gly-Gly-Met motif found near the C terminus of
these procaryotic proteins and in all reported eucaryotic
HSP56-58 proteins (with the exception of chloroplast
rubisco-binding protein). Instead, the C terminus of GroEL1
contained the motif Gly-His-Gly-His-Gly-His-Ser-His.

A comparison of GroEL1, GroEL2 and other eubacterial
GroEL proteins is shown in Fig. 3. With this alignment, the
percent amino acid identity for all pairwise combinations
was calculated and presented as a dendrogram (Fig. 4). This
analysis revealed that, although GroEL1 clearly belonged to
the actinomycete group, it was distinguishable from all other
members, which formed a distinct family.

Multiple groEL-like genes in streptomycete genomes. South-
ern blots of genomic DNA isolated from 12 different Strep-
tomyces spp. (S. albus and S. coelicolor A3 [2] [John Innes
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S. sp. 1942 mx—mmmmmmwmmmi
2. coli MAAKDVKPGHDARVEMLRGCVNVLADAVEVT LGP RCRNVVLDKSFGAPTITKDGVSVARE
C. burmeti MAAKVLEKPF SEEVLEAMERCVEVLANAVEVTLCPRCRNVVLDKSYCAPTITRDGVSVAKE D
L. paeumono. MA-KELRFCODARLONLACVMALADAVOVINCP RCRNVVLEKSYGAPTVTRDGVSVAKE I
M. bovis MA-KTIAYDEEARRGLERGLNALADAVKVTLCP RCANVVLEKKNGAPTITHDGVS IAKE T
1  GGCAGGCAGGCCGTCCGTCGCGGGCGCCAGCACGGTCCGGAGTATCCACCCTCCCCAGAC o el o R IAYDEE AR R A A AVIV T ST RS ONVVLE e A LTI TUDGVE LARE T
N. leprae MA-KTIAYDERARRCLERGLESLADAVKVTLCPRCRNVVLEKKNGAPTITHDGVSIAKE I
61 AGAGTCCGGGGGACCCCCAGTCCTGGGAGGACCACTTCACATGGCCAAGATCATCGCGTT S. ALBUS-S6 MA-KIIAFDEEARRGLERCMNQLADAVKVTLGP RCRNVVLEKKNGAPTITRDGVS IAKE T
M A K I I ATF S. ALBUS-S8 MA~KILKFD)
CONSERVED M .. ... G.. LA..V VI.GP.GRNVV,.K..GAP ...DGV..A.E.
121 CGACGAGGAGGCGCGGCGCGGTCTCGAGCGCGGGATGAACCAGCTCGCCGACGCCGTCAA
. . ELEDAIENTGVALIRQAMSKTNDAAGDGCTTTATVLARAVVKEGLRNVAAGANAILLKRG.
DEEARRGLTETRGMNGOQLADAVUVK Pl Piia Ry DO T A A AT A TVIAOA L TR LRA VAN NSt
C. burnetd ELEDKFEMNCAQMVEKEVASRTSDDAGDCTTTATVLAQAILVEGIKAVIAGMNIPMDLKRG I
181 GGTCACCCTTGGCCCCAAGGGCCGCAACGTCGTCCTCGAGAAGAAGTGGGGCGCCCCCAC L. pneumono. EFRERFISMCAQNVEKEVASKTSOTAGDGTTTATVLARS ILVEGAKAVAACMNPMDLKRG I
V TLGPXKG RNVVILEIKIKUWSGA AZPT M. bovis ELEDPYEKIGARLVKEVAKKTDOVAGDCTTTATVLAQALVRECLINVAAGANPLCLKRG I

N. tubercul. ELEDPYEKIGARLVKEVAKKTDOVAGDGTTTATVLAQALVREGLINVAAGANPLGLKRG I
TCGAGCTCGAAGACCCGT) M. leprae ELEDPYEKIGAELVXEVAKKTDOVAGDGCTTTATVLAQALVKECLRNVAAGANPLGLKRG I
241 GATCACCAACGATGGTGTCTCCATCGCCAAGGAGA 'ACGAGAA S. ALDUS-S6 ELEDPYEKIGAEL! VREGLINVAAGARPMALKRG.

WVKEVAKKTDDVAGDGTTTATVLAGAL! 3¢
I TNDGV SIAKETIETLTETHDTPYEHK S. ALBUS-58 ECDDPYENLGAQLVKEVATKTNDIAGDGTTTATVLAQALVREGLRNVAAGASPAALKKGT
CONSERVED E .. e Geveenne A....D AGDGTTTATVLA.... BC ..V AGC .. IK.GI
301 GATCGGCGCCGAGCTGGTCAAGGAGGTCGCGAAGAAGACGGACGACGTCGCCGGTGACGG
S. sp. 1942 DKATNFLVEQIKSHARPVEDSKSIAQVGAI SAGNDF EVGOMIADAMDKVGKEGVISLEEG
1 GAELVKEVAKKTDDVAGDG E. coli DKAVTAAVEELKALSVPCSDSKAIAQVGTISANSDETVGKLIARAMDKVGKEGVITVEDG
361 CACGACGACCGCGACCGTCCTGGCCCAGGCGCTCGTCCGCGAGGGTCTGCGCAACGTCGE §: burnerd Er et g e et
. umOno . DKAVLAVTKKLOAMSKPCKDSKAIAQVGTT! IARAMEXVCKECVITVEDG
T TTATVLAQALVRETGLTRINUVA N Dovie " EXAVENVISTLUGAKEVEYKEQIAATAAISAG-DOSICOLIAEANDKVGNEGVITVEES
M. tubercul. EKAVEKVTETLLEGAKEVETKEQIAATAAISAC-DOSIGDLIARBAMDKVGNEGVITVEES
421 CGCGGGTGCCAACCCGATGGCCCTGAAGCGCGGCATCGAGAAGGCCGTCGAGGCCGTCTC N. loprss EXAVDRVIETLLKDAXEVETREGIATAAL £AG-DOS IGOLIARMGVGHECVI TVEL S
. ALBUS-! \VSSALLEQAKDVETKEQIASTASISAA-DTQIGCELIARMDKVGKEGVITVEES
AGANPMALKRGIERKAMVEARAVS S. ALBUS-58 DAAVAAVSAELLOTARP IDDKSDIAAVAALSAQ-DRQVGELIARAMDKVGKDGVITVEES
481 CONSERVED « A, . . ee « IA ....SA D .F .IA.AM.KVG..GVI..E..
S ALLEQAKDVETIKEQ QTIASTHA S. ap. 1942 KSMITELEVTEGMAFDRGYISPYFATDTERMEAVFDERFILITDKKIGLVODLVPVLEQV
B. cold \WVELESPF ILLADKKISNIREMLPVLEAV
541 CTCCATCTCCGCCGCCGACACCCAGATCGGCGAGCTGATCGCCGAGGCCATGGACAAGGT C. burneti SCLENALEVVEGHOFDRCYLSP T IIMOGMMEACLEXPY LLLVDKKI SNIRELIPLLENY
L. UMODo . NGLENELSVVEGMOLI-AVEASPYF INNQONMSCELENRPF ILLVDKKVSSIREMLSVLEGY
ST SAADTOQIGELTIAEAMDKVY N.m‘(l NTFGLAOLELTEGMRFDRGYISCYFVTDPERQRAVLEDPY ILLVSSKVSTVKDLLPLLEXV
601 CGGCAAGGAAGGCGTCATCACCGTCGAGGAGTCCCAGACCTTCGGTCTGGAGCTGGAGCT Py ot e bbby
. SCYFVTDAERQEAN
G K EGVITVEESOQTTFGTLTETLTEHTL s.&‘sc QTPGLELELTEGMRFDRCYISAYFATDMERMEASLDDPYILIVNSRIGNVKDLLPLLEKV
S. ALBUS-S8 NTFGVDLOFTRECMAFDKCYLSPYMVTDQERMEAVLDDPYILIAQGKIGSIQOLLPLLEKV
661 CACCGAGGGTATGCGCTTCGACAAGGGCTACATCTCGGCGTACTTCGCCACCGACATGGA CONSERVED ce Lo .EGM . . SY. ... . .. PBdL. Kee .eva.. BV
TEGMRTFDIKGYTISAYFATDME S. sp. 7942 ARAG—RPLVIIAEDIEKEALATLVVNRLRGVLNVAAVRAPGFGDRRKAMLED IAVLTGG
E. co. AKAG-—KPLLIIAEDVEGEALATAVVNTIRGIVKVAAVRAPGPCORRKAMLOD IATLTGG
721 GCGGATGGAGGCGTCGCTCGACGACCCGTACATCCTCATCGTCAACTCCAAGATCGGCAA o B reti ARSG—RPLIVIARDTRCEALATLVVIBITRGVVEVAAYEAPGECORMKANLOD IAVLTCS
RMEAMANSTLTUDTDEPTYTILTIVNSTZKTIGHN I.p ARSC—RPLLITARDVEGEALATLVVIMMAG TVRVCAVKAPGFGORRKAMLOD IATLTRG
M. bovis IGAG—KPLLIIAZDVEGEALSTLVVNKIRCTTKSVA! Ny~
781 CGTGAAGGACCTGCTCCCGCTGCTGGAGAAGGTCATGCAGTCGGGCAAGCCGCTGCTGAT M. tubercul.  IGAG—KPLLIIAKDVECKALSTLVVAKIACTYKSVAVEAPCPGDRRKAMLODMAILTCC
M. leprae IQAG—KSLLIIARDVEGEALSTLVVNKIRGCTFRKSVAVRAPGFGORRKAMLODMATL'
VKDLLPLLEKYVMOQSGEKPLLI 5. ALBUS-56 MOSC—KPLLI TAEDVEGEALSTL! \VKAPGPGDRRKAMLGDTATLTCS
S. ALBUS-58 IQAGGSKPLLI. VA 'TLTGA
841 CATCGCCGAGGACGTCGAGGGCGAGGCCCTGTCGACCCTGGTGGTCAACAAGATCCGTGG CONSERVED . ..L..IAED.E EAL.T VVN .RG. . AVEAPGFCORRKAMI G.A.LT .
I AEDVEGEALSTLVVNE KTITRDGEG -
S. sp. 71942 QLITEDAARKLDTTKLDQLGKARRITITKDNTTIV-AEGNEAAVKARVDQI!
901 CACCTTCAAGTCCGTCGCCGTCAAGGCCCOGGGCTTOGGCGACCGCCGEAAGGCCATGE € orseti R IXMGVEQIRRETENgSS
. buranet. SEEVCLSLEAASLDDLGSAKRVVVTKDDTTI IDGSGDAGD!
TFKSVAVKAPGTFGDRREKAML L. paeumono. QVISEEIGKSLEGATLEDLGSAKRIVVTKENTTIIDGEGKATEINARITOIRAQMEETTS
M. bovis QVISEEVCLTLENADLSLLGKARKVVVTKDETTIVEGAGDTDAIAGRVAQIRQEIENSDS
961 CGGTGACATCGCCATCCTCACGGGCGGCACGGTCATCTCCGAGGAGGTCGGCCTCAAGCT N. tubercul.  QVISERVCLTLENADLSLLGKARKVVVTRDETTIVEGAGDTDAIAGRVAQIRQEIENSDS
G DI AILTGGTUVISEEUVGLIKL M. leprae QVISEEVCLTLENTDLSLLCKARKVVMTKDETTIVEGAGDTDAIAGRVAQIRTEIENSDS
S. ALBUS-56 TVISEEVCLKLENAGLDLLGRARKVVITKDETTIVDGAGDTDQVNGRVAQIRAEIENSDS
1021 GGAGAACGCCGGTCTCGACCTGCTGGGCCGCGCCCGCAAGGTCGTCATCACCAAGGACGA o aLpus-se VIR EVGLRLOGACLOVLGTARRVIVIXEDTTIVDGGGHARDVOGRVAGIRAE IXSTDS
E NAGTLTODTLTLGTRARTEKTVYVVYVTITTIEKTDE CONSERVED .I.E. . .L. . L. IG A...... K..TTI. . G..... .R..QI. ..E...S
S. sp. 7942 SYDKEKLQERLAKLSGGVAVVKVGAATE TEMKDRKLRLEDAINATRAAVEEGIVPGGCTT
1081 GACCACGATCGTCGACGGTGCCGGCGACACGGACCAGGTCAACGGCCGCGTCGCGCAGAT k. coli DYDREKLOERVAXLAGGVAVIKVGAATEVEMKEKKARVEDALSATRAAVEEGVVAGGGVA
T T I VDGAGTDTODAG OV VNGTP RVUVAR QT C. burneti DYDKEKLOERLAKLAGGVAVIKVGAATEVENKEKKARVEDALAATRAAVERGVVPGGGVA
L. pneumono. DYDREKLOERVAKLAGGVAVIKVGAATEVEMKEKKARVEDALRATRAAVEEGIVAGGGVA
1141 CCGCGCCGAGATCGAGAACAGCGACTCGGACTACGACCGCGAGAAGCTCCAGGAGCGTCT . bovis DYDREXLGERLAKLAGCVAVIEAGAATEVELXENKERIEDAVRMAKAAVEEGIVAGGGVT
M. tube. 1. DYDREKLOERLAKLAGGVAVIKAGAATEVELKERKERIEDAVRNAKAAVEECIVAGGCVT
RAETIENSDSDYUDREIKTLAO QETRTL n.i.,.‘.f" DYDREKLOERLAKLAGGVAVIKAGAATEVELKERKERI RDAVAMAKAAVEEG IVAGGGVT
S. ALBUS-56 DYDREKLOQERLANVAGGVAVIKAGAATEVELKERKARIEDAVRMAKAAVEEGIVAGGCVA
1201 GGCGAACGTGGCCGGCGGCETGECCETCATCAAGGCCGGTGCCGCCACCGAGGTCGAGCT S. ALBUS-58 DMDREKLOERLAKLAGGVCVIRVGAATEVELKERKERLEDAT SATRAAVEEG IVSGGGSA
A NV AGGVAVIKAGAATTETVTEH!L CONSERVED - +D.EKLQER.A...GGV V...GAATE.E.K..K R.EDA. ...AAVEEGC.V.GGGC .
1261 GAAGGAGCGCAAGCACCGCATCGAGGACGCGGTGCGCAACGCCAAGGCCGCCGTCGAGGA $. #p. 1342 IABLAPGLENATANLSCERLIGAQIV - ALTARLERTARMAGLIGAVISKRVERLEFOR
E. cold LIRVASKLAD—LRCONEDQNVG I KVALRAMRAPLRQIVLNCCEEPSVVANTV-KGGDGN
K ERKHRTIEDA AV RNAKAAMYVETE C. burneti LIRVLKSLDS—VEVENEDORVGVEIARRAMAYPLSQIVKNTGVOAAVVADKVLMEKDVN
L. paeumono. LIRAQKALDS— LKGONDDONMC INILRRATESPMROIVINACYEASVVVNKVAREKD-N
1321 GGGCATCGTCGCCGGTGETGGCCTGGCTCTGCTCCAGGCTTCCTCGGTCTTCGAGAAGCT M. bovis LLOAAPTLDE —LKLEGDRATCANIVRVALRAPLROTAFNSGLEPGVVAEKVRNLPAGH
6 I VAGGG GV ALLUO QASSV VT EFETIKHTUL M. tubercul. LLOAAPTLDE-—-LKLEGDEATGANIVKVALEAPLRQIAFNSGLEPGVVAEKVRNLPAGH
N M. leprae LLOAPALDK——LKLTGORATGANIVKVALEAP LKQIAFNSCMEPCVVAEKVRNLSVGH
1381 S. ALBUS-56 LLOASSVFEK——~LELEGDEATGAAAVKLALEAPLRQTAVNGGLEGGVVVEKVRNLSVGH
Ss. = 'LRWIAENAGLEGYVITTKVAELD
ELEGDTEATGAAAVEKLATLTEAFP D b Ty TR LR
1441 GCTCAAGCAGATCGCCGTCAACGGTGGCCTGGAGGGCGGCGTGGTCCTGGAGAAGGTGCS s. sp. 1942 ~GYDASNNQFVNMFTAGIVDPAKVTRSALNNAAS IAAMVLTTECIVVDKPEPRKEKAPAGA
L X QI AV NGGLTEGGVVVETZKTVHR 2. coli YGYNAATEEYGNMIDMGILDPTKVTRSALQYAASVAGLMITTECMVTDLPKNDAADL—-
C. burneti YGYNAATGEYGDMIEMGI LOPTKVTRTALONAASIAGLMI TTRCMVTRAPKKKEESMPGC
L. poeumono. YGENAATGEYGOMVEMGILDPTKVTRMALOMAASVASLMLTTECMVADLPKKEEGV—GA
1501 CAACCTCTCCGTGGGCCACGGCCTGAACGCCGCGACCGGGCAGTACGTCGACATGATCGC Pl L ANGYAD PRV EREAL AR IACLY LT TEAVVASRPEXERASVEG
NLSVGHGLGHNAATGO QYVDMTIA N Cearcul. AT VY IO AN EVRVTRSAL NS AR ITEN
M. leprae ~GLNAATGEYEDLLRAGVADPVEKVTRSALONAAS: \WVADKPEXTAAPASDP
1561 o -;' m-:‘
. ] ~GFNAATGCEYGDLVKAGVIDPVKVTRSALENAASIASLLLTTETLVVEKPAREEPEAGHG
EGILDPAKYVTRSALQOQNARMNSTI CONSERVED G .A ... .. G. DP.KVTR AL. AAS.A.. .TTE .... P
1621 CGCCGCCCTCTTCCTCACCACCGAGGCCGTCATCGCCGACARGCCGGAGAAGGCCGCCGE S. ap. 1942 C———GENEDID—Y
A AL FLTTEAVIADIKZPTETIKAAA-RA £. coll GAAGGMGCMGCMGGIN
C. burneti GCOMGGMCGMEGMGGMM
1681 CGCTGCCCCGGGTGGCATGCCCGGCGGTGACATGGACTTCTGACCGGACCCGCCTTCCGG ol ot aat D eiiimeiogain
. '] j————GDMECMD—!
AMAAPGGMPGGDMDEF* M. tubercul.  G——GDMGGMD—F
N. leprae T———COMGCMD—F
1741  TCGGCCCGTCCGGCACCACGCCCACCRGGGCGGTETCCCTCTTCCGAGGGATGCCGCCCE S. ALBUS-56 M——PG—COMD—F
————————————— <——— S. ALBUS-S8 B————GH———S—1
1801 GGTGGCGTTGGTGC 1814 CONSERVED

. FIG. 3. Alignment of eubacterial GroELs from Synechococcus
FIG 2. Nugleotnde sequence of groEL2. The arrows indicate the sp. (S. sp.) strain PCC 7942 (27), E. coli (9), Coxiella burnetii (26),
position of an imperfect inverted repeat. Legionella pneumophila (18), M. tuberculosis (21), and M. bovis
(22). Alignment was done by using Clustal programs (10). Conserved
amino acids are indicated; dots show conservation of similar amino
acids. A block of conserved amino acids, a portion of which was

used to construct a degenerated probe (see Fig. 5), is underlined.
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FIG. 4. Dendrogram representation of the similarities between
eubacterial GroEL proteins. Analyses were carried out on the align-
ment shown in Fig. 3 by using CLUSTAL programs (10). Abbrevia-
tions and references are as described in the legend to Fig. 3.

Culture Collection]; S. citricolor, S. colombiensis, S. endus,
S. polychromogenes, S. rimosus, and S. spectabilis (culture
collection of Elizabeth Wellington]; S. fradiae ATCC 10745;
S. griseus [ETH, SS-1198]; S. kanamyceticus ATCC 12853;
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FIG. 5. Detection of two groEL-like genes in actinomycetes. Re-
striction endonuclease-digested genomic DNA of S. viridochromoge-
nes (lane 1; Xhol), S. parvulus (lane 2; Xhol), S. albus (lane 3; Xhol),
S. lividans (lane 4; Xhol), S. coelicolor (lane 5; Xhol), M. smegmatis
(lane 6; Pstl), and E. coli (lane 7; Pstl) were screened with an OL3, a
degenerate 30-mer oligonucleotide probe (GGCTTCGG[CTIGACCG
CCGCAAGGC[CG]ATGCTC) conserved among actinomycete groEL
genes (a portion of a block of conserved amino acids, underlined in Fig.
3). The positions and sizes (in Kilobases) of molecular size markers
(bacteriophage lambda cleaved with PstI) are indicated by arrows.
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S. parvulus ATCC 12434; and S. viridochromogenes GCC
40736) were hybridized with an oligonucleotide probe repre-
senting a sequence that is highly conserved among actino-
mycete groEL genes (Fig. 5; not all species are shown). Two
strong bands of hybridization were observed with high-
stringency conditions (60°C, 0.5 SSC [1x SSC is 0.15 M
NaCl plus 0.015 M sodium citrate]) in every Streptomyces
sp. tested. One band was observed in Mycobacterium smeg
matis and no bands were observed in E. coli under these
conditions of hybridization.

The observation that the probe hybridized to two restric-
tion fragments after digestion with either Xhol (Fig. 5) or
SstI (data not shown) strongly suggested that the two genes
are not closely linked on the streptomycete chromosome.
This was confirmed by using Southern blots (data not
shown), which indicated that neither cosmid pGM3 nor
pGM4 contained both genes. Finally, digestion of the S.
albus genome by Sspl followed by pulsed-field electropho-
resis, blotting, and hybridization showed that the two genes
were present on different 700- and 200-kb fragments (data
not shown).

Streptomyces spp. are gram-positive mycelial eubacteria
that are well known for their ability to produce antibiotics,
secrete proteins, and differentiate during starvation; such
conditions probably involve stress heat shock proteins (8).
GroEL synthesis is induced in stationary-phase cultures of
E. coli (16) starved for carbon, phosphate, or nitrogen (14).
The observation that most Streptomyces species have two
groEL-like genes that express three gene products supports
the notion that multiple GroEL proteins (probably compara-
ble to those observed in S. albus) fulfill physiologically
distinct and important roles. Specialized functions may be
required for substrate (protein or possibly peptide antibiotic)
recognition, subcellular localization, or physiological changes
associated with differentiation.

Nucleotide sequence accession numbers. The nucleotide
sequence data shown in Fig. 1 and 2 have been submitted to
GenBank under accession numbers M76657 and M76658,
respectively.
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