
1285Nucleic Acids Research, Vol. 18, No. 5

Nucleotide sequence of the genes encoding the Li 1, Li,
Li 0 and Li 2 equivalent ribosomal proteins from the
archaebacterium Halobacterium marismortui
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A XEMBL3 clone (PP*10) containing a gene cluster coding for
the ribosomal proteins LI1, L1, LI0 and L12 was identified in
a genomic library of the halophilic archaebacterium
Halobacterium marismortui (Hma) using a heterologous
hybridization probe (pBH327) from the related organism
Halobacterium halobium (Hha) (1). A 3000 bp region of the
PP*10 is shown in the figure. HmaLi and HhaLi share 79%,
HmaLIO and HhaLiO 66% and HmaLI2 and HhaLi2 68%
identical amino acid residues, respectively. 78% identity was
found for HmaL1 and HcuLl I (Halobacterium cutirubrum) (2).
The gene order strongly corresponds to that of the E. coli

equivalent genes whereas the operon structure is different, namely
the HmaLl gene is fused to the HmaLIO/HmaLI2 operon leaving

HmaLl 1 in a monocistronic gene arrangement. Our results agree
with those obtained for the other halobacteria (1, 2). Putative
promoter and terminator structures are underlined.

ACKNOWLEDGEMENTS

We would like to thank Dr T.Itoh for providing us with the
plasmid pBH327 and Dr H.G.Wittmann for his continuous
support.

REFERENCES
1. Itoh,T. (1988) Eur. J. Biochem. 176, 297-303.
2. Shimmin,L.C. and Dennis,P.P. (1989) EMBO J. 8, 1225-1235.

1 HmaLllC tCaICgCR ttatccQt4aacgcaatccLLLctgccgcgQa at.tccacttatt A1CC'CAACTATCGAAGTCT(CGTTCGG AGGC 100101 AACC~~COCCTCGCCCCCCAACTCGGCa;CCG=ACAIfflrTA=TACCl;TCGTACA GGAGATCAACGACCAGACGGCAGCCTInCACCGCA 200
201 CCGAAGTCCCCGTCTCAAGTCACGACCACAGAT 300301 XAAACOCGCAC(CCCGa:CCCCCAGCAGGAUWCInCT7CACClOCFOACCAGGCTCAAACAGAT(C(LXACC:AGAAGCACCCOGACC70CTCTC 400401 AC*rCCC 500401 TACGACTCACGCGA<XCAAAAGAAGTCGCTTaTIMMCCCCCCGTACJ;CA 500
501 ACCCAGGCCAGTACACGACG'IC GGCGCGACCCCAAGCGtaagtcggactggcgttgctgtgcgactggcgtgLgtt.ttttcctctgLt.ttcgacgc 600
601 tgctgagccactgcacagtcgat.gtaccCCCgttaaCgactggccCCtgcgaacCggaacaccCCgtcagcucggtcCttgLgctggLtcgacggL 700

701 atgtc c t ogtctactcgcacgag tcaggcatcgcctgttcactgacccgcLaga tc ggcgtacLt:cgagt c IATGCAGAT 800
801GAAAfAG_A 900
901TA_ _ rGCCACCA CACTGCr AG 1000

1001TCGTGAACACGACCFCGG(OCCACCAACCGAl(XACICAC 1100
1101 T C(XCA:tX;AC 1200
1201

1
1300

1301 CGCAA AAAT ATCGC CCGAGAGGCC AAAW 1400

1401 ACGA70GOGCMCGA7UGAGG7TrCtCga AI GMTAAtCALGACCCATt CC GAAGCAGAGTAGCT CATC 1500
1501GTAGAGATATCCATCCrACGACACCoGACTGCGGACAITGxACGACCaCACOGACC 1600
1601 CCGMAAcTITCGTrrCCCACACGcTCcAGCCTCAcrACGAlTCA AGACCAAG_ 1700
1701 ACCATCGIGCA ATAAGTC CA CCC ACGCCCAACAT 1800
1801 ATCGATGCCATACCcCG C GAGC7C =GKGKACGCACGCATTCAGCAAGGCrCCATTC 1900
1901 ACGTCCTTT2ACTAGCAOGGAl CA _T_G_A_A_AT 2000
2001 _VllTCTGTCGAA CACGAA A 2100
2101 GGCCGAXTTCACCTCGTCAGCCAA CACCGAO CTCCATCOTCGTCAACCCAAGAGCCTCGCG 2200
2201 TCCACACGGCCATCGAGGAlG A A 2300
2301ACTCCCAGACGOC.GGCO I AC ACGACA GACACCOCATC AGACGAOGA(CC 2400

- HmL12
2401 GACGACOCGGCCGAGGAGGCCAA(XCW(TC 101CtaacaacacagactacaacCATGQ 2500
2501 A TAITAOClCMA.CATCTMA AC AATCAACGAAGACAAC( CCO I TiCOGACOT CGAOGTCGAAGC G2600
2601 TCCCG7IOTCAlC1AACCACAl:A:TCAT GCr CA CAdCOGX 2700
2701 A COAGCCGACGA CACGA7GACCGA0G 2800
2801 OGAAtCACCICt aactcggt.tcaacacagctcaggctttctttjcgtgcgctcgaccggtgagaggagtca 2900
2901 atactgaccccgccgatagccgtgtttctatataCgattatgctgagccacgtccagacatgtiatctagactgtaccctgcacacagaagccg tctca 3000

* To whom correspondence should be addressed


