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(b) Strong E. coli promoters

riBNA  TCTCAACGTAACACTTTACAGCGGCG » CGTCATTTGATATGATGC GCCCCECTTCCCGATAAGGS
rrm 1 GATCAAAAAMATACTTGTGCAAAAAMA s « TTGGGATCCCTATAATGCGCOCTCCETTEAGACGACZAACG
Frm X1 ATGCATTTTTCCGCTTGTCTTCCTGA  « GCCGACTCCCTATAATGEGCCTCCMTCGACACGGCGGAT
rn (DXE); CCTGAAATTCAGGGTTBACTCTGAANM s « GAGGAAAGCGTAATATACGCCACEBTCGCGACAGTGAGE
rem E1 CTGCAATTTTTCTATTGCGGCCTGE G s GAGAACTCCCTATAATGCGCCTCCRTCGACACGGDGGAT
Frm A TTTTAAATTTCCTCTTGTCAGGCCGG » « AATAACTCCCTATAATGCGCCACCHCTGACACGGAAT A A
rren A2 GCAAABRATAAATGCTTGACTC TG TAG « COGEAAGGCGTATTATGC  ACACCEBOGCEGECGETEAGAA
v PR TAACACCGTGCGTGTTGACTATT TTA CCTCTGGCGGTGATAATGG « TTGCEMTGTACTAAGGAGGT
AP TATCTCTGGEGGTGTTGACATAAATA - COACTGRGOGLGTGATACTGA - »GCACRTCAGCAGGACGC AL
TF A3 GTGAAACAAAACGEGTTGACAACATGA» AGTAAACACGGTACGATGT+ACCACRTGAAACGACAGTGA
T A1 TATCAAAAAGAGTATTGACTTAAAGT s CTAACCTATAGGATACTTA-CAGCCRTCGAGAGGGACACG
7 AZ ACGAAAAACAGGTATTGACAACATGAAGT AACATGCAGTAAGATAC AAATCECTAGGTAACACTAG
fd Wl GATACAAATCTCCGTTGTACTTTGTT T « TCGUGCTTGGTATAATCG+CTEGEEGTCAAAGATGAGTG
—35 =140 +1 .

(e) Consensus sequences for all E. coli promoters
35 region 15-17 bp 10 region
ITTGACAT TATAAT |
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Cell Wall Structures and their Phylogenetic Implications 15
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Fig. 3. Survey of the distribution of cell wall polymers among organisms. The diagramatic
presentation of the relatedness is based on Sam-values (Fox et al., 1980; the San-values of
Methanothermus, Methanotrix and Thermoplasma were kindly communicated to us by
E.Stackebrandt). In the case of the Eucaryota, the San-values of the 18S rRNA were supple-
mented with corresponding 5S rRNA data taken from Kiintzel et al. (1981).
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DYKApUOTHYECKHUE PHOOCOMBI
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