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One more conserved sequence motif in helicases
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Recently 6 conserved sequence stretches were identified in
bacterial, yeast and viral proteins constituting a superfamily
of (putative) helicases (1-3). An additional conserved segment
has been observed in DNA helicases (2,3). Here we identify a
similar motif in a number of other DNA and (putative) RNA
helicases. Its secondary structure prediction suggests that it
may be an element of the RId. core of these proteins (3)
involved in some conserved activity other than DNA binding.
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GKS-11-CIITGSTRVAA-QNVHAKL (4)
GKS-11-CVVTGATRIAA-QNMYAKL (4)
GKS-18-VAVTASTGLAAC-NIGGIT (5)
GKT-20-IAAVTFTNKAAR-EMKERV (3)
GKT-20-IMAVTFTNKAAA-EMRHRI (3)
GKT-28-LLVVTFTEAATA-ELRGRI (3)
GKT-20-IRLAAPTGKAAA-RLTESL (3)
GKT-13-TMVLAPNKTLAA-QLYGEM (6)
GKS-27-PIDRIFTRVGAADDLASGR (7)
GKS-27-IFDAIFTRIGAADDLVSGO (7)
GKT-24-CLVLAPTRELA-QQVQQVA (8)
GKT-19-ALVLAPTRELA-OQIQKVV (8)
GKT-17-TLILAPTRVVAA-EMEEAL (9)
GKT-17-TLVLAPTRVVLS-EMKEAF (9)
GKS-12-VLMLEPTRPLT-DNMHKOL (10)
GKS-12-VLLLEPTRPLA-ENVTKQN (10)
GKS-10-VDVVLSTGRAATDDLIERF (11)
GKS-15-VTIILPTTDLR-NDWTTKV (12)
GKS-15-ITVVLPTNELR-LDWSKKV (13)
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hydrophobic residue; &=small reaidue; !- D E N or 0. GKS/T
is the C-terminal part of the "A" lsite of the NTff-binding motif
(14). The new motif resides between "A" and "B" sites of the
NTP-motif (10,14). Secondary structure predicted by Chou-Fasman
rules; b=strand, t=turn, a=helix, ?= no prediction.

REFERENCES
1. Gorbalenya, A.E. et l. (1988) Nature 333, 22. 2.
Hodgman, T.C. (1988) N-ature 333, 22-23. 3.-Gorbalenya, A.E.
et l. (1988) FEBS Lett., in press. 4. McGeoch D J et al
(1988) J.Virol. 62, 444-453. 5. Foury, F. and Laha e A (1987)
EMBO J. k, 1441-i 49. 6. Backendorf, C. a . (19165 Nucl.
Acids Res- 1,2877-2890. 7. Priebe, S.D.iinj. (1988) J.
Bacteriol. 190-196. 8. Ford, M.J. -1988) Nature
332, 736-738. Yaegashi T. e al (1986) Gene A e257-267. 10. Gorbalenya A . (1988) J.Nol. Evol. in
troan. 11. Hamilton ..0.Li0I-(1987) J.Gen.Virol.3563-2575. 12. ForsLer, R.L.S7-taj. (1988) Nucl.Acids a. 1,
291-303. 13. Krayev A.S. (71988) Dokl.Akad.Nauk SSSR, in
press. 14. Walker, 3.E. git-lkI(1982) EMBO J. l. 945-951.

74 I R L Press Limited, Oxford, England.7734


