
© 1994 Nature Publishing Group  http://www.nature.com/naturegenetics• 
1. Wynne, J. & Braunwald, E. The cardiomyopathies and myocarditldes: toxic, 

chemical, and physical damage to the heart. lnHeertDiseese(ed. Braunwald, 
E.) 1394-1450 (Saunders, Philadelphia, 1992). 

2. Codd, M.B., Sugrue, D.O., Gersh, B.J. & Melton, L.J. Ill. Epidemiology of 
idiopathic dilated and hypertrophic cardiomyopathy: a population-based 
study in Olmsted Couhty, Minnesota, 1975-1984. Circulation 80, 564-672 
(1989). 

3. Manoiio, T.A. et a/. Prevalence and etiology of idiopathy dilated 
cardiomyopathy (Summary of a National Heart, Lung, and Blood Institute 
Worl<shop). Am. J. Csrdio/. 88, 1458-1466 (1992). 

4. Michels, V.V. et sl. The frequency of familial dilated cardiomyopathy in a 
series of patients with idiopathic dilated cardiomyopathy. New Engl. J. Med. 
328, 77-82 (1992). 

5. Berko, B.A & Swift, M. X-llnked dilated cardiomyopathy. New Engl. J. Med. 
318, 118&-1181 (1987). 

6. Muntoni, F.tttal. Deletion oftihedystrophin muscle-promoter region associated 
with X-linked dilated cardiomyopathy. New Engl. J. Med. 329, 921-925. 

7. Michels, V.V. etsl. Oystrophin analysis in idiopathic dilated cardiomyopathy. 
J. med. Genet. 30, 955-957 (1993). 

8. Channer, K.S., Channer, J.L, Campbell, M.J. & Rees, J.R. Cardiomyopathy 
in the Keams-Sayre syndrome. Br. Heart J. 59, 48&-490 (1988). 

9. Graber, H.L. eta/. Evolution of hereditary cardiac conduction and muscle 
disorder: a study involving a family with six generations affected. Circulation 
74, 21-35 (1986). 

10. Voss, E.G. eta!. Familial dilatedcardiomyopathy.Am.J. Card/of. 54,456-457 
(1984). 

11. Lynch, H.T. eta/. Hereditary progressive atrioventricular conduction defect. 
A new syndrome? J.A.M.A. 225, 1465-1470 (1973). 

12. Mestroni, L. et a/. Clinical and pathologic study of familial dilated 
cardiomyopathy. Am. J. Cardiol. 815, 1449-1453 (1990). 

13. Seldin, M.F., Prins, J.-8., Rodrigues, N.R., Todd, JA & Meisler, M.H. Mouse 
chromosome 3. Mamm. Genome 4, 547-557 (1993). 

14. Watkins, H. et s/. A disease locus for familial hypertrophic cardiomyopathy 
maps to chromosome 1 q3. Nature Genet. 3, 333-336 (1993). 

15. Carrier, L. et a/. Mapping of a novel gene for familial hypertrophic 
cardiomyopathy to chromosome 11. Nature Genet. 4, 311-3141993. 

16. Walkins, H. et a/. Characteristics and prognostic implications of myosin 
missense mutations in familial hypertrophic cardiomyopathy. New Engl. J. 
Med. 328,1108-1114 (1992). 

17. Thierfelder, t.. eta/. A familial hypertrophic cardiomyopathy locus maps to 
chromosome 15q2. Proc. natn. Acad. Sci. U.S.A. 90, 627CHi274 (1993). 

18. Calquist, J.F., Manlove, R.L, Murray, M.B., O'Connell, J.B. &Anderson, J.L. 
HLA Class II (DR and DO) antigen associations in idiopathic dilated 

errata 
Human methylenetetra
hydrofolate reductase: isolation 
of eDNA, mapping and 
mutation identification 
P. Goyette, J. S. Sumner, R. Milos, A. M.V. Duncan, 
D. S. Rosenblatt, R. G. Matthews& R. Rozen 

Nature Genetics7, 195-200 (1994) 
An old version of Fig. 2 was inadvertently printed in this 
paper. The revised part of Fig. 2 is printed below. 

A GenBank accession number has now been assigned
U09806. 
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Figs 3 and 4 were inadvertanly transposed in this paper; 
the legends were correct, as published. 
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Nature Genetics 7, 64-68 (1994) 
The authors would like to apologize for two regretful 
mistakes. The amino acid substitution predicted by the 
mutation ( CAC-258-AAC) is given incorrectly throughout 
the paper; it should read His258Asn/H258N. Also, residue 
259 (codon AAG) in Fig. 2 should read lysine (not leucine). 
The revised Fig. 2 is shown below. 
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