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ABSTRACT X-linked agammaglobulinemia (XLA) is a he-
reditary defect of B-cell differentiation in man caused by defi-
ciency of Bruton tyrosine kinase (BTK). A three-dimensional
model for the BTK kinase domain, based on the core structure
of cAMP-dependent protein kinase, was used to interpret the
structural basis for disease in eight independent point mutations
in patients with XLA. As Arg-525 of BTK has been thought to
functionally substitute for a critical lysine residue in protein-
serine kinases, the mutation Arg-525 -* Gln was studied and
found to abrogate the tyrosine kinase activity ofBTK. All of the
eight mutations (Lys-430 -3 Glu, Arg-520 -+ Glu, Arg-525 --

Gln, Arg-562 -+ Pro, Ala-582 -- Val, Glu-589 -- Gly, Gly-594
-- Glu, and Gly-613-* Asp) were located on one face ofthe BTK
kinase domain, indicating structural clustering of functionally
important residues.

X-linked agammaglobulinemia (XLA) is a human immuno-
deficiency disease characterized by a lymphocyte differen-
tiation block that results in a deficiency of B cells and
immunoglobulins, leading to increased susceptibility to in-
fections (1). Recently, the gene mutated in XLA was shown
to encode a cytoplasmic protein-tyrosine kinase (PTK) des-
ignated Bruton XLA tyrosine kinase (BTK; formerly ATK or
BPK) (2, 3). XLA is thus the first Mendelian disease in which
a cytoplasmic PTK was found to be mutated. BTK has a
single kinase domain (also designated Src homology 1 [SH1]
domain) and SH2 and SH3 domains, but lacks both an
N-terminal consensus myristoylation sequence and a C-ter-
minal regulatory region. Together with murine Tec and
Itk/Tsk it forms a new family ofcytoplasmic PTKs (4-7). The
two point mutations reported to cause XLA have both been
found in the kinase domain (2), whereas the murine X-linked
immunodeficiency defect represents the first missense mu-
tation (8, 9) in the recently identified pleckstrin homology
region located in the N terminus of BTK (10-13).
The catalytic core of the large protein kinase family con-

tains 9 invariant and 15 highly conserved residues involved in
ATP binding and catalysis (14-16). The first crystal structure
of a protein kinase was the binary complex of the catalytic
subunit ofcAMP-dependent protein kinase [cAPK; a protein-
serine/threonine kinase (PSK)] with a specific protein kinase
inhibitor, PKI(5-24) (17, 18), subsequently refined to 2.0 A
(19). The binary complex and the ternary complex with
PKI(5-24) and MnATP (20) have a closed conformation,
whereas the mammalian binary complex has an open con-
formation in which the upper domain is displaced 150 with

respect to the lower domain (21). Structures of substrate and
product peptides complexed with the enzyme (22) support a
direct in-line mechanism (23).
The x-ray structures, including the independently solved

ternary complex (24), provide a comprehensive description
of the enzyme, which has been used in modeling of myosin
light chain kinase (25), cell division cycle 2 (CDC2) protein
kinase (26), and epidermal growth factor receptor PTK (27).
The crystal structures of the human cyclin-dependent kinase
2 (CDK2) (28) and mitogen-activated protein (MAP) kinase
ERK2 (extracellular signal-related kinase 2) (29) have the
same overall fold as cAPK, suggesting that the kinase ho-
mology models are valid.

In addition to the previously known point mutations in
XLA (Lys-430 -* Glu and Arg-525 -- Gln) (2), six new
missense mutations were found in this disease: Arg-520 -)

Glu, Arg-562 -* Pro, Ala-582 -* Val, Glu-589 -3 Gly, Gly-594
-- Glu, and Gly-613 -- Asp. The functional implications of
these mutants were investigated in structural terms by mod-
eling the BTK structure to provide the first three-dimensional
model of a cytoplasmic PTK.

MATERIALS AND METHODS
Molecular Modeling. The structure ofthe BTK core protein

model was based on the ternary complex ofcAPK with ATP
and two Mn2+ ions at 2.2-A resolution [protein data base
(PDB) entry latp] and the structure of the enzyme-substrate
complex before and after phosphorylation (20, 22). The
sequence alignment was performed with Genetics Computer
Group (GCG) (30) and MULTICOMP (31) program packages.
Also the conservation of residues in the two kinase groups
(14-16) was taken into account as well as knowledge about
the function of residues gained in structural models ofcAPK.
The model was built with the program INSIGHTII (Biosym

Technologies, San Diego). The insertions and deletions were
modeled by searching loops from a data base, which con-
tained either most of the PDB structures or an unbiased
selection of the PDB (32). The model was refined by energy
minimization with the programs CHARMM (version 22) (33)
using the all-hydrogen parameter set 22 and with X-PLOR
(version 3.1) (34) using parameter sets PARAMI9 (33) and the
corresponding nucleic acid parameters (35) in a stepwise
manner whereby the conserved regions were constrained and
the largest deviations were on the insertions/deletions. First

Abbreviations: BTK, Bruton tyrosine kinase; XLA, X-linked agam-
maglobulinemia; PTK, protein-tyrosine kinase; PSK, protein-
serine/threonine kinase; cAPK, cAMP-dependent protein kinase;
PKI, protein kinase inhibitor; PDB, protein data base; 3-D, three
dimensional; CMM, chemical cleavage and mismatch method.
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RESULTS AND DISCUSSION

s gradient was below 0.0001 kcal/ BTK and cAPK sequences have 22% residue identity (Fig. 1).
as positioned manually in the cata- All of the insertions and deletions appeared on the surface of
location of the oxygen atom of the the molecule and outside secondary structures except for the
lorate complex. second a-helix (aB), which was deleted (Fig. 1). BTK ho-
iluated by testing the distribution of mology modeling (Fig. 2) was based on the cAPK core
dues (36). The model passed five of structure and the sequence alignment. The upper domain
xtesal polar fraction. This might be responsible for ATP binding is most conserved, with only two
ed only part of the protein, and the changes in the length of the peptide chain: a single residue
Lken into account in the calculations. deletion between P strands 2 and 3 and a four-residue deletion
Lso by the 3-D verification technique disrupting the aB helix (Fig. 2). This helix is also missing from
te score of a typical globular protein the crystal structure of CDK2 (28), demonstrating that aB
isis. BTK was immunoprecipitated might not be necessary for the kinase fold. The glycine-rich
ononuclearcells and subjected to i loop and the other residues in the upper domain having
identified in immunoblotting (West- contact with the ATP are conserved (Fig. 3 Upper). Of 11residues involved in binding ATP and Mg2+ in cAPK, 6 areITK peptide-specific rabbit antisera conserved in BTK, and backbone atoms ofresidues 477, 525,
peripheral blood mononuclear cells and 538 are required. Thus, corresponding residues are
r patients with the Arg-525 -+ Gln missing only for Glu-127 and Lys-168 of cAPK (Cys-481 and
ated with anti-BTK antisera. The Ala-523 in BTK). Furthermore, in PTKs the side chain
ded in kinase buffer (20mM Tris, pH corresponding to Arg-525 of BTK has been thought to
ETriton X-100) to which 1 mCi (1 Ci functionally substitute for Lys-168 in cAPK (27). The struc-
TP (3000 Ci/mM) was added. The tural similarity of the ATP and Mg2+ binding indicates
I after a 10-min incubation at room functional similarity and suggests that BTK, and PTKs in
'DS-containing sample buffer. Auto- general, have the direct in-line reaction mechanism of PSKs
were separated by SDS/PAGE and (22, 23).
Vraphy. The other insertions and deletions were on the surface in
atection of XLA point mutations in the lower domain and outside secondary structures (Fig. 2).
vas carried out by using the chemical The largest difference compared with cAPK is the insertion
method (CMM) with direct sequenc- of residues 556-559 preceding one of the two regions distin-

guishing PTKs from PSKs (Fig. 1). The insertion is too close
2P3 aa C to the ATP and to the glycine-rich loop for the substrate-

PMLVKHKESGNdYAMKI.DKQkWsVKLKQL£TLEVK binding mode of cAPK to be preserved. For catalysis to
VKYGKWR.GQYDVAIKMIKEGSMSE .... DETIEEA occur, it is reasonable to assume that the phosphorylation site

has to be in a similar position relative to the ATP in BTK as
P4 P5 aD in cAPK. To model this, the tyrosine substrate was placed on

BTK so that its hydroxyl group coincided with the hydroxyl
cAPK 93 RILQAVNFPFLVKLEFSFKDNSNLYMVMEYVAGGEMFSHLRRI GRFAEP

Btk 447 KVMMNLSHEKLVQLYGVCTKQRPIFIITEYMANGCLLNYLREMRHRFQTQ

OCE P6 P7 P8 p9
cAPK 142 HARFYAAQIVLTFEYLHSLDLIYRDLKPEENLLIDQQGYIQVTDFGFAKRV

v VV*VA O v OvO v
Btk 497 QLLEMCCKDVCEAMEYl,ESKQFLHRDLAARNCLVNDQGVVKVSDFGLSRYV

cAPK 192 KGRTWTLCG.... TPEYLAPEIILSKGYNKAVDWWALGVLIYEMAA. GYP
V v A* Vo v O v

Btk 547 LDDEYTSSVGSKFPVRWSPPEVLMYSKFSSKSDIWAFGVLMWEIYSLGKM

SG R

cAPK 237 PFFADQPIQTYEKIVSGKVRFPSHF. SSDLKDI,LRNLLQVDLTKR. . FGN
VV v V VV Ov V

Btk 597 PYERFTNSETAEHIAQGLRLYRPHLASEKVYTISMYSCWHEKADERPTFKI

((I

cAPK 284 LKNGVNDIKNHKW
Btk 647 LLSNILDVMDEES

FIG. 1. Sequence alignment ofBTK with the catalytic subunit of
cAPK. A, Conserved residues in PSKs; v, conserved residues in
PTKs; o, conserved residues in both groups according to ref. 16. Red
indicates a-helices, and blue indicates 3-strands according to cAPK
structure. The two regions distinguishing PTKs from PSKs are in
green in the BTK sequence.

FIG. 2. Ribbon representation ofBTK kinase domain. The model
was based on the cAPK structure (17, 19). Residues preceding
deletions in cAPK are blue, residues inserted are white, ATP is
green, and Mg2+ ions are the two single orange spheres just above
Arg-562. The residues changed by mutations causing the disease
XLA are yellow and from the top are Lys-430, Arg-525, Arg-562,
Ala-582, and Gly-594.
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FIG. 3. (Upper) ATP and Mg2+ binding in BTK. Of the 11
residues involved in binding in cAPK, 9 are conserved in BTK as
follows: 6 conserved residues and 3 with backbone interactions,
suggesting similar binding. Conserved residues are orange. Side
chains are shown only when they are involved in binding. Lys-430 (at
the top) and Arg-525 (at the bottom) are yellow, Mg2+ ions are red,
and ATP is green. (Lower) Catalytic site of BTK. ATP is green, and
Mg2+ ions are red spheres. The tyrosine (orange ball and stick
presentation) was positioned according to the hydroxyl group of
serine in the substrate complex of cAPK. Conserved blue residues
are Asn-526 (lower) and Asp-539 (upper). The yellow stick residues
are Lys-430 (at the top) and Arg-525 (in the middle). The conserved
Tyr-563 (orange) is sandwiched between the yellow-dot surfaces of
Arg-562 (right) and Ala-582 (left).

of the serine residue in the cAPK-substrate complex (22)
(Fig. 3 Lower). If the backbone atoms of the serine substrate
in cAPK had been used, there would not have been sufficient
space for the bulkier tyrosine side chain. The substrate
backbone thus cannot be bound in exactly the same way in
BTK as in cAPK. The different binding mode may be
accommodated by the four-residue insertion after Gly-200
(556-559 in BTK) and the four-residue deletion at 82-85 (after
Glu-439 in BTK) acting in a concerted way to give a different
binding cleft from cAPK.
XLA can be caused by various genetic abnormalities

involving BTK, including point mutations. The previously
described point mutations in the human BTK gene resulting
in Lys-430 -+ Glu and Arg-525 -- Gln changes (2) are readily
explained with the BTK model. Lys-430 on f33 is one of the
invariant ATP-binding residues, and replacement by gluta-
mate changes the charge and eliminates the interactions with
the a and 8 phosphates of ATP. Furthermore, this mutant

destroys the invariant interaction with Glu-445. All known
mutations ofthis residue in both PSKs and PTKs have caused
inactivity (41-48). Recently, the exactly corresponding ly-
sine-to-glutamate mutation in cytoplasmic PTK FES was
found to inactivate kinase function (49).
The other previously described missense mutation result-

ing in a Arg-525 -* Gln change is (2) located between .86 and
(37 on the conserved catalytic region that distinguishes PTKs
from PSKs (Fig. 1). PTKs have a highly conserved sequence
Ala-Ala-Arg, whereas in PSKs the most frequent correspond-
ing sequence is Lys-Pro-Glu, where the lysine interacts with
the y phosphate of ATP and the phosphate of the product
peptide. In PTKs, an arginine in position 170 in cAPK (525 in
BTK) has been thought to replace the lysine at 168 in cAPK
(27). This functional replacement is facilitated in BTK by the
two alanine residues preceding Arg-525 that impose no struc-
tural constraints for the arginine to interact with the phos-
phate in a similar way as the Lys-168 of cAPK (22). The
functional similarity ofArg-525 in BTK and Lys-168 in PSKs
is further emphasized by the activity of the Lys-168 -+ Ala
mutation in TPK1, which is reduced to 0.3% (48). The
Arg-525 -* Gln change cannot provide the necessary inter-
action with the ATP, possibly making it unsuited for reaction
by changing the y-phosphate orientation.
To study the functional consequences of the Arg-525

Gln mutation, the mutant protein was analyzed in vitro. The
abnormal protein was present in patients in amounts similar
to the amounts of wild-type protein in healthy subjects, but
it was not phosphorylated (Fig. 4). As the disease phenotype
in two males carrying this mutation is characteristic oftypical
XLA with virtual absence of B lymphocytes (0.2% in both
patients; normal value, 2.1-16%) and low immunoglobulin
levels, these findings are compatible with a catalytic function
for Arg-525.
Conserved Arg-166 interacts with the phosphate of the

stable phospho-enzyme intermediate in alkaline phosphatase
(50, 51). The bidentate arginine forms two hydrogen bonds
with the oxygens of the phosphoserine. Many protein phos-
phatases have been shown to operate via stable phospho-
enzyme intermediates (52). Recently Arg-174 has been
observed to contact the y phosphate of guanosine 5'-[a-
thio]triphosphate in transducin-a (53). Furthermore, mis-
sense mutations of the cognate arginine in other a subunits
may cause human endocrine tumors (54-57). Thus, although
the binding of GTP to GTPases differs from the contacts
between ATP and protein kinases in several respects (58), it
demonstrates frequent interaction between the guanidinium
group of an arginine residue and the y phosphate in nucle-
otide-binding enzymes.
By using a systematic screening approach for identifying

mutations inXLA families, six additional missense mutations
causingXLA disease have been found (Fig. 5). The mutations
were found to result in the following amino acid changes:

A

B

Btk -4

1 2

Btk -4+

1 2

FIG. 4. Analysis of BTK protein and its ability to autophospho-
rylate. Lanes: 1, material from a healthy subject; 2, material from a
patient with the Arg-525 -. Gln mutation. Similar results were
obtained with material from his cousin carrying the same mutation.
Both patients have been shown to make normal amounts of BTK
mRNA (38). (A) In vitro kinase assay. (B) Western blotting.
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Arg-562 Pro, from a G-to-C mutation at position 1817;
Ala-582 Val, from a C-to-T mutation at position 1877;
Arg-520 Glu, from a G-to-A mutation at position 1691;
Glu-589 Gly, from an A-to-G mutation at position 1898;
and Gly-613 -+ Asp, from a G-to-A mutation at position 1970.
Only Arg-562 of these sites could be involved in the catalytic
activity of BTK. Arg-562 is in the second region typical for
PTKs and is located immediately after the four-residue
insertion in the loop between 839 and aF (Fig. 1). All PTKs
have arginine or lysine at this position except for Jak and Tyk
families and Dpykl (16). Arg-562 is close to the active site,
but the model cannot predict whether it is involved in
catalysis or substrate binding, although the model would
allow the flexible arginine side chain to reach out and interact
with Asp-521, a homologue for catalytic Asp-166 of cAPK.
Arg-562 also keeps the invariant Trp-563 of PTKs in place
between the backbones close to the two regions typical for
PTKs. The function of the Trp-563 might be to keep the
integrity of the PTK-specific regions, and the mutation Arg-
562 -) Pro would disturb that. The bulkier side chain of the
proline could change the local conformation because of its
limited torsion angles.
The mutation Ala-582 -- Val in aF provides another

indication of the importance of Trp-563. The side chain of
Trp-563 is sandwiched between Arg-562 and Ala-582, and
mutation of either of the surrounding residues could thus
interfere with it sterically. The corresponding residue for
Ala-582 is either alanine or serine in all PTKs except Dpyk2
(16). The differences in Dpyks have been suggested to arise
from their hybrid nature between PSKs and PTKs (59).
Serine does not have the bidentate structure of valine, and its
OH group could be pointing away from Trp-563. These three
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FIG. 5. (A) Schematic representation of the two PCR-amplified
fragments designated B and C used in the chemical mismatch
analysis. (B) Both cDNA segments for each XLA patient were
subjected to the CMM method to detect point mutations. In addition
to the normal 820-bp full-length product for segment C, the Gly-594
-. Glu mutation appeared in two XLA brothers (P1 and P2) as a

528-bp product as a result of hydroxylamine modification. (C) Direct
sequencing of the PCR products of segment C for patients P1 and P2
showed a G-to-A mutation at nucleotide position 1913 resulting in a
Gly-594 -+ Glu change. Shown in the figure are only the G and A

sequencing tracks for the two affected brothers as well as two
unaffected relatives (lanes P3 and P4) and the normal sequence (lanes
N). The normal sequence around the this mutation is shown to the
right.

important residues (Arg-562, Trp-563, and Ala-582) are con-
served in BTK, Itk/Tsk and Tec as well as in the Src family,
where the alanine is replaced by serine. The Arg-562 -+ Pro
and Ala-582 -- Val mutations were found in XLA patients
having <1% B lymphocytes and very low immunoglobulin
levels. However, as the Arg-562 -- Pro mutation was found
in a sporadic case, and as phenotypic heterogeneity has been
reported in some families with XLA (60), the implications of
this phenotype should be interpreted with caution.
The conserved Arg-520 located at the N terminus of the

catalytic loop is structurally and functionally vital. In cAPK
the corresponding Arg-165 interacts with the stable Thr-197
phosphorylation site (17). Both of these residues are con-
served also in BTK, although the corresponding phosphor-
ylated residue in PTKs is a tyrosine (Tyr-551 in BTK). This
residue precedes the homologue for Thr-197 in cAPK (61).
Many kinases are known to be activated by phosphorylation
at either of these sites. According to the model, the phos-
phorylated Tyr-551 could interact with Arg-520 in BTK.
Mutation Arg-520 -o Glu causes XLA without detectable B
lymphocytes, presumably because of the lack of contact
between the catalytic loop and the regulatory phosphoryla-
tion site.
The conserved Glu-589 of PTKs locates in the aF in a cleft

corresponding to the substrate-binding region in cAPK. In-
activity ofthe Glu-589-* Gly change is presumably due to the
absence of ionic interaction with the substrate. The Glu-589
-- Gly mutation was found in three patients from one family
with very low levels of immunoglobulins and B-cell numbers
c 1%. Another possible substrate binding residue is the
almost invariable Gly-594 that lies on the surface of the
protein between aF and aG. BTK has a similar cleft as is
present in cAPK, but there are numerous charged residues
including arginine residues at positions 487, 490, 492, 600,
and 618. Introduction of glutamate at position 594 might
electrostatically change the entire region.
The Gly-594 -+ Glu mutation was found in a family with

XLA and concomitant growth hormone deficiency, where
the abnormality seems to be confined to this alteration, since
no evidence for aberrations in genes flanking BTK was found
(62). The XLA phenotype was mild with detectable B lym-
phocytes in the two investigated patients [B-lymphocyte
levels of 1% and 2% and IgG of 1.3 and 2.3 g/liter, respec-
tively (normal, .7.0 g/liter), in two affected brothers]. The
location of residue 594 outside the catalytic region is com-
patible with the milder disease phenotype observed in this
XLA family.
The conserved Gly-613 ofPTKs follows helix G and lies on

the bottom of the lower domain (Fig. 2). Mutation to Glu-613
causes XLA with a milder form (detectable levels of IgM,
IgG, and IgA, with IgG > 4 g/liter in two affected individ-
uals). The mutation might prevent interaction with other
domains of BTK or with the substrate.
Recently several new mutations causing XLA have been

published (63, 64). Among the 13 mutations, only one mis-
sense mutation, Ala-607 -+ Asp, was found in the BTK kinase
domain. Ala-607 locates on the aGon surface ofthe molecule
outside the catalytic cleft. It presumably is not needed for
substrate binding.

In summary, point mutations causing XLA have been
interpreted in structural terms with the aid of a 3-D BTK
model. The catalytic-core domains of PSKs and PTKs seem
to fold in a similar way, and they are thought to have a related
in-line reaction mechanism. Residues involved in ATP and
Mg2+ binding were highly conserved, whereas substrate
binding is different. The disease-causing mutations are
thought to disturb ATP binding (Lys-430 -- Glu and Arg-525
-- Gln), prevent activation due to missing contact between
the catalytic loop and the regulatory phosphorylated residue
(Arg-520 -- Glu), interfere with substrate binding (Glu-589 --

[-. 1- 1----

:-: .::.;:.;:.:!. ::-:-.: :-.-... :,, .:,.:..:... .:!:::.::: :-X..
:,:-:-::.-, :;:.:.:::::. :.::.:..::.:

Proc. Natl. Acad Sci. USA 91 (1994)



Proc. Natl. Acad. Sci. USA 91 (1994) 12807

Gly and Gly-594 -) Glu) and/or domain interactions (Gly-613
-- Glu), or clash with the conserved Trp-563 (Arg-562 -- Pro
and Ala-582 -k Val). All of the eight mutations were located
on one face of the BTK kinase domain, indicating structural
clustering of functionally important residues.

We thank Dr. J. D. Lambris for the BTK peptide used to obtain
anti-BTK peptide antisera. The skillful technical assistance of P.
Humire-Greiff and R. Engqvist is gratefully acknowledged. We thank
D. Appleby for preparation of some of the figures and Drs. G. Gill,
D. Knighton, and Madhusudan for valuable discussions. This work
was supported by the Axel and Margaret Ax:son Johnson Founda-
tion, the Swedish Cancer Society, the Swedish Medical Research
Council, and the Sven and Dagmar Salen Foundation (to C.I.E.S.);
and the Swedish Natural Science Research Council (to L.N.); and
National Institutes of Health Grant GM37674 (to J.M.S.).

1. Conley, M. E. (1992) Annu. Rev. Immunol. 10, 215-238.
2. Vetrie, D., Votechovsky, I., Sideras, P., Holland, J., Davies, A.,

Flinter, F., Hammarstrom, L., Kinnon, C., Levinsky, R., Bobrow,
M., Smith, C. I. E. & Bentley, D. R. (1993) Nature (London) 361,
226-233.

3. Tsukada, S., Saffran, D. C., Rawlings, D. J., Parolini, O., Allen,
R. C., Klisak, I., Sparkes, R. S., Kubagawa, H.,
Mohandas, T., Quan, S., Belmont, J. W., Cooper, M. D., Conley,
M. E. & Witte, 0. N. (1993) Cell 72, 279-290.

4. Bolen, J. B. (1993) Oncogene 8, 2025-2031.
5. Mano, H., Mano, K., Tang, B., Koehler, M., Yi, T., Gilbert, D. J.,

Jenkins, N. A., Copeland, N. G. & Ihle, J. N. (1993) Oncogene 8,
417-424.

6. Siliciano, J. D., Morrow, T. A. & Desiderio, S. V. (1992) Proc. Natl
Acad Sci. USA 89, 11194-11198.

7. Heyeck, S. D. & Berg, L. J. (1993) Proc. Natl. Acad. Sci. USA 90,
669-673.

8. Thomas, J. D., Sideras, P., Smith, C. I. E., Votechovskf, I.,
Chapman, V. & Paul, W. E. (1993) Science 261, 355-358.

9. Rawlings, D. J., Saffran, D. C., Tsukada, S., Laraespada, D. A.,
Grimaldi, J. C., Cohen, L., Mohr, R. N., Bazan, J. F., Howard,
M., Copeland, N. G., Jenkins, N. A. & Witte, 0. N. (1993) Science
261, 358-361.

10. Haslam, R. J., Koide, H. B. & Hemmings, B. A. (1993) Nature
(London) 363, 309-310.

11. Mayer, B. J., Ren, R., Clark, K. L. & Baltimore, D. (1993) Cell 73,
629-630.

12. Musacchio, A., Gibson, T., Rice, P., Thompson, J. & Saraste, M.
(1993) Trends Biochem. Sci. 18, 343-348.

13. Shaw, G. (1993) Biochem. Biophys. Res. Commun. 195, 1145-1151.
14. Hanks, S. K., Quinn, A. M. & Hunter, T. (1988) Science 241,

42-52.
15. Hanks, S. K. & Quinn, A. M. (1991) Methods Enzymol. 200, 38-62.
16. Hanks, S. K. (1991) Curr. Opin. Struct. Biol. 1, 369-383.
17. Knighton, D. R., Zheng, J., Ten Eyck, L. F., Ashford, V. A.,

Xuong, N.-H., Taylor, S. S. & Sowadski, J. M. (1991) Science 253,
407-414.

18. Knighton, D. R., Zheng, J., Ten Eyck, L. F., Xuong, N.-H.,
Taylor, S. S. & Sowadski, J. M. (1991) Science 253, 414-420.

19. Knighton, D. R., Bell, S. M., Zheng, J., Ten Eyck, L. F., Xuong,
N.-H., Taylor, S. S. & Sowadski, J. M. (1993) Acta Crystallogr.
D49, 357-361.

20. Zheng, J., Trafny, E. A., Knighton, D. R., Xuong, N.-H., Taylor,
S. S., Ten Eyck, L. F. & Sowadski, J. M. (1993) Acta Crystallogr.
D49, 362-365.

21. Karlsson, R., Zheng, J., Xuong, N.-H., Taylor, S. S. & Sowadski,
J. M. (1993) Acta Crystallogr. D49, 381-388.

22. Madhusudan, Trafny, E. A., Xuong, N.-H., Adams, J. A., Ten
Eyck, L. F., Taylor, S. S. & Sowadski, J. M. (1994) Protein Sci. 3,
176-187.

23. Ho, M.-f., Bramson, H. N., Hansen, D. E., Knowles, J. R. &
Kaiser, E. T. (1988) J. Am. Chem. Soc. 110, 2680-2681.

24. Bossemeyer, D., Engh, R. A., Kinzel, V., Ponstingl, H. & Huber,
R. (1993) EMBO J. 12, 849-859.

25. Knighton D. R., Pearson, R. B., Sowadski, J. M., Means, A. R.,
Ten Eyck, L. F., Taylor, S. S. & Kemp, B. E. (1992) Science 258,
130-135.

26. Marcote, M. J., Knighton, D. R., Basi, G., Sowadski, J. M., Bram-

billa, P., Draetta, G. & Taylor, S. S. (1993) Mol. Cell. Biol. 13,
5122-5131.

27. Knighton, D. R., Cadena, D. L., Zheng, J., Ten Eyck, L. F.,
Taylor, S. S., Sowadski, J. M. & Gill, G. N. (1993) Proc. Natl.
Acad. Sci. USA 90, 5001-5005.

28. De Bondt, H. L., Rosenblatt, J., Jancarik, J., Jones, H. D., Mor-
gan, D. 0. & Kim, S.-H. (1993) Nature (London) 363, 595-602.

29. Zhang, F., Strand, A., Robbins, D., Cobb, M. H. & Goldsmith,
E. J. (1994) Nature (London) 367, 704-711.

30. Devereux, J., Haeberli, P. & Smithies, 0. (1984) NucleicAcids Res.
12, 387-395.

31. Vihinen, M., Euranto, A., Luostarinen, P. & Nevalainen, 0. (1992)
Comput. Appl. Biol. Sci. 8, 35-38.

32. Boberg, J., Salakoski, T. & Vihinen, M. (1992) Proteins Struct.
Funct. Genet. 14, 265-276.

33. Brooks, B. R., Bruccoleri, R. E., Olafsen, B. D., States, D. J.,
Swaminathan, S. & Karplus, M. (1983) J. Comp. Chem. 4,187-217.

34. Brlnger, A. T. (1993) X-PLOR Manual (Yale Univ., New Haven,
CT), Version 3.1.

35. Nilsson, L. & Karplus, M. (1986) J. Comput. Chem. 7, 591-616.
36. Baumann, G., Fr6mmel, C. & Sander, C. (1989) Protein Eng. 2,

329-334.
37. Lflthy, R., Bowie, J. U. & Eisenberg, D. (1992) Nature (London)

356, 83-85.
38. Smith, C. I. E., Baskin, B., Humire-Greiff, P., Zhou, J.-n., Olsson,

P. G., Maniar, H. S., Kjellen, P., Lambris, J. D., Christensson, B.,
Hammarstrom, L., Bentley, D., Vetrie, D., Islam, K. B., Votecho-
vsk9, I. & Sideras, P. (1994) J. Immunol. 152, 557-565.

39. Cotton, R. G. H., Rodrigues, N. R. & Campbell, R. D. (1988) Proc.
Natl. Acad. Sci. USA 85, 4397-4401.

40. Green, P. M., Bentley, D. R., Mibashan, R. S., Nilsson, I. M. &
Giannelli, F. (1989) EMBO J. 8, 1067-1072.

41. Kamps, M. P. & Sefton, B. M. (1986) Mol. Cell. Biol. 6, 751-757.
42. Snyder, M. A., Bishop, J. M., McGrath, J. P. & Levinson, A. D.

(1985) Mol. Ce!l. Biol. 5, 1772-1779.
43. Hannink, M. & Donoghue, D. J. (1985) Proc. Natl. Acad. Sci. USA

82, 7894-7898.
44. Weinmaster, G., Zoller, M. J. & Pawson, T. (1986) EMBO J. 5,

69-76.
45. Chen, W. S., Lazar, C. S., Poenie, M., Tsien, R. Y., Gill, G. N. &

Rosenfeld, M. G. (1987) Nature (London) 328, 820-823.
46. Honegger, A. M., Dull, T. J., Felder, S., van Obberghen, E.,

Bellot, F., Szapary, D., Schmidt, A., Ullrich, A. & Schlessinger, J.
(1987) Cell 51, 199-209.

47. Chou, C. K., Dull, T. J., Russell, D. S., Gherzi, R., Lebwohl, D.,
Ullrich, A. & Rosen, 0. M. (1987) J. Biol. Chem. 262, 1842-1847.

48. Hjermstad, S. J., Peters, K. L., Briggs, S. D., Glazer, R. I. &
Smithgall, T. E. (1993) Oncogene 8, 2283-2292.

49. Gibbs, C. S. & Zoller, M. J. (1991) J. Biol. Chem. 266, 8923-8931.
50. Sowadski, J. M., Handshumacher, M. D., Murthy, H. M. K., Fos-

ter, B. A. & Wyckoff, H. W. (1985) J. Mol. Biol. 186, 417-433.
51. Kim, E. E. & Wyckoff, H. W. (1991) J. Mol. Biol. 218, 449-464.
52. Zhang, Z.-Y. & Dixon, J. E. (1994) Adv. Enzymol., in press.
53. Noel, J. P., Hamm, H. E. & Sigler, P. B. (1993) Nature (London)

366, 654-663.
54. Landis, C. A., Masters, S. B., Spada, A., Pace, A. M., Bourne,

H. R. & Vallar, L. (1989) Nature (London) 340, 692-696.
55. Lyons, J., Landis, C. A., Harsh, G., Vallar, L., Grunewald, K.,

Feichtinger, H., Duh, Q.-Y., Clark, 0. H., Kawasaki, E., Bourne,
H. R. & McCormick, F. (1990) Science 249, 655-659.

56. Weinstein, L. S., Schenker, A., Gejman, P. V., Merino, M., Fried-
man, E. & Spiegel, A. M. (1991) N. Engl. J. Med. 325, 1688-1695.

57. Bourne, H. R. (1993) Nature (London) 366, 628-629.
58. Schulz, G. E. (1992) Curr. Opin. Struct. Biol. 2, 61-67.
59. Tan, J. T. & Spudich, J. A. (1990) Mol. Cell. Biol. 10, 3578-3583.
60. WHO Scientific Group (1992) Immunodefic. Rev. 3, 195-236.
61. Smart, J. E., Oppermann, H., Czernilofsky, A. P., Purchio, A. F.,

Erikson, R. L. & Bishop, J. M. (1981) Proc. Natl. Acad. Sci. USA
78, 6013-6017.

62. Vofechovsky, I., Vetrie, D., Holland, J., Bentley, D. R., Thomas,
K., Zhou, J.-n., Notarangelo, L. D., Plebani, A., Fontan, G., Ochs,
H. D., Hammarstrom, L., Sideras, P. & Smith, C. I. E. (1994)
Genomics 21, 517-524.

63. Bradley, L. A. D., Sweatman, A. K., Lovering, R. C., Jones,
A. M., Morgan, G., Levinsky, R. J. & Kinnon, C. (1994)Hum. Mol.
Genet. 3, 79-83.

64. de Weers, M., Mensink, R. G. J., Kraakman, M. E. M., Schuur-
man, R. K. B. & Hendriks, R. W. (1994) Hum. Mol. Genet. 3,
161-166.

Biochemistry: Vihinen et al.


