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Abstract

HLA-DR4 is associated with insulin-dependent diabetes mel-
litus (IDDM) in many populations. Many recent studies sug-
gest that the DR4 effect is really due to DQ3.2, an allele of the
nearby DQB1 locus. We used T cell clones, MAb, and allele-
specific oligonucleotides to test IDDM and control subjects for
DR4 subtypes (Dw4, DwlO, Dwl3, and Dw14) and for DR4-
associated DQB1 alleles (DQ3.1 and DQ3.2). We find that (a)
IDDM is approximately equally associated with alleles of the
DRB1 locus (Dw4 and DwlO, combined relative risk, RR
= 6.4) and the DQB1 locus (DQ3.2, RR = 5.9); and (b) there is
significant interaction, in a statistical sense, between these DR
and DQ alleles in IDDM. The only IDDM-associated DR4
haplotypes were those carrying the IDDM-associated alleles
at both loci (RR = 12.1); haplotypes with Dw4 or 10 but not
DQ3.2, or vice versa, had a RR < 1. Alternative explanations
include: (a) that susceptibility requires specific allelic products
of both DR and DQ loci; (b) that the combination of certain DR
and DQ alleles marks haplotypes with the true susceptibility
allele at a third locus; or (c) that Dw4 and 10 mark haplotypes
with an allele at another locus that interacts with DQ3.2. As
discussed, this third locus is unlikely to be DQA1 (DQa). The
data thus are not easily reconciled with an exclusive effect of
HLA-DQ. This information increases our ability to predict
IDDM by genetic typing: in the population studied, heterozy-
gotes DR3/IDQ3.2, Dw41 or DR3/[DQ3.2, DwlOj had a rela-
tive risk of 38.0 and an absolute risk of I in 15.

Introduction

Like many autoimmune diseases, insulin-dependent diabetes
mellitus (IDDM)l is associated with particular HLA alleles.
The most consistent associations have been reported with
HLA-DR3 and DR4, and especially with the heterozygous
genotype DR3/4 (1, 2).

Recent papers from our laboratories (3-5) and others
(6-15) show that some DR4 haplotypes are IDDM associated,
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1. Abbreviations used in this paper: IDDM, insulin-dependent diabetes
mellitus; NOD, nonobese diabetic; RR, relative risk.

whereas others are not. DR4 thus may be merely a marker for
the true diabetes gene(s). The goal of this study was to better
define the IDDM-associated DR4 haplotype(s), so as to better
identify the individuals at risk for IDDM.

DR4, a serologically defined allele ofthe DRB 1 locus (16),
has five defined subtypes (Dw4, DwlO, and Dw13-15) and
undefined subtype(s) (Dw-blank), all distinguishable by reac-
tions of T lymphocytes in mixed leukocyte culture (17). Sev-
eral studies have shown the Dw4 subtype to be IDDM asso-
ciated (1 1, 18, 19), whereas Suciu-Foca et al. (6) found a signif-
icant increase in DwlO but not Dw4. In a carefully controlled
study of 106 IDDM patients and 107 controls from southern
Wisconsin and 76 patients and 49 controls from the Boston
area (20), we found that both Dw4 and DwlO were signifi-
cantly IDDM associated, with relative risks (RR) of6.2 and 7.0
respectively, whereas the remaining DR4 subtypes were not
IDDM associated (RR for Dw14 = 1.1; and RR for Dw13,
Dw1 5 and Dw-blank, combined = 0.4). Therefore, in this
study, we focused on Dw4 and DwlO.

"DQ3.2," an allele of the DQB1 locus (initially identified
by leukocyte testing with monoclonal or polyclonal antibodies
and by DNA testing with Southern blots), also identifies a
diabetes-associated subset ofDR4-bearing haplotypes. We and
others (4, 5, 7, 9, 12-15) find that - 95% of DR4-positive
IDDM patients, but only - 65-70% of DR4-positive control
subjects, have the DQ3.2 allele.

Alleles at either the DRB1 locus (Dw4 and DwlO) or the
DQB 1 locus (DQ3.2) thus could account for the DR4 associa-
tion with IDDM. More studies have demonstrated the DQ3.2
association with IDDM, but this could be due to the greater
ease of detecting DQ3.2 by the methods commonly used (see
Discussion).

To determine which locus is more likely to play a causal
role in IDDM, we tested DR4-positive IDDM and control
subjects with human T cell clones (to identify DR4 subtypes),
with MAb (to identify DQw3 subtypes) and with allele-specific
oligonucleotide probes (for both DR4 and DQw3 subtypes).
Among other analyses, we used the type of analysis used by
Platz et al. (19) to show that HLA-B/IDDM associations are
due to linkage disequilibrium between HLA-B and DR. Study-
ing 69 DR4-positive subjects (40 patients and 29 controls), we
controlled for DRB1 alleles and tested whether there remains
an IDDM association with DQ3.2. Likewise we controlled for
DQB 1 alleles and tested whether there remains an IDDM asso-
ciation with Dw4 and DwlO.

For all statistical analyses in this study, Dw4 and DwlO
data were pooled, since our intent was to determine which
locus (DRBl or DQB1) has the primary influence in IDDM,
not to distinguish the effects of the two IDDM-associated al-
leles at the DRB 1 locus. Similar results (not shown) were ob-
tained when Dw4 data were analyzed alone, although the cor-
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responding P values were slightly higher. DwlO, a DR4 sub-
type largely limited to Ashkenazi Jews, was infrequent in the
southern Wisconsin population studied here (2 of 40 DR4-
positive IDDM patients and 0 of 29 DR4-positive control
subjects). The DwlO data, if analyzed in isolation from Dw4,
thus would not be statistically significant.

Methods
Subjects. Patients (n = 195) and controls (n = 114) were carefully
matched for geographic origin. All patients had classical ketosis-prone
insulin-dependent diabetes. 54 patients wtre from the University of
Wisconsin Pediatric Diabetes Clinic (Dr. Michael MacDonald, De-
partment of Pediatrics, University of Wisconsin, Madison) and 141
were from the Wisconsin Diabetes in Youth Study (Dr. Donn D'Ales-
sio, Department of Preventive Medicine, University of Wisconsin,
Madison). Controls were intended to represent the population, and
were not selected to either include or exclude IDDM patients or their
relatives. 55 controls were Wisconsin-born adults unselected with re-
gard to age, sex, or family history of diabetes. Individuals born outside
Wisconsin were specifically excluded. Each of the remaining 59 con-
trols was an age strata- and sex-matched friend control for one of the
patients from the Wisconsin Diabetes in Youth Study. To prevent
attrition or depletion of cell samples, we made immortal cell lines from
all subjects (see "Cells used"). Of these 309 subjects, 69 DR4-positive
subjects (40 patients and 29 controls) were randomly selected and
studied more intensively for DR4-related HLA alleles.

Cells used. Cells studied were 309 HLA-typed lymphoblastoid cell
lines produced in M. J. Sheehy's laboratory. Cell lines were HLA-DR
typed with antiserum trays from One Lambda Co. (Los Angeles, CA),
the complement being diluted 1:2 to 1:3 with heat-inactivated com-
plement.

Typingfor Dw4 and DwJO with Tcell clones. Dw4 and DwO0, two
of five defined subtypes of DR4, were determined by proliferation of
human T cell clones, Dw4 by clone M 1-72 (3, 20) and DwO0 by clone
B34-85 (21). This testing is described in detail elsewhere (20). Results
were classified as positive, negative, or ambiguous by cluster analysis as
described by Shaw et al. (22). These two clones gave no ambiguous
results in the experiments reported here.

Typing for subtypes of DQw3 with MAb. DQ3.2, a subtype of
HLA-DQw3, was defined by indirect immunofluorescence using a
FACS IV cell sorter. Each antibody was used as ascites fluid diluted
1:160, and the second antibody was affinity-purified fluorescein iso-
thiocyanate-conjugated rabbit anti-mouse IgG. MAb used were:
17.15 (23), which binds to DQw3; A- 10-83 (24), which binds to DQ3. 1;
and IIB3 (25), which binds to DQwl and DQ3.2 (26). On cells hetero-
zygous for DQw3 (either DQwl/w3 or DQw2/w3), the first two anti-
bodies were used to identify DQ3.2 cells (positive for DQw3 but nega-
tive for DQ3. 1). On cells that were homozygous DQw3/w3, MAb IIB3
was used to identify the DQ3.2-positive cells.

Oligonucleotide typing. From 1 -,gg DNA samples, the second exons
encoding the polymorphic outer domains of the HLA-DRB1 and
HLA-DQB 1 chains were amplified by polymerase chain reaction,
using specific DNA flanking primers as described (27, 28). Amplified
DNA samples were dot blotted onto nylon membranes, and alleles
were identified by autoradiography after hybridization with 32P-end-
labeled oligonucleotide probes. Oligonucleotide sequences for the
DQ3.1, DQ3.2, Dw4, DwO0, and Dw14 probes were described (27).
The Dw13 probe sequence is CAGAGGCGGGCCGAGGT. The
Dw1O probe cross-hybridizes to the DRB1 alleles of some DRw6 hap-
lotypes; probe reactivity can be assigned to either the DR4 or DRw6
haplotype by restriction enzyme digestion of the amplified DNA (27).
Similarly, the Dw14 probe cross-hybridizes to the DRB1 allele of the
DR1 haplotype.

Blind testing. Immunological tests for Dw and DQ antigens were
done in separate laboratories (M. J. Sheehy and B. S. Nepom, respec-
tively), each without knowledge of the other's results. Confirmatory

dot blot studies were done on randomized, blind coded samples in a
third laboratory (H. A. Erlich).

Data analysis. Relative risk (RR) is an odds ratio: (no. patients with
antigen/no. patients without antigen)/(no. controls with antigen/no.
controls without antigen) (29). Etiologic fraction is calculated as (fre-
quency of antigen in patients - frequency of antigen in controls)/(1
- frequency of antigen in controls) (30). P values were calculated by
the Fisher Exact Test (31) for relationships of HLA alleles to IDDM
and by log-linear analysis (32) for interaction between DR (Dw) and
DQ alleles in IDDM.

Results

To determine if the association of HLA-Dw4 and 10 with
IDDM is due to linkage disequilibrium with DQ3.2, or vice-
versa, we tested a single set of subjects for both DR4 subtypes
and DQw3 subtypes. These markers were identified in all sub-
jects at both the protein level in immunological assays (using
MAb for DQw3 subtypes and T cell clones for DR4 subtypes)
and the DNA level (by oligonucleotide probe analysis of spe-
cifically amplified DNA). All testing was done in blind fashion
as described in Methods.

We previously reported (20) that only two of the DR4
subtypes, Dw4 and DwlO, are IDDM associated (RR of 6.2
and 7.0) in the population studied here. The RR for Dw14 was
only 1. 1, and the RR for Dw 13, Dw 15, and Dw blank, com-
bined, was < 1. We thus determined before starting this study
that Dw4 and DwIO data would be pooled (except for Table I,
which summarizes the test results) and analyzed separately
from the remaining DR4 subtypes.

Table I summarizes allelic assignments for the 69 selected
DR4-positive cell lines. As described in Methods, both immu-
nological tests and DNA dot blots were done for the alleles of
primary interest (Dw4, DwIO, DQ3. 1, and DQ3.2), whereas
testing for Dwl 3 and Dw14 was done by DNA dot blots alone.

Log-linear analysis ofDw X DQ X IDDM shows that Dw
and DQ in combination play a role in IDDM susceptibility (P
< 0.05). In particular, the alleles DQ3.2 and Dw(4 + 10) are
preferentially associated in IDDM patients compared with
controls.

The association of Dw4 and 10 with IDDM, shown here
and described previously, cannot be due to linkage disequilib-
rium with DQ3.2 in the population. Dw4 and 10 were nega-
tively correlated with DQ3.2 in the control group (r = -0.44
[X2 = 3.86, P = 0.045]). Only in the patient group was there a
slight but nonsignificant positive correlation between the al-
leles at these two loci (r = +0.20 [X2 = 0.08, P = 0.64]).

The relationships of various DR4 haplotypes are summa-
rized in Fig. 1. The IDDM-associated DR4 haplotype thus is
best defined by a combination ofDw and DQ markers (Fig. 1
and Table II). Individuals that were either Dw4, DQ3.2 or
Dw1O, DQ3.2 made up 80% of DR4-positive patients but only
28% of DR4-positive controls (P = 1.5 X l0-5, top section of
Table II). Among all subjects (patients and controls with or
without DR4, bottom section ofTable II), the RR for DR4 was
4.4. The DR4-associated DRB 1 and DQB 1 alleles had RRs of
6.4 and 5.9, respectively. However, the risk associated with
each locus is entirely attributable to haplotypes having
IDDM-associated alleles at both loci (RR = 12. 1). Haplotypes
with the IDDM-associated allele at one locus but not the other
had RR < 1.

Together, the heterozygous phenotypes DR3/Dw4, DQ3.2
and DR3/Dw 10, DQ3.2 (last line of Table II) had a RR of 38.
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Table L Distribution ofDR4-Positive Patients and Controls among Subtypes ofDR4 and DQw3

A. Patients (n = 40)
DR4 subtypes Total

Dw4 DwlO Dw13 Dw14 Other

DQ3.2 30 2 0 7* 0 38 (95%)
DQ3.1 1 0 0 0 1 2 (5%)

Total 78% 5% 0% 18% 3%

B. Controls (n = 29)
Dw4 DwlO Dw13 Dw14 Other Total

DQ3.2
DQ3.l

Total

8 0 2t 11 1 21 (72%)
7 0 0 1 0 8(28%)

52% 0% 7% 41%

Dw4 or 10 Dw4-10-

32 6
1 1

Dw4 or 10 Dw4-10-

8
7

13

3%

Loglinear analysis of
2 X 2 X 2 table

df x2

Dw X IDDM
DQ X IDDM
Dw X DQ x IDDM

1 9.11 0.0025
1 7.52 0.0061
1 4.34 0.037

Typing for Dw4, DwlO, DQ3. 1, and DQ3.2 was done both by immunological methods (I cell clone proliferation for Dw4 and 10 and MAb
binding for DQ3. 1 and 3.2) and by dot blots of specifically amplified DNA (all four of these alleles). Typing for Dw13 and Dw14, which were

not explicitly included in our data analysis (Tables I and II), was done by DNA dot blots only. For Dw4, 67 of 69 results were concordant by
immunological and DNA testing. One discrepant result was +/- and one was -/+ (immunological/DNA results). Results for Dw10 were 100%
concordant by the two methods. DQ3.2 results were exactly like those for Dw4, 67/69 concordant with one discrepancy in each direction. Dis-
crepancies were resolved as follows: Dw4: discrepancies were resolved in favor of the T cell clone, because T cell proliferation is more likely
than DNA blotting to be functionally relevant. DQ3.2: discrepancies were resolved in favor of the positive result. The -/+ sample was DQw3
positive with both polyclonal and MAbs, and reacted with the DQ3.2 DNA probe, but was nonreactive with both DQ3. 1 and DQ3.2 antibod-
ies. Similarly, the +/- sample was DQw3 positive, reacted with the DQ3.2 antibody, but was nonreactive with both DQ3. 1 and DQ3.2 DNA
probes. The DQ3.2 DNA probe used corresponds to a part of the DQ molecule predicted to lie inside the antigen-binding pocket, and thus ex-

pected to be relevant in antigen presentation, whereas the antibody probably binds to a portion outside the antigen-binding pocket (Ucla, C., J.
Gorski, B. Mach, and M. J. Sheehy, manuscript submitted for publication). A negative result with the DNA probe is probably less significant
than a positive result, however, as the lack of binding could result from a silent mutation leaving the amino acid sequence unaltered. * One
Dw 14-positive patient was also Dw4-positive (DR4 homozygous). One Dw 13-positive control was also Dw4-positive (DR4 homozygous).
§ 2 x 2 X 2 table consists of the eight numbers (two sets of four) set out to the right, in the top portion of Table I, with subjects divided into
(IDDM [+ or -]) x (Dw4 or 10 [+ or -]) X (DQ3.2 [+ or -]).

Only 22% of the patients had these phenotypes, however, em-

phasizing the diversity ofHLA types that can occur in IDDM
patients despite the existence of certain highly susceptible
types.

Discussion

Many studies, cited earlier, show that a DQB1 allele, DQ3.2,
identifies an IDDM-associated subset of DR4 haplotypes. It

All DR4 Haplotypes

Figure 1. Relative risks
for various DR4 haplo-
types, divided according
to IDDM-associated
and non-IDDM-asso-
ciated alleles at DRB1

and DQB1 loci. In-
creased risk is seen only
for haplotypes with
IDDM-associated alleles
at both loci.

appeared, therefore, that DQ3.2 might be solely responsible for
the DR4 association with IDDM. This clearly is only part of
the story, as shown here by examining the relationships of
DR4 subtypes (Dw4, DwO0, Dw13, Dw14, and Dw-unde-
fined) to DQ3.2 among IDDM patients and controls. Table I
shows that DQ3.2 haplotypes with Dw4 or DwlO are increased
in frequency in the DR4-positive patients compared with
DR4-positive controls (75 vs. 28% for Dw4-DQ3.2 and 5 vs.

0% for Dw0O-DQ3.2), whereas DQ3.2 haplotypes with other
DR4 subtypes were decreased in frequency in the DR4-posi-
tive patients compared with DR4-positive controls (0 vs. 7%
for Dw13-DQ3.2, 18 vs. 38% for Dw14-DQ3.2, and 0 vs. 3%
for Dw-undefined-DQ3.2).

We reiterate that the pooling of Dw4 and Dw1O data, and
likewise the pooling of data for the remaining DR4 subtypes,
were planned even before we began this study, because both
Dw4 and Dw1O (but not other DR4 subtypes) were IDDM-as-
sociated in our Wisconsin and Boston studies (20). Similarly,
in DNA sequence studies in the Berkeley, CA area (Scharf,
S. J., and H. A. Erlich, unpublished observations), of seven

IDDM patients typed as DR4, four were Dw 10 and three were
Dw4. Although the discussion below refers to Dw4-DQ3.2 and
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Table H. Comparison ofDR3 and Various DR4 Haplotypes as Markersfor IDDM

A. Frequencies among DR4-positive subjects
40 Patients 29 Contr. P*

Dw4 or DwlO 83% 52% 0.007
DQ3.2 95% 72% 0.011
Dw4/DQ3.2 or DwIO/DQ3.2 32/40 = 80% 8/29 = 28% 0.00002

B. Frequencies among all subjects
Patients Controls Relative risk Etiologic fraction

DR3 98/195 =50% 24/114 = 21% 3.8 0.37
DR4 127/195 = 65% 34/114 = 30% 4.4 0.50

Subsets ofDR4 haplotypest
Dw4 or DwlO 54% 15% 6.4 0.45
DQ3.2 62% 22% 5.9 0.51

Dw4orDwlO DQ3.2

+ + 52% 8% 12.1 0.48
+ - 1.6% 7.2% 0.2 <0
- + 9.8% 13% 0.7 <0
- - 1.6% 1.0% 1.6 0.006

DR3/[Dw4 or 10, DQ3.214 22% 0.7% 38.0 0.21

* Fisher exact test. t Percentages for subsets ofDR4 haplotypes in part B were calculated from the frequencies of DR4 among all subjects (127
of 195 patients and 34 of 114 controls) and the frequencies of the indicated subsets among the 69 tested DR4-positive subjects (from Tables I
and II). § Heterozygotes with one DR3 haplotype, and a DR4 haplotype bearing either Dw4 + DQ3.2 or DwlO + DQ3.2.

DwlO-DQ3.2 as IDDM-associated HLA haplotypes, bear in
mind that DwlO was very infrequent in the population stud-
ied, even in the patient group. Any observations regarding
Dw IO, ifanalyzed in isolation from Dw4, thus would not have
been statistically significant.

HLA typing has been much less useful for predicting
IDDM in the population than in affected families. Maclaren et
al. (33) reported that the absolute risk of IDDM for DR3/4
heterozygotes in the population is -1 in 40, significantly less
than the risk for HLA-identical siblings ofIDDM patients (one
in seven overall and one in four when the shared DR type is
DR3/4). Similar sibling figures were obtained by Cavender et
al. (34). Thus DR typing is 6-10 times less powerful as a
predictor of IDDM in the population than among patients'
siblings. The detection of a highly diabetogenic subset ofDR4
haplotypes (Dw4-DQ3.2 and possibly DwlO-DQ3.2), de-
scribed here, permits much greater predictive power as illus-
trated below.

In the same southern Wisconsin counties studied here,
Klein et al. (35) found diabetes mellitus (types 1 and 2 not
differentiated) in 2.3 per 1,000 or 1 in 435 persons age 20-29, a
figure close to the 1 in 400 reported by Maclaren et al. (33) for
IDDM. The prevalence figure from Klein et al. is probably a
slight underestimate of the risk for IDDM in the population
tested, but will be used here for lack of specific prevalence data
for IDDM. To the degree that this figure is too low, the calcu-
lations below will be conservative.

Using Bayes' theorem, the absolute risk of IDDM for any
given HLA type is: P(IDDM HLA type) = P(IDDM)
X P(HLA type IDDM)/P(HLA type). P(IDDM) . 0.0023
from Klein et al. (35). P(HLA type IDDM) is estimated by
HLA frequencies in our patient group. Because our control
group was selected to represent the population (controls se-
lected without regard to IDDM in themselves or their rela-

tives), P(HLA type) is estimated by HLA frequencies in our
control group.

The frequencies of DR3/4 heterozygosity in our patient
and control groups were 0.27 and 0.026, respectively (not
shown) so, in the population studied, P(IDDM DR3/4) is es-
timated as 0.0023 X 0.27/0.026 = 0.024, or 1 in 42. This is
very close to the 1 of40 figure ofMaclaren et al. (33). Because
the DR4 haplotypes Dw4-DQ3.2 and DwlO-DQ3.2 made up
80% ofDR4 haplotypes in patients and 28% in controls (Table
I), the absolute risk for persons heterozygous DR3/Dw4-
DQ3.2 or DR3/DwlO-DQ3.2 is estimated as 0.0023 X 0.80
(0.27)/0.28(0.026) = 0.067, or 1 in 15.

The ability to identify persons with a genetic risk of 1 in 15
for IDDM makes it worthwhile to consider population screen-
ing for IDDM susceptibility. Persons identified as genetically
susceptible could then be screened for immunological markers
(antibodies to insulin and/or islet cells) that precede overt
IDDM. These genetic and immunological tests will probably
be important components ofthe effort to prevent IDDM. Pos-
sible preventive treatments are under investigation elsewhere.

There are several possible reasons why the absolute risk (1
in 15) for the HLA phenotypes DR3/Dw4-DQ3.2 and DR3/
DwlO-DQ3.2 in the population is less than that for patients'
HLA-identical siblings (one in seven on average, one in four
when both siblings are DR3/4): (a) we still may not have ade-
quately defined the susceptible DR4 haplotypes; (b) DR3 hap-
lotypes may be heterogeneous with regard to IDDM suscepti-
bility; (c) the HLA-identical siblings share, on the average, half
of their non-HLA genes as well, and some of these may influ-
ence IDDM susceptibility; and (d) the siblings share a similar
environment.

Among published studies attempting to subdivide DR4
haplotypes into those that do or do not confer IDDM suscepti-
bility, many more have shown an association with DQB 1 than
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with Dw alleles. IDDM also seems to correlate with certain
DQB1 alleles on non-DR4 haplotypes (13, 36, 37). Particu-
larly striking is the negative correlation of IDDM with aspar-
tate at amino acid position 57 of the DQB1 chain (36, 37).
Thus, when we performed this study, we expected to find that
the DRBl associations (Dw4 and DwIO) with IDDM are due
to linkage disequilibrium with DQ3.2. Instead, we found a
highly significant association ofDw4 and 10 with IDDM, even
among patients and controls that are DQ3.2-positive (32 of 38
= 84% of DQ3.2' patients and 8 of 21 = 38% of DQ3.2'
controls; P = 0.0005). The IDDM association of Dw4 and 10
was slightly stronger than that for DQ3.2, whereas the etiologic
fraction was slightly higher for DQ3.2.

If DRB1 alleles are as important as DQB 1 alleles in ex-
plaining the DR4 effect in IDDM, it is curious that there are
many more reports of IDDM association with DQB1 alleles.
In our opinion, this is most likely attributable to the means to
identify alleles of the two loci. Most of the recent studies of
HLA and IDDM have emphasized leukocyte serology or DNA
restriction fragment (Southern blot) analysis. Because no anti-
bodies or restriction fragments have been found that distin-
guish the various DR4 subtypes, such studies would not detect
any association that might exist between IDDM and the DR4
subtypes. In contrast, many restriction fragment length poly-
morphism (reviewed by Nepom et al. [38]) and several mono-
clonal and polyclonal antibodies, including those used here,
distinguish DQ3. 1 and 3.2. Until very recently, the only way to
distinguish the various DR4 subtypes was mixed leukocyte
culture testing with homozygous typing cells. This procedure is
highly labor intensive, and the cellular reagents used are neces-
sarily highly polyspecific.

At face value, the results presented here suggest that certain
alleles at both DRB 1 and DQB 1 loci are needed for maximum
susceptibility to IDDM. Alternatively, the combination of
Dw4 or DwIO with DQ3.2 may mark haplotypes with a dia-
betes susceptibility allele at a third locus nearby, or Dw4 and
10 may mark haplotypes with an allele at another locus that
interacts with DQ3.2. The DQA 1 (formerly DQa) locus, situ-
ated between DRB 1 and DQB 1 on chromosome 6, would be a
reasonable candidate for this third locus, except that the de-
duced first-domain amino acid sequences did not vary among
DQA1 alleles of four cell lines carrying Dw4, Dw10, Dw14,
and Dw 15 (39). Other explanations are also possible, but seem
even less consistent with the available data.

Data from the nonobese diabetic (NOD) mouse are con-
sistent with the first hypothesis. In the NOD strain, two genes
on the same H-2 haplotype (murine equivalent ofHLA) seem
to be required for IDDM susceptibility: a null allele at the
IE-beta locus (HLA-DRB equivalent) and an allele at another
locus, probably in the IA subregion (DQ equivalent) (40).
Other alleles at both loci were strongly protective.

A similar mechanism may be operant in the human DR4
haplotype: i.e., Dw4 and possibly Dw1O at the DRB1 locus,
and DQ3.2 at the DQB1 locus, may be among the least pro-
tective alleles for IDDM, at their respective loci. If this were
true, maximum susceptibility would require non-protective
alleles at both loci. We further postulate that the contribution
of DR3, in DR3/4 heterozygotes, is due not only to a nonpro-
tective DQB 1 allele (36, 37) but also to a nonspecific enhance-
ment of the immune response (41) whose mechanism is still
unknown.

As stated above, this is only one of several possible models
to explain our data, although it seems to us the simplest model
compatible with all the available data. As discussed before
(20), however, Dw4 and Dw IO are relatively dissimilar among
the five DR4 subtypes that have been sequenced (Dw4, Dw IO,
Dw13, Dw14, and Dwl5), whereas Dw4 and Dw14 are very
similar. We thus lack a simple structural basis to explain why
Dw4 and 10 should be uniquely nonprotective for IDDM.

The results reported here may account for the observation
of MacDonald et al. (42) that parent-child pairs with IDDM
share DR4 much more often than DR3. DR3 has a relative
risk of 3.8 in the population tested here (Table II), whereas the
diabetes-associated subset ofDR4 haplotypes (the subset likely
to be shared by affected parent-child pairs) has a RR of 12.1.
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