Erratum

In the June 2000 issue, in the article “Localization of
Psoriasis-Susceptibility Locus PSORS1 to a 60-kb Interval
Telomeric to HLA-C,” by Nair et al. (66:1833-1844), the
authors have identified errors in five allele designations
in table 2. A revised version of the table is presented here
(table 2). These errors were made during preparation of
the table, not in the genotypes that were used for the
analysis. For risk cluster 17, the marker allele designations
for M65169, M6S5200, M6S165, and M6S201 should
have been 2, 4, 2, and 21, respectively (not 3, 2, 15, and
14). For cluster 19, the marker allele designation for
M6S201 should have been 9 (not 10). Of these, the only
errors that could yield a difference in the interpretation
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of the results are those affecting M65169 and M65200,
because they produce a greater degree of similarity be-
tween cluster 17 and the remaining risk clusters. However,
these two errors did not influence the determination of
the boundaries of risk haplotypes 1 and 2, because that
determination was based on divergences between risk
clusters at M6S111 and M6S169, which persisted even
after the corrections were made. The authors are in the
process of sequencing the interval between risk haplotypes
1 and 2 in a collection of risk and nonrisk chromosomes.
This will allow them to determine with certainty whether
or not ancestral double-recombination events occurred
between risk haplotypes 1 and 2.
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Table 2
Haplotype Clusters (Expanded Sample) and Their Transmission to Affected Offspring
ALLELES AT
DM M M M M MMMMMMMMMMMMMMMMMMMMMMMMMM
6 6 6 6 H6 6 H6 6 6 6 6 6 666 6 6666 6 6 66 6 666 6 6 6 6
SSTSMSLSSLSSSSSSSSSSSSSSSSSSSSSSS S S S
CATEGORY 2 1 N1 I 1T A1 1A1T1111111111211111121111112
AND 72 F 2 C 6 0S5 6 06 707744160996 656 278186660
CLUSTER® 3 4 B 5§ A 6 B 1 1 7 58 822653190801 092 491743 5 1 T:NT((%T P
Risk:
17 4 5 2 34 365 52 8133 23 6 1 3 1 1192 4 3 8 310 4 12 6 3 21 21:10 (67.7) .048
19 2 5534 6..163 6 93 23613 1 1193|43 1 2 22 482143 9 16:5(76.2) 016
21 3 57 73 513163 6153 23 6 1 3 1 1|1 92|14 3 1 2 22 4161 2 7 8 3 49:21(70.0) .00082
22 3 57 73 513163 6153 23 6 1 3 1 1|1 92|14 3 1 2 22 4161 2 4 5 12 ... .. 15:10 (60.0) .32
23 6 5 9 931037153 613|3 23 6 1 3 1 1|1 82|14 3 1 2 22 4261 2 45 S 22:9(71.0) .020
25 612 2125 957153 6133 23 6 1 3 1 1| 82|14 3 1 2 22 4201 2 4 5 5 104:27 (79.4) 1.7 x 107"
Nonrisk:
14 6 511 63 5 7 93 7 16 ..5 13311 446 3 2 2 22 4232 2 52§ S 57:87(39.6) .012
26 8§ 3 216312 8 73 7153 5§53 6 1 3 1 1102 436 2 12 411272 6 16 53:64 (45.3) 31
30 5 5 51251335192 4103 13 6 5 2 2 2 2443614 84 1191 1 6 2 6 10 10:16 (38.5) 24
44 3 4 416 3 136012 2 3153 76 6 52 2 4 216 3 8 2 32 4112 1 6 2 8 9  5:15(25.0) .025
48 6 9 2102 162142 3153 86 6 52 2 4 216 3 8 2 22 4112 1 6 2 6 11 12:21 (36.4) 12
54 41410 611055 92 3133 97 6 72 2 4 216 38 2 22 4112 1 8 2 6 ... 11:11(50.0) 1.00
56 4 4 7 74 544 3216153 96 6 5224 21536 2 12 320216 3 3 S 19:22 (46.3) .64
58 4 4 7 74 544112 4 87 13 6 S5 211 44646 6 8416181 2 5 2 6 15 8:11 (42.1) 49
63 5 9 6 331544 42 5103137 3 3 111 245 4813134 1..12 42 6 12 16:27 (37.2) .093
66 S5 910175 33814312 23127 2 3 126 9§55 3 820 8416 81 2 6 2 6 15:15 (50.0) 1.00
61 2 6 4 32 365 62 8 8713111311 525 4414 6417131 2 6 5 12 ... ... 2:6 (25.0)

NoOTE.—AIl 34 markers subjected to long-haplotype clustering are displayed, in centromeric to telomeric order, from left to right. CDSN is located in RH2, between markers M65190 and

Mé6S161. Ellipses (...) indicate that no allele occurred in >50% of the founder haplotypes comprising the cluster. Italicized numbers indicate that the allele shown occurred in 50-80% of the

founder haplotypes comprising the cluster. Nonitalicized numbers indicate that the allele shown occurred in >80% of the founder haplotypes comprising the cluster. Only the conserved alleles

of RH1 and RH2 are denoted by the left and right boxes, respectively. Alleles at HLA-B and HLA-C are indicated in boldface type.

* All risk clusters for which T+ NT = 10 and the 10 most common nonrisk clusters are shown. Cluster 61 is shown for purposes of comparison with cluster 17 (see text for details). No

P value is given for cluster 61, because of an insufficient number of occurrences.
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