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Online Supplementary Table S1. Disease stages and histological grade of
the 144 patients with primary gastric B-cell lymphoma from the European
multicenter study. Low-grade: extranodal marginal zone lymphoma of MALT
type; high-grade: primary gastric diffuse large B-cell lymphomas.

Patients with primary gastric B-cell lymphoma (n=144)

Disease stage N. Low-grade High-grade
Ell 48 40 8
EI2 26 9 17
Ell 3 1 2
Elll 22 7 15
E Il 2 1 1
EIV 4 2 2

Online Supplementary Table S2. SNP database (dbSNP) identities, localization and context sequences of the SNP genotyped.
Alleles are coded according to the plus strand (5'—3’ orientation of CDH1).

SNP Context sequence
1 CDHI -160 AGGGTCA[A/C]CGCGTCTAT
rs16260

2 CDHI intron 2 CTTTA[G/A] GTATTTCTAGACATG
1s1559366

3 CDHI intron 3 CTGAGGGATCACTTCCACGTGCAGT[G/T]TTTTCAGGCATGACTCCCTTTCATT
rs10431923

4 CDHI intron 5 CCTCTTGACCTGTTGCTAAGGAGAA[A/G] TGATGGGAGAACGTGGGACAGTTTG
rs7188750

5 CDHI exon 13 CCGC[T/C]GGCGTCTGTAG
rs1801552 Ala 692 Ala

6 CDHI intron 13 GCATGGCTCATCTCTAAGCTCAGGA[A/G] GAGTTGTGTCAAAAATGAGAAAAAG
1$33965115

7 CDHI 3-UTR AAATCA[T/C]GTTGCTGG
rs1801026

8 CDHI 3-UTR GAAGTT[C/T]GTGTCTTT

rs13689

9 intergenic AATTGGTGATATCATCATTAGGCCT [A/G ] TACATGACTTCTGAACGCTGCTGTA
rs1477407

10 intergenic CTGTTTTTGTCAATTTCTAAGTCAT [A/G] TAAATTCCTGGGTTATTTGGTTGCT
1s12935840

11 intergenic GGGGACAGACCCAAGCTGAGGGAAG[C/T| TGATGAACAGCAAAAAGTCAAAGCC
1s8062856

12 HAS3 exon 2 GCTCGGTGGCACTGTGCATTGCCGC[G/A] TACCAGGAGGACCCTGACTACTTGC

152232228 Ala 93 Ala




Online Supplementary Table S3. Genotype counts and frequencies of all markers in patients with extranodal marginal zone lymphoma of MALT type (MALT
lymphoma) from the European multicenter study (EMCS) and healthy blood donors. Alleles are coded according to the plus strand (5’—3’ orientation of
CDH1). Differences between n per category and sum of genotype scores per category and SNP are due to missing genotypes. P values calculated for carrier-
ship of the rare allele. OR: odds ratio; 95% Cl: 95% confidence interval. HWE: Hardy-Weinberg equilibrium (Pearson), CR: call rate.

NP Locus Geno-type Healthy MALT CR CR HWE P value OR
controls lymphoma control cases control (95% CI)
(n=361) (n=88)
1 CDHI NA 26 — 7.3% 6— T7.0% 100% 98% 0.924 0.225 0477
rs16260 -160 AMC 142 —39.8% 37 — 43.0% (0.1-1.6)
c/c 189 —52.9% 43 — 50.0%
2 CDHI NA 64 — 18.0% 18 — 22.0% 98% 93% 0.774 0.406 1,284
rs1559366 intron 2 MG 177 —49.7% 40 — 48.8% (0.7-2.3)
G/G 115 —32.3% 24 — 29.2%
3 CDHI G/G 87 — 24.6% 21 — 244% 100% 98% 0.405 0.976 0,991
rs10431923  intron 3 G/T 169 —47.7% 40 — 46.5% 0.6-1.7)
/T 98 — 27.7% 25 — 29.1%
4 CDHI NA 7— 20% 1- 1% 100% 99% 0.523 0.614 0.585
rs7188750  intron 5 MG 97 — 27.0% 26 — 29.9% (0.1-4.8)
G/G 255 —T71.0% 60 — 69.0%
5 CDHI /T 65 — 18.5% 10 — 11.5% 100% 99% 0.919 0.119 0571
rs1801552  exon 13 T/C 171 —48.7% 47 — 54.0% (03-1.2)
c/c 115 —32.8% 30 — 345%
6 CDHI NA 4— 1.1% 0 — 0.0% 100% 98% 0.056 0323 0.453
rs33965115  intron 15 AG 41 - 11.5% 12 — 14.0% (0.0-8.5)
G/G 311 —87.4% 74 — 86.0%
7 CDHI /T 7T— 2.0% - 12% 100% 99% 0.500 0.606 0.578
rs1801026 3UTR T/C 97 — 27.3% 25 — 28.7% (0.1-4.8)
c/c 251 —70.7% 61 — 70.1%
8 CDHI c/e 11— 3.1% 3— 35% 100% 99% 0.851 0.847 1,136
rs13689 3'UTR CIT 107 —29.6% 27 — 31.0% (0.3-4.2)
/T 243 —67.3% 57 — 65.5%
9 intergenic NA 9 — 25% 1- 12% 100% 97% 0.242 0.447 0,455
rs1477407 NG 114 - 32.3% 30 - 35.3% (0.1-3.6)
G/G 230 —65.2% 54 — 63.5%
10 intergenic G/G 5— 14% 2 — 2.3% 100% 98% 0.288 0.544 1.661
rs12935840 G/A 58 — 16.4% 17 — 19.8% (0.3-8.7)
NA 291 —82.2% 67 — 77.9%
11 intergenic /T 71— 202% 22 — 25.9% 100% 97% 0.639 0.248 1.381
rs8062856 T/C 179 —50.8% 40 — 47.1% (0.8-2.4)
c/c 102 —29.0% 23 - 21.0%
12 HAS3 G/G 64 — 18.4% 14 — 16.3% 100% 98% 0.890 0.648 0.863
rs2232228  exon2 G/A 169 —48.6% 45 — 52.3% (0.5-1.6)

NA 115 —33.0% 27 — 314%




Online Supplementary Table S4. Chr. 16: 68,867,175-68,869,437 (assembly: Feb. 2009). The 3'-terminal region of the RefSeq of
the CDH1 gene (NM_004360.3) was aligned to genomic DNA. Sequences were obtained from Genome Browser
(http://genome.ucsc.edu). The coding sequence is underlined, the stop-codon (TAG) is in bold and italics, the poly-adenylation sig-
nal (TTATTT) is in red and bold, rs1801026 [C/T] (SNP 7) and rs13689 [G/A] (SNP 8) is in red.

ttgtccecttettectttagAATCTGARAGCGGCTGATACTGACCCCACAGCCCCGCCTTATGATTCTCTGCTCGT!
TTTGACTATGAAGGAAGCGGTTCCGAAGCTGCTAGTCTGAGCTCCCTGAACTCCTCAGAGTCAGACARAGACCA!
GACTATGACTACTTGAACGAATGGGGCAATCGCTTCAAGAAGCTGGCTGACATGTACGGAGGCGGCGAGGACGA!
TAGGGGACTCGAGAGAGGCGGGCCCCAGACCCATGTGCTGGGAARATGCAGARATCA [C/T] GTTGCTGGTGGTT
TTCAGCTCCCTTCCCTTGAGATGAGTTTCTGGGGAAARAAAAGAGACTGGTTAGTGATGCAGTTAGTATAGCTT
ATACTCTCTCCACTTTATAGCTCTAATAAGTTTGTGTTAGARAAGTTTCGACTTATTTCTTAAAGCTTTTTTTT
TTTCCCATCACTCTTTACATGGTGGTGATGTCCARAAGATACCCAAATTTTAATATTCCAGAAGAACAACTTTA
CATCAGAAGGTTCACCCAGCACCTTGCAGATTTTCTTAAGGAATTTTGTCTCACTTTTAAARAGAAGGGGAGAA
TCAGCTACTCTAGTTCTGTTGTTTTGTGTATATAATTTTTTAAARARAATTTGTGTGCTTCTGCTCATTACTAC,
CTGGTGTGTCCCTCTGCCTTTTTTTTTTTTTTAAGACAGGGTCTCATTCTATCGGCCAGGCTGGAGTGCAGTGG'
GCAATCACAGCTCACTGCAGCCTTGTCCTCCCAGGCTCAAGCTATCCTTGCACCTCAGCCTCCCAAGTAGCTGG!
ACCACAGGCATGCACCACTACGCATGACTAATTTTTTAAATATTTGAGACGGGGTCTCCCTGTGTTACCCAGGC!
GGTCTCAAACTCCTGGGCTCAAGTGATCCTCCCATCTTGGCCTCCCAGAGTATTGGGATTACAGACATGAGCCAL
TGCACCTGCCCAGCTCCCCAACTCCCTGCCATTTTTTAAGAGACAGTTTCGCTCCATCGCCCAGGCCTGGGATG
AGTGATGTGATCATAGCTCACTGTAACCTCAAACTCTGGGGCTCAAGCAGTTCTCCCACCAGCCTCCTTTTTAT
TTTTTGTACAGATGGGGTCTTGCTATGTTGCCCAAGCTGGTCTTAAACTCCTGGCCTCAAGCAATCCTTCTGCC
TGGCCCCCCAAAGTGCTGGGATTGTGGGCATGAGCTGCTGTGCCCAGCCTCCATGTTTTAATATCAACTCTCAC
CCTGAATTCAGTTGCTTTGCCCAAGATAGGAGTTCTCTGATGCAGAAATTATTGGGCTCTTTTAGGGTAAGAAG'
T[G/A]GTGTCTTTGTCTGGCCACATCTTGACTAGGTATTGTCTACTCTGAAGACCTTTAATGGCTTCCCTCTT
CATCTCCTGAGTATGTAACTTGCAATGGGCAGCTATCCAGTGACTTGTTCTGAGTAAGTGTGTTCATTAATGTT
ATTTAGCTCTGAAGCAAGAGTGATATACTCCAGGACTTAGAATAGTGCCTAAAGTGCTGCAGCCARAGACAGAG
GGAACTATGAAAAGTGGGCTTGGAGATGGCAGGAGAGCTTGTCATTGAGCCTGGCAATTTAGCAAACTGATGCT
AGGATGATTGAGGTGGGTCTACCTCATCTCTGAAARATTCTGGAAGGAATGGAGGAGTCTCAACATGTGTTTCTG.
CACAAGATCCGTGGTTTGTACTCAAAGCCCAGAATCCCCAAGTGCCTGCTTTTGATGATGTCTACAGAAARATGC!
GGCTGAGCTGAACACATTTGCCCAATTCCAGGTGTGCACAGAAAACCGAGAATATTCAAAATTCCARAATTTTTT
CTTAGGAGCAAGAAGAARATGTGGCCCTAAAGGGGGTTAGTTGAGGGGTAGGGGGTAGTGAGGATCTTGATTTG
ATCTCTTTTTATTTAAATGTGAATTTCAACTTTTGACAATCAAAGAARAGACTTTTGTTGAAATAGCTTTACTG
TTCTCAAGTGTTTTGGAGAAAAAAATCARCCCTGCAATCACTTTTTGGAATTGTCTTGATTTTTCGGCAGT TCA.
GCTATATCGAATATAGTTCTGTGTAGAGAATGTCACTGTAGTTTTGAGTGTATACATGTGTGGGTGCTGATAAT!
GTGTATTTTCTTTGGGGGTGGAAAAGGARAACAATTCAAGCTGAGARAAGTATTCTCAAAGATGCATTTTTATA,
ATTTTATTARACAATTTTGTTAAACCAT

CDHI HAS3 |

i Rk eaacruaaar T —

@IIHIIH!Illllllllll@IIHilllI'I. RN IR RN AN RN I NNl Figure S1. HapMap of the
"""""""""""""""""""" """"'“"“'"" Ry Y N g region chr. 16: 67,328,000-
) : -2 67,702,000 (assembly:
Mar. 2006) based on the D’
values and relative position
of genotyped SNPs. Criteria
for the inclusion of markers
into the HapMap view were:
CEU, HWE P value cutoff:
0.05, min. genotype: 95%,
IR, 4 e - . max. # Mendel errors: 1,
\ R G o minimum MAF: 0.05. SNPs
. VY 4 B “w genotyped in this study and
g 3 . included in the HapMap
2 . y. view are marked with red
o circles. In this study geno-
& typed SNPs not listed in the
P HapMap view (blue oval)
are positioned according to
the relative physical posi-
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