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SUPPLEMENTARY APPENDIX

Online Supplementary Figure S1. Examples of A20 deletion and TNFA/B/C gain in ocular adnexal MALT lymphoma.
Three color FISH for investigation of copy number changes at the A20 (RP11-356i2 labeled with spectrum green)
and TNFA/B/C (bPG296P20 labeled with spectrum orange) loci, together with centromeric probe CEP6 (spectrum
aqua). Cell nuclei showing copy number abnormalities are indicated by arrows. (A) A case showing no A20 and
TNF/AB/C copy number changes. (B) A case showing A20 heterozygous deletion and TNFA/B/C gain. (C) A case with
A20 homozygous deletion and TNFA/B/C gain. 



Online Supplementary Figure S2. Examples of A20, ABIN-1/2 mutation detected in ocular adnexal MALT lymphoma.  



Online Supplementary Figure S3. Functional characterization of ABIN-1 and ABIN-2 mutations. (A and B) NF-κB reporter assay
demonstrates that none of the ABIN-1/2 mutants/variants investigated shows any evidence of impaired ability in suppression
of TNFa induced NF-κB activation in HEK293 cells. (C and D) In comparison to the wild-type ABIN-2, both the E255K and
Q249H variants show defective binding to A20 and TPL2. The data that correspond to the NF-κB reporter assays represent 3
independent experiments, whereas the immunoprecipitation experiment was performed twice for A20 and three times for
TPL2. WT: wild-type; mut: mutant; * P<0.05.



Online Supplementary Table S1. Primers and PCR conditions used for amplification of the A20, ABIN-1 and ABIN-2 coding exons.



Online Supplementary Table S2. Primers used for quantitative RT-PCR.
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Online Supplementary Table S4. Incidence of ABIN-1 and ABIN-2 novel non-synonymous polymorphisms detected in Chinese patients with ocular adnexal
MALT lymphoma and a Han Chinese population.* 

*The incidences of ABIN-1 and ABIN-2 polymorphisms in Chinese patients with ocular adnexal MALT lymphoma are derived from the present study, while those in a Han Chinese population are
from the analyses of sequence data from the 1000 Genome Project.   

# The next generation sequence data from the 1000 Genome Project.1 The sequence files in BAM format for Han Chinese population were retrieved online (ftp://ftp-
trace.ncbi.nih.gov/1000genomes/ftp/pilot_data/data/ and ftp://ftp-trace.ncbi.nih.gov/1000genomes/ftp/data/).  The BAM files were aligned using BWA or MAQ aligners.2,3 Samtools software
suite running on Linux was used to identify the BAM sequence files that contained sequences covering the polymorphism sites.2 The sequence files were visualized using IGV4 and for each poly-
morphism site the sequence coverage and Phred scores were recorded.  A filter of 3 or more sequence coverage and Phred score of 10 or more for each base were used to select individuals and
sequences that were adequate for the calculation of the incidence of the polymorphism, as described previously.5 A total of 133 sequence files mapping to the polymorphisms found in this study
were retrieved: 94 Southern Han Chinese (CHS), 30 Beijing Han Chinese (CHB) and 9 Denver Chinese (CHD).  Only the individuals with sequence data that passed the filtering criteria (coverage
≥ 3; Phred score  ≥ 10) for each polymorphism site5 were included in the calculation of the incidence of the polymorphism.


