
Figure S1. Methylation analyses of CpG island regions of FBN1 in The Cancer Genome Atlas cancer datasets taken from the 
Shiny Methylation Analysis Resource Tool. β values for FBN1 are shown for cancer (red) and normal (grey). Significant differ-
ences in the FBN1 methylation of BRCA, CESC, CHOL, COAD, KIRP, PRAD, READ, THCA and UCEC. Significant change in 
methylation indicated as: *P<0.05; **P<0.01; ****P<0.0001. It must be noted that control data are absent for: ACC, DLBC, KICH, 
LAML, LGG, MESO, OV, TGCT, USC and UVM. ACC, acute myeloid leukaemia; BRCA, Breast invasive carcinoma; CESC, 
cervical squamous cell carcinoma and endocervical adenocarcinoma; CHOL, cholangiocarcinoma; COAD, colon adenocarci-
noma; DLBC, lymphoid neoplasm diffuse large B‑cell lymphoma; FBN1, fibrillin‑1; KICH, kidney chromophobe; KIRP, kidney 
renal papillary cell carcinoma; LAML, acute myeloid leukaemia; LGG, brain lower grade glioma; MESO, mesothelioma; ns, 
not significant; OV, ovarian serous cystadenocarcinoma; PRAD, prostate adenocarcinoma; READ, rectum adenocarcinoma; 
TGCT, testicular germ cell tumours; THCA, thyroid carcinoma; UCEC, uterine corpus endometrial carcinoma; USC, uterine 
carcinosarcoma; UVM, uveal melanoma.


