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Glioblastoma multiforme (GBM), the most common primary tumor
of the central nervous system, is associated with hypercoagulability and
venous thromboembolism. The circulating substance inducing the hy-
percoagulability is uncertain. Anticoagulants are frequently adminis-
tered to GBM patients, although these agents increase the risk of intrac-
erebral hemorrhage [1].

An inhibitor of the colony stimulating factor-1 receptor (CSF-1R) al-
ters macrophages and blocks glioma progression. The CSF-1R inhibitor
targets tumor-associated macrophages and microglia (TAMs) in a mouse
proneural GBM model, dramatically increasing survival and causing re-
gression of established tumors. Clotting factor F13A1 is part of a five
gene signature associated with response [2]. Moreover, F13A1 is one el-
ement of a 9-microRNA prognostic signature which stratified patients
into risk groups strongly associated with survival in all glioblastoma
subtypes except the non-G-CIMP (Glioma CpG Island Methylator Pheno-
type) proneural group [3].

Coagulation factor XIII A chain is a protein that in humans is en-
coded by the F13A1 gene [4]. The macrophages that contain factor XIII
reportedly facilitate the deposition of crosslinked fibrin or fibrinogen in
some patients with breast cancer and Hodgkin's disease [5].

In this analysis, we examined the role of F13A1 in human glioblas-
toma survival.

In newly diagnosed GBM, we assessed the association between
F13A1 and glioblastoma overall survival using the GBM cohort (dataset
IDTCGA.GBM.sampleMap/SNP6_nocnv_genomicSegment) in TCGA (The
Cancer Genome Atlas) database (TCGA-GBM). To access and ana

lyze the data we used the UCSC Xena browser (https://xenabrowser.
net). Survival data of the GBM subgroup were extracted for analysis and
generation of Kaplan–Meier curves for overall survival. The optimal cut-
off was identified by methods described in the R2 web-based application
(http://r2.amc.nl). Further details have been published [6].

Data from 571 patients was analyzed. The mean age at diagno-
sis was 57.8±14.5 (mean±SD). The longest tumor dimension was
1.1±0.43cm; shortest dimension 0.44±0.24cm. Karnofsky perfor-
mance score was 77.2±15.8. The patients were 38.8% women and
60.2% men; in 1% of cases gender was not specified. 64% of patients
received chemotherapy; 81.6% received radiation therapy. 11.6% re-
ceived hormonal treatment (glucocorticoids).

Patient overall survival (days) by tumor F13A1 copy number seg-
ments (log2tumor/normal), after removal of common germ-line
copy-number variants (CNVs), is shown in Fig. 1. The common CNVs
and method of removal are described on the xena browser site [7]. Note
that copy number segments ≤0.02270 are associated with significantly
poorer survival (p=0.028). 282 patients with copy number segments
≤0.02270 had median survival 337days; 289 patients with copy number
segments ≥0.02270 had median survival 407days. Survival was identi-
cal for optimal or median cutoff. F13A1 copy number segments did not
significantly differ for treated and untreated patients.

O‑6‑methylguanine‑DNA methyltransferase (MGMT) copy number
segments did not correlate with F13A1 copy number segments
(r=−0.057, p=0.495). Among molecular markers, the methylation
status of the O‑6‑methylguanine‑DNA methyltransferase (MGMT) gene
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Fig. 1. (A). Patient survival (days) by copy number segments (log2tumor/normal) after removal of common germ-line copy-number variants (CNVs). Removing the common germline
copy-number variants can make it easier to focus on the copy variation that is just in the tumor. Note that that copy number segments≥0.02270 (red line) are associated with signif-
icantly better survival, while copy number segments≤0.02270 (blue line) are associated with significantly poorer survival.(B). F13A1 Transcript-specific expression for “tumor” TCGA
data and “normal” GTEX data (transcripts per million). All RNAseq data was generated by the Toil pipeline recompute done by the UCSC Computational Core using the RSEM package.
All transcripts are from Gencode V23 comprehensive annotation. Regions that are intronic in all transcripts are removed. The remaining exonic regions are numbered 1.0.15. Note the
variation of expression of the F13A1 ENST00000264870.7 transcript in tumor (lavender) versus normal (blue-green) tissue. (For interpretation of the references to colour in this figure
legend, the reader is referred to the web version of this article.)

has shown a significant association with survival in patients with GBM
[8].

TCGA studies have identified four subtypes of GBM. These subtypes
are defined by genomic characteristics, survival length, patient age and
treatment response. The four groups were named Proneural, Neural,
Classical and Mesenchymal [9]. The proneural subtype has the best sur-
vival. There is no significant variation in F13A1 copy number segments
among the 4 subtypes.

Armand Trousseau first reported the relationship of malignant tu-
mors and coagulation in 1865. Trousseau diagnosed the syndrome in
himself two years later, dying soon afterward of gastric cancer. Recent
findings suggest that genetic pathways within tumor cells might trig-
ger some thrombotic phenomena [10]. One common factor XIII Vari-
ant, Val34Leu, is protective against venous thromboembolism [11] and
might be partly responsible for the increased survival of GBM patients
with tumors having multiple copy number segments of F13A1.

D-dimer plasma level, a marker of coagulation activation, is elevated
in patients with active malignant disease. Moreover, elevated d-dimer
levels are significantly associated with mortality compared to normal
values in GBM [12]. Combined measurement of factor XIII and D-dimer
is helpful for differential diagnosis in patients with suspected pulmonary
embolism, suggesting that the two substances may interact [13].

The increased median overall survival associated with increased
F13A1 copy number segments (2.3months, hazard ratio 0.812, 95%
confidence interval 0.72 to 0.91; P=0.028 by the log-rank test Fig. 1A)
is comparable to the increased median overall survival after treatment
with temozolomide (2.6months) [14]. Stupp et al. found that the un-
adjusted hazard ratio for death in the radiotherapy-plus-temozolomide
group was 0.63 (95% confidence interval, 0.52 to 0.75; P<0.001 by the
log-rank test). The hazard ratio difference (0.812 versus 0.63) implies
that the survival increase seen with the F13A1 copy number segments
difference was not as great as that seen with temozolomide, though the
confidence intervals overlap slightly.

Fig. 1B shows F13A1 Transcript-specific expression for “tumor”
TCGA data and “normal” GTEX data (transcripts per million). Note the
variation of expression of the F13A1 ENST00000264870.7 transcript in
tumor (lavender) versus normal (blue-green) tissue.

Although molecular markers for GBM are limited, some epigenetic
markers, copy number variants, and mutation genotypes predict sur-
vival, for example IDH status, PTEN and EGFRvIII [15]. Other coagula-
tion markers also relate to survival, for example von Willebrand Factor
(vWF) [16].

Multiple copy number segments and transcript-specific expression of
F13A1 may represent another molecular marker. Further studies would
be worthwhile.
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