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Abstract
Background Identification of stage-specific prognostic/predictive biomarkers could lead to the more
efficient clinical management in papillary thyroid carcinoma (PTC). The main objective of this study was
to characterize the stage-specific deregulations in gene and miRNA expression in PTC and also to identify
potential prognostic biomarkers.
Methods 495 RNASeq and 499 miRNASeq PTC samples (stage I-IV) as well as, respectively, 56 and 57
normal samples were retrieved from The Cancer Genome Atlas (TCGA). DESeq2 was used to identify
deregulation of genes and miRNAs between sequential stages of PTC. To identify the minority of patients
who progress from stage I to higher stages, we additionally performed a clustering analysis focused on
the stage I RNASeq data. Moreover a validation study was done on an independent PTC RNASeq study.
Results Large amount of heterogeneity in gene expression patterns was observed in stage I PTC patients.
LTF and PLA2R1 were identified as two promising biomarkers that exhibited down-regulation in a small
subgroup of stage I (both in TCGA and in the validation data set) and in the majority of stage IV patients
(in TCGA data set). hsa-miR-205, hsa-miR-509-2, hsa-miR-514-1 and hsa-miR-514-2 were also identified
as up-regulated miRNAs in both PTC patients with stage I and stage III.
Conclusion Common gene expression alterations in early and advanced stages of PTC, could be used for
individualized risk stratification and personalized treatment approach.

Introduction
The incidence of thyroid cancer has been increased worldwide during the past decades. According to
Globocan 2018, thyroid cancer is in ninth place for incidence with 567,000 cases worldwide. It is 3 times
more prevalent in women with the incidence rate of 10.2 per 100,000 [1]. Four major types of thyroid
cancer, including Papillary (PTC), Follicular (FTC), Medullary (MTC) and Anaplastic Thyroid Carcinoma
(ATC) have already been characterized, among which PTC is the most frequent histotype, comprising 8590 % of all thyroid cancer cases. Despite good prognosis, lymph node or distant metastasis is observed in
approximately 10% of PTC patients. Although it is still controversial, it has been suggested that there are
specific PTC subtypes related to the risk of loco regional recurrence or distant metastasis. [2].
Thyroid cancer staging provides prognostic information related to disease surveillance, risk stratification
and therapeutic strategies. Accurate initial staging requires detailed data obtained from preoperative work
up, intra operative findings and postoperative follow-up. Moreover risk stratification based on clinical and
pathology risk factors or molecular profiling can be efficiently used to guide follow-up management
decisions. In addition identification of at-risk patients is fundamental to suggest additional therapies or
select a more conservative management approach.
According to the American Joint Committee on Cancer (AJCC) TNM staging system, based on the size of
tumor (T), spread to nearby lymph nodes (N), and metastasis to distant sites (M), four stages for thyroid
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cancer (I-IV) can be specified. Moreover the staging system uses a combination of risk factors such as
age at diagnosis, size of the primary tumor, specific tumor histology, direct extension of the tumor to the
outside of thyroid gland, loco-regional metastases, and/or distant metastases to stratify patients into
various risk categories with differing risks of death from thyroid cancer. PTC has already been subjected
to the large-scale genetic characterization studies through which the genetic alterations associated with
its tumorigenesis were partly uncovered [3, 31,32]. It has been indicated that activation of mitogenactivated protein kinase (MAPK) and phosphoinositide 3-kinase AKT (PI3K-AKT) pathways through gene
fusions or somatic mutations could be considered as primary alterations in PTC [3]. Recently Tengs and
colleagues, in a comprehensive transcriptomics study, characterized a signature of deregulated genes
and lncRNAs associated with extra-thyroidal extension. Moreover they suggested several biomarkers with
the potential use in the early detection of thyroid cancer [4].
In the present study we aimed to investigate the transcriptomic alterations between different PTC stages
at both RNA and miRNA levels. to identify gene specific signatures of different stage transitions.
Moreover, since most PTC patients do not progress to the higher stages, we were interested to identify the
subgroup of PTC patients in stage I with the potential to progress into the higher stages. Having this
knowledge about different PTC high-risk subgroups could help to stratify patients based on the molecular
signatures of tumor. This may lead to the adoption of a personalized approach for treating PTC patients
and to reduce the financial burden of unnecessary treatment modalities.

Methods
RNASeq and miRNASeq open access data on Thyroid Cancer Adenocarcinoma (PTC type) was retrieved
from TCGA (http://portal.gdc.cancer.gov/). Tumor samples were categorized into four stages (“stage IIV”) according to the clinical data provided by TCGA (Table 1 and 2).

Differential Expression Analysis on RNASeq and miRNASeq data
495 Illumina Genome Analyzer RNASeq row counts (htseq-count) files of PTC in which the expression
value of 60,483 transcripts had been measured, and 499 Illumina HighSeq raw counts covering 1,046
miRNAs, beside respectively 56 and 57 RNASeq and miRNASeq htseq-count files of normal thyroid
tissues were included in this study. . Figure 1 shows the overall work flow of this study. Normalization
steps and differential expression analysis between different stages, including “normal to stage I”, “stage I
to II”, “stage II to III” and “stage III to IV” was performed separately using DeSeq2 package [25] in R 3.5.0.
Transcripts and miRNAs with row counts less than 10 were removed from all samples before
normalization by DeSeq2. The list of the resulted differential expressed genes (DEGs) and miRNAs was
then filtered for ≤ 0.05 adjusted p-value and |log2 FC | ≥ 1.
In order to validate the final results of our RNASeq analysis, we also analyzed another independent PTC
RNASeq data set (bio project PRJEB11591) which was the only available data set including 77 PTC (49
stage I, 18 stage III and 2 stage IV ) beside 31 adjacent normal tissue samples. Trimming of paired end
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Fastq files was performed using Trimmomatic algorithm. Trimmed Fastq files were then mapped on
human genome (homosapiens) (b37): hg19 using BWA algorithm. The resulted bam files were then
introduced in to htseq-count algorithm. DeSeq2 program was then used to get the list of DEGs between
normal vs. stage I and also between stage I vs. the integration of stage III and stage IV htseq-count files,
due to the insufficient number of stage IV samples. Similarly, as a result of the small number of stage IV
samples, differential expression analysis could not be carried out between stage III and stage IV.

Contrasting and comparing deregulated genes and miRNAs across individual tumor stages
In order to identify differences and similarities in the expression patterns of deregulated genes and
miRNAs between different stages (including comparison of changes in direction, i.e., up to downregulated, or down to up-regulated), the lists of the resulting differentially expressed genes and miRNAs
were contrasted and compared between the results of the sequential stage comparisons.
To identify interactions between deregulated miRNAs and their corresponding targets, the lists of
deregulated miRNAs in four group studies were separately introduced into miRDB.V6 (http://mirdb.org)
and their corresponding target genes were identified. These target genes were then searched in the list of
deregulated genes with the opposite pattern of expression (for example target genes of down-regulated
miRNAs in each group were searched in the list of up-regulated genes in that group).

“Stage I” sample clustering of RNASeq and miRNASeq data
We clustered all genes in “stage I” samples (278 RNASeq and 282 miRNASeq data sets) normalized
htseq-count files, using hierarchical clustering by using “Euclidean distance” measure in GENE-E
program(gene-e@broadinstitute.org).Visually separated clusters of patients with distances ≤ 0.4 were
then identified. The expressional changes of each cluster of stage I tumor samples were compared with
normal samples and the lists of deregulated genes and miRNAs in each ”stage I” clusters were identified
using DESeq2. Finally the lists of down and up-regulated genes and miRNAs in each cluster were
compared with the lists of deregulated genes in different stage transitions (from normal to stage IV).
Similarly the clustering of RNASeq stage I samples was carried out for 49 stage I samples of the
validation data set.

Gene enrichment analysis of identified deregulated genes
To find deregulated pathways in each stage comparisons we performed pathway enrichment using
Enrichr [26] and pathways with Benjamini-Hochberg adjusted p-value ≤ 0.05 was reported.

Results
mRNAs and miRNAs deregulations
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The list of deregulated genes and miRNAs in different sequential stage progressions are respectively
represented in Table 3-4 and Table 5. Deregulated genes and miRNAs were ranked based on their log2 FC
of expression values. The results of the RNASeq validation study (normal to stage I and stage I to the
integration of stage III-IV) showed the statistical significant results (adjusted p-value ≤ 0.05) for only
normal to stage I comparison.

mRNA
Figure 2 and 3 show KEGG signaling pathways identified for up and down-regulated genes, respectively.
Simultaneous down-regulation of RAC2, VAV1 and DOCK2 genes was observed in stage I to II
progression. These proteins are involved in leukocyte transendothelial migration pathway [33]. ITGAL and
ITGB2 were also two down-regulated integrins [33, 34] (in stage I to II) that are present at the leukocyte
membrane and involved in leukocyte binding to the endothelial membrane which in turn leads to the
direct activation of VAV1 and indirect activation of Rac2. Concerted up-regulation of several extra cellular
matrix (ECM) proteins, including THBS1, THBS2, COL6A3, SPP1, TNC, FN1, LAMB3 and COL1A2, along
with ITGA11 (an ECM associated receptor) was observed in stage II to III transition. The up-regulation of
these proteins results in the considerable activation of PI3K-AKT pathway and therefore leads to the
continuous cell proliferation [33]. Moreover the activation of TGF-beta signaling pathway which
contributes to the epithelial-mesenchimal transition (EMT), has previously been indicated following the
up-regulation of THBS1( up-regulated in stage II to III progression) [35].
The up-regulation of three MHC class II members, including HLA-DOA, HLA-DQA1 and HLADRB1, was
detected in stage II to III progression. The higher frequency of HLA-DRB1 in PTC patients compared to
controls has been already demonstrated [36]. Similar results were demonstrated by JO and colleagues.
They also indicated that the expression of MHC class II antigens (HLADQ and HLA-DR) is inversely
correlated with the recurrence of PTC [37].
Comparing the list of up and down-regulated genes between pairs of continuous stages resulted in the
identification of 3 down-regulated genes that were also detected as down-regulated in higher stages.
These include FBLN1, identified as down-regulated in the “normal to stage I”, and also in “stage I to II”
progression. Similarly, LTF and PLA2R1 were identified as down-regulated in both “normal to stage I” and
“stage III to IV” progressions. No common up-regulated gene was identified in more than one stage
comparison.
In order to identify any gene expression inversion between two continuous stages (e.g. down/upregulated in “normal to stage I”, but up/down-regulated in stage I to II), the list of DEGs between each pair
of continuous stages was compared with its immediate next stages pair. This led to the identification of a
few genes with inverse pattern of expression (Table 6). Notably, 28 down-regulated genes in “stage I to II”
progression were identified as up-regulated in “stage II to III”. The corresponding KEGG signaling
pathways for these 28 genes has been shown in Figure 4. Several numbers of these genes have a direct
or indirect role in the activation of apoptosis. These include HLA-DOA, HLA-DQA, BIRC3, COL1A1 and
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IL2RG. Down-regulation of these genes in stage II is expected in the primary stages of tumor
development. However their over-expression, which leads to the increase of apoptotic activity, has also
been previously confirmed in some malignancies including breast, endometrial and thyroid cancers [38].
This increase in the apoptotic activity has previously been shown to be due to the presence of hypoxic
conditions in the core regions of solid tumors and indicating the large area occupied by tumor cells [24].
Similarly, changing the pattern of expression from down to up-regulated was observed for RAC2 which
along with DOCK2 and VAV1 (identified as down-regulated in stage I to II progression), are associated
with the regulation of actin cytoskeleton, production of reactive oxygen species (ROS) and metastasis
[33].

miRNA
There is large discrepancy among the results of studies on miRNA expression in thyroid cancer [20].
However the deregulation of several identified miRNAs in this study has previously been well confirmed in
PTC (bold fonts in Table 5). Among previously reported deregulated miRNAs, the up-regulation of hsamiR-146b and hsa-miR-222 and the down-regulation of hsa-miR-144 have been also reported in the blood
of PTC patients [21, 22]. A similar comparison to that of mRNAs was also carried out for differential
expressed miRNAs to identify further deregulation of their expression in higher stages. hsa-miR-205, hsamiR-509-2, hsa-miR-514-1, and hsa-miR-514-2 were four miRNAs whose up-regulation was detected in
both ”normal to stage I” and in “stage II to III” progressions. Similarly, hsa-miR-9-1 and hsa-miR-9-2 were
identified as down-regulated in “normal to stage I” and “stage I to II” progressions. Moreover, gene
expression pattern inversion was observed for hsa-miR-1247, which was detected as down-regulated in
“stage I to II”, and as up-regulated in “stage II to III” progression.

Results of stage I tumor sample clustering
Clustering of stage I subjects revealed 6 clusters for RNASeq, and 5 clusters for miRNASeq (Table 7)
(Figures 5 and 6). Stage I RNAseq sample clustering revealed much more heterogeneity than that of
miRNASeq. Therefore 6 identified clusters (totally comprising 265 out of 278 tumor samples, after
removing outliers) of stage I RNASeq samples were subjected to further analyses. Comparing the lists of
down and up-regulated genes in each “stage I” cluster (Supplementary table 1) with the lists of
deregulated genes in higher stages led to the identification of few deregulated genes (Table 8).
LTF which its down-regulation was also identified in “stage III to IV” progression, belongs to the cluster 3
of “stage I”, which includes 102 samples. Since we did not expect tumor progression to the highest stage
(stage IV) in a large number of PTC patients, we further sub-clustered these 102 samples in order to find a
specific sub-cluster with the most contribution in the observed down-regulation of LTF. A total of 7 subclusters were identified in “cluster 3” of “stage I”. Running DeSeq2 showed that in only one sub-cluster
(containing 21 samples), LTF was significantly down-regulated (log2 FC =-3). This level of downregulation (8 fold reduction in the expression) appeared to influence LTF average expression in the whole
cluster 3 (Table 8).
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No deregulated genes were detected in “cluster 4” of stage I compared with the higher stages. Therefore it
seems that patients in clusters “1, 2, 5 and 6” of stage I, as well as 21 patients in “cluster 3” (totally
comprising 71 subjects out of 278 stage I tumor samples) which have shown further deregulation in
higher stages, would probably be in the higher risk for tumor progression. No statistically significant
difference between the potential high and low risk (71 vs. 207) groups of stage I patients was detected
based on their age, age of onset, race and sex.
The changes in the expressional pattern of two genes i.e. LTF and PLA2R1 was also checked in different
stage I clusters’ of the validation data set. In total 3 clusters of samples (including C1=12, C2=10 and
C3=6 samples) were identified in stage I. While the expression of LTF and PLA2R1 showed mild downregulation in C1 and C2, their significant down-regulation was observed in C3 which includes only 6
samples (log2 FC = -3.78 and -3.57 for LTF and PLA2R1 respectively, equals to approximately 13.5 fold
expressional reduction). This indicates almost similar percentage of stage I patients with significant
down-regulation of LTF and PLA2R1 (for LTF, 21 out of 262 samples (8%) in TCGA data set and 6 out of
49 (12%) in the validation data set and for PLA2R1, 42 out of 262 samples (16%) in TCGA data set and 6
out of 49 (12%) in the validation data set).
Results of comparing down and up-regulated miRNAs in each miRNAs clusters with the list of
deregulated miRNAs obtained from stage comparisons was resulted in to the identification of hsa-miR1247 whose down-regulation was observed in cluster 4 of “stage I”, and also in “stage I to II” progression.
However it was also detected as up-regulated in “stage II to III” progression.

Discussion
Despite good prognosis of PTC, it has been indicated that a sub-group of PTC patients show an
aggressive phenotype characterized by local recurrence and/or distant metastasis [13]. Characterizing
DNA level molecular alterations of PTC including mutations and structural variations has already been
the subject of several studies [2, 30]. Recently, a few transcriptomic investigations have also been
conducted to generate a comprehensive view of PTC molecular alterations [4, 39]. Results of these
studies have suggested several biomarkers that may have application in the early detection of PTC or as
novel therapeutic targets. However no systematic study has been conducted to unravel the stage specific
transcription alterations occurring in PTC. The identified stage-specific transcriptional alterations in our
results can significantly improve our understanding about the gene expression signature of different PTC
stages and suggests potential biomarkers which could potentially be implemented to classify subgroups
of patients who might progress to the more advanced stages.

Biomarkers with prognostic potential in PTC
The deregulation of a total of 12 genes in different sub-clusters of stage I were further identified in higher
stages (Table 7). As we expected, for the majority of stage I PTC samples (207), no further deregulation
was observed in the higher stages.
Page 7/23

LTF and PLA2R1 were two down-regulated tumor suppressors in “stage I” that, interestingly, exhibited
further down-regulation in “stage III to IV” progression. The association of down-regulation of LTF with the
poor prognosis of PTC has recently been indicated [5].The role of PLA2R1 in the activation of signaling
pathways related to apoptosis and senescence and its down-regulation in some cancers including
thyroid, renal, mammary and leukemia has been also previously established [6]. As stated earlier, the
significant down-regulation of LTF and PLA2R1 was also confirmed in respectively 12% and 16% of stage
I samples of the validation data set. However as a result of the small number of stage IV samples (only 2
samples), we could not check their expressional changes in stage III to IV progression. Nevertheless it
seems that these two genes can be considered as the potential biomarkers associated with the poor
prognosis in PTC.
TRIB3 and KIF5C are the other two down-regulated genes in stage I which were also detected as downregulated in stage II to III progression. TRIB3 is a tumor suppressor which its loss has been shown to lead
to the enhanced phosphorylation of AKT and in turn to the hyperphosphorylation of FOXO3 which results
to its inactivation [7]. There are contradictory reports about KIF5C pattern of deregulation in thyroid
cancer (both the down and up-regulation of KIF5C in thyroid tumors has already been reported)[8, 9].
There is still no report about the deregulation of SNX20 in thyroid cancer. However in a very recent case
report study, somatic mutations of this gene have been indicated in both tissue DNA and in circulating
cell free DNA (cfDNA) of a follicular thyroid carcinoma patient with lung and bone metastasis [10].
The further up-regulation of all seven up-regulated genes in different sub-clusters of stage I were
identified in stage II to III progression (Table 8). Among these, CST7 and FN1 were two genes that have
previously been suggested as biomarkers associated with poor prognosis of PTC [4,11]. Similarly the
over-expression of TNFSF13B in tumor cells has been shown to be related to the poor prognosis in non
small cell lung cancer [12].The up-regulation of SCEL in PTC has previously been demonstrated by Huang
and colleagues [14]. The genetic polymorphism of IL1RN has been previously associated with the poor
prognosis in cancer [15]. Moreover IL1RN has been already suggested as a biomarker involved in tumor
differentiation of thyroid carcinoma [13].
It has been confirmed by several studies that the hypermethylation of Runx3 is in association with poor
prognosis in thyroid cancer [17, 18, 26]. However we identified RUNX3 as a up-regulated gene in both a
very small sub-cluster of “stage I” (including 3 samples) and also in stage “I to II” progression.
Interestingly the results of a recent comprehensive meta-analysis conducted on three different cancers
(including Breast, Colon and Lung), provide further interesting evidence about the direct relationships
between the level of hypermethylation of genes and the levels of genes expression. They indicated that
except for the genes that are lowly expressed in normal tissues, the hyper or hypomethylation of genes in
cancer tissue does not necessarily result in respectively their down or up-regulation [19].
No significant difference was identified between the age, age of onset, race and sex of potential 71 low
risk and 207 high risk stage I patients. This indicates the importance of using transcriptional biomarkers
for classifying PTC patients and select efficient personalized treatment.
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Prognostic miRNAs for PTC tumor progression
As stated earlier, the results of miRNA expression studies vary significantly due to the several factors
including the heterogeneity of tumor samples, the variations in sample size and in the quantitative
method implemented for expression measurements. The problem becomes more complex considering
the fact that there is a direct correlation between the deregulation of some miRNAs with some oncogenic
mutations. For instance, the up-regulation of hsa-miR-146b, hsa-miR-221, hsa-miR-222, hsa-miR-21-5p,
hsa-miR-31-5p, hsa-miR-34a-5p, hsa-miR-181b-5p and hsa-miR-551b-3p have been confirmed in BRAF
V600E samples [23].
In spite of the large number of analyzed tumor samples in the present study, due to the imbalance
between the number of tumor vs. normal samples, the results of this study are not comparable to other
studies performed on miRNA expression alterations in PTC. However as it is shown in Table 5, the
deregulation of a considerable number of identified miRNAs have already been confirmed by several
studies. As stated in the results section, the down-regulation of hsa-miR-205, hsa-miR-509-2, hsa-miR-5141, and hsa-miR-514-2 were detected in both stage I and stage III and therefore after further confirmation
they can be implemented as new predictors of tumor progression. There are contradictory reports about
the expression pattern of hsa-miR-1247 (down-regulated in stage I and up-regulated in stage III). Downregulation of hsa-miR-1247 has previously been reported in thyroid tumors with follicular pattern of
growth [29]. Similarly the down-regulation of hsa-miR-1247 has been confirmed in the lymph node
metastasis in breast cancer [27]. However the association between the up-regulation of this miRNA with
lung metastasis has been shown in liver cancer. It has been indicated that tumor derived exosomal hsamiR-1247 affects cancer associated fibroblasts and activates lung metastasis [28].
Expression measurements of other identified deregulated miRNAs with no previous reports on their
association with PTC, in a large number of PTC patients, will reveal if they can be truly considered as the
novel prognostic biomarkers in PTC. The result of searching for the targets of deregulated miRNAs
among the list of deregulated mRNAs led to the identification of only one interaction between HSPA1B
(down-regulated in normal to stage I) and hsa-miR-34a (up-regulated in normal to stage I). This is
however in accordance with studies demonstrating that the most alterations in mRNA expression are
short term and independent of miRNAs [23].
We believe that the strength of this study lies in its stage-wise approach, which to the best of our
knowledge, has not already been performed in PTC. Moreover the large sample size used in this study
increases the confidence of our results. The main limitations of this study include the small number of
normal samples compared to the large number of tumor samples and also the lack of complete
demographic data for the PTC patients included in this study.
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Tables
Table 1: Number of samples in stage I-IV as well as normal thyroid tissue samples.
Stages

RNASeq miRNASeq

Normal

56

57

Stage I

278

282

Stage II

50

52

Stage III

112

112

Stage IV

55

53

Table 2: Clinical information of samples (Stage I-V).
Stages

Stage I

Age (mean-stdev)

44.8-12.8 64.5-11.4 64.8-11.1 65.5-9.9

Age at onset (mean-stdev)

38.8-13

Sex (female-male)%

76.1-23.9 76.9-23.1 71.7-28.3 58.2-41.8

White%

64.9

59.6

76.2

60

Asian%

12.3

9.6

6.2

9.1

Black or african-american% 3.9

1.9

7

9.1

not-reported%

28.8

11.6

21.8

18.6

Stage II

58-11.7

Stage III

Stage IV

59.2-10.8 60.9-10.2

Table 3: Up-regulated genes involved in sequential stage progression.
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normal to stage I

stage I to II

stage II to III (1)

stage II to III (2)

stage III to IV

SFRP1 (1.7*)

IGF2 (4.1)

DCN (2.28)

GPNMB (1.23)

TRIB3 (1.06)

ECM1 (1.36)

PTGDS (1.2)

ALOX5 (2.17)

CARD11 (1.22)

PHEX (1.06)

CDH2 (1.07)

CKMT2 (1.09)

FBLN1 (2.12)

HLA-DOA (1.21)

ECM1 (1.05)

SUSD2 (1.06)

SLC43A1 (1.04)

GNLY (2.07)

PRRX1 (1.2)

ESM1 (1.04)

COL1A1 (2.06)

ALOX5AP (1.19)

CA2 (1.01)

S100A2 (2.05)

STAT4 (1.19)

MYO1G (2.03)

TNC (1.17)

COLEC12 (2)

COL1A2 (1.17)

APOD (1.98)

CYTIP (1.17)

C1S (1.95)

LYZ (1.17)

FN1 (1.92)

LCP1 (1.16)

MUC1 (1.86)

ITGA11 (1.15)

CTHRC1 (1.84)

SNX20 (1.14)

MMP11 (1.81)

JAML (1.13)

NNMT (1.79)

C1orf116 (1.13)

AHNAK2 (1.68)

ARHGEF38 (1.13)

ASPN (1.63)

RUNX3 (1.13)

SPP1 (1.56)

CCL5 (1.12)

COL3A1 (1.55)

PTGES (1.12)

THBS2 (1.54)

SECTM1 (1.11)

SLC34A2 (1.53)

ANPEP (1.1)

CDH11 (1.51)

NCF2 (1.09)

KRT19 (1.47)

CD48 (1.08)

C1R (1.47)

COL5A1 (1.08)

SERPINF1 (1.47)

TNFSF13B (1.07)

PLAU (1.44)

GBP5 (1.07)

LOX (1.43)

NAPSB (1.06)

CTSK (1.42)

IL1RN (1.05)

SCEL (1.41)

FCMR (1.05)
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CST7 (1.38)

EPHB3 (1.05)

BIRC3 (1.37)

CFH (1.04)

PLAUR (1.37)

FBLN2 (1.04)

CD52 (1.36)

NABP1 (1.04)

IL2RG (1.36)

HLA-DRB1 (1.04)

S100A10 (1.33)

DSC2 (1.03)

HLA-DQA1 (1.33)

DCLK1 (1.03)

GPR68 (1.33)

ELF3 (1.03)

COL8A2 (1.33)

COL12A1 (1.03)

COL6A3 (1.32)

ADAM8 (1.03)

P2RY6 (1.32)

THBS1 (1.03)

LSP1 (1.31)

ETV7 (1.02)

RAC2 (1.26)

NR2F1-AS1 (1.02)

PTPN7 (1.25)

LAMB3 (1.01)

LDLR (1.25)

ANXA3 (1.01)

INHBA (1.24)

DOK2 (1)

SLAMF8 (1.24)

* log2 FC of expression

Table 4: Down-regulated genes in PTC continuous stage progressions.
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normal to stage I

stage I to II (1)

stage I to II (2)

stage II to III

stage III to IV

NR4A3 (-1.38*)

GBP5 (-1.75)

CD37 (-1.21)

KIF5C (-1.62)

IPCEF1 (-1.64)

APOD (-1.19)

BIRC3 (-1.7)

FYB1 (-1.2)

ECM1 (-1.35)

DGKI (-1.41)

FOSB (-1.17)

CYTIP (-1.68)

ARHGAP9 (-1.19)

TRIB3 (-1.25)

PLA2R1 (-1.28)

FBLN1 (-1.17)

TRBC2 (-1.65)

NAPSB (-1.17)

ESM1 (-1.21)

LTF (-1.18)

TCAP (-1.14)

IL2RG (-1.65)

SNX20 (-1.16)

HSPB7 (-1.2)

TFCP2L1 (-1.1)

SMOC2 (-1.07)

CD48 (-1.58)

LCP1 (-1.16)

RNF157 (-1.11)

MT1F (-1.07)

PLA2R1 (-1.06)

C1S (-1.54)

CCL5 (-1.15)

SLC43A1 (-1.1)

LTF (-1.05)

PTPRC (-1.52)

ADAM12 (-1.15)

CKMT2 (-1.06)

HSPA1B (-1.05)

FCMR (-1.5)

MYBL2 (-1.15)

BMP2 (-1.02)

IRF8 (-1.49)

NABP1 (-1.14)

DNAJB1 (-1)

LYZ (-1.47)

LIMD2 (-1.14)

PTPN7 (-1.46)

SASH3 (-1.13)

CD52 (-1.46)

PIM2 (-1.13)

HLA-DQA1 (-1.46)

DOCK2 (-1.13)

KLHL6 (-1.43)

EVI2A (-1.12)

HLA-DOA (-1.42)

CORO1A (-1.12)

TRAF3IP3 (-1.41)

C1R (-1.12)

ALOX5 (-1.4)

GBP1 (-1.11)

IKZF1 (-1.39)

GBP2 (-1.09)

RAC2 (-1.39)

VAV1 (-1.05)

LCK (-1.38)

STK17B (-1.05)

MAP4K1 (-1.33)

CLIC5 (-1.04)

CD53 (-1.33)

ITGAX (-1.04)

CD6 (-1.3)

ITGB2 (-1.03)

POU2F2 (-1.3)

CD8A (-1.03)

ITGAL (-1.28)

GPNMB (-1.02)

CD247 (-1.28)

COL1A1 (-1.02)

CST7 (-1.27)

PLAUR (-1.02)

MYO1G (-1.27)

NCKAP1L (-1.02)
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PCED1B-AS1 (-1.26)

PSTPIP1 (-1.01)

LSP1 (-1.25)

BIN2 (-1.01)

NNMT (-1.23)

FBLN1 (-1.01)

PLEK (-1.22)

CD72 (-1.01)

CD79B (-1.22)

* log2 FC of expression

Table 5: Deregulated miRNAs in the different stage progressions.
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normal to stage I (ups)

Stage II to III (ups)

normal to stage I (downs)

stage I to II (downs)

hsa-miR-146b (5.17*)

hsa-mir-205 (2.41)

hsa-mir-7-3 (-2.23)

hsa-mir-150 (-1.3)

hsa-miR-551b (4.46)

hsa-mir-136 (1.49)

hsa-mir-1179 (-1.95)

hsa-mir-1247 (-1.26)

hsa-miR-221 (3.18)

hsa-mir-154 (1.35)

hsa-mir-144 (-1.84)

hsa-mir-142 (-1.16)

hsa-miR-187 (2.97)

hsa-mir-382 (1.25)

hsa-mir-873 (-1.82)

hsa-mir-9-1 (-1.02)

hsa-miR-222 (2.84)

hsa-mir-1247 (1.18)

hsa-mir-451 (-1.78)

hsa-mir-9-2 (-1.01)

hsa-miR-375 (2.73)

hsa-mir-369 (1.17)

hsa-mir-486 (-1.65)

hsa-miR-31 (2.26)

hsa-mir-493 (1.14)

hsa-mir-675 (-1.61)

hsa-miR-34a (2.2)

hsa-mir-127 (1.12)

hsa-mir-9-1 (-1.51)

hsa-miR-181b-2 (2.04)

hsa-mir-509-2 (1.11)

hsa-mir-9-2 (-1.49)

hsa-miR-205 (1.79)

hsa-mir-134 (1.11)

hsa-mir-7-2 (-1.25)

hsa-miR-21 (1.78)

hsa-mir-199b (1.1)

hsa-mir-363 (-1.14)

hsa-miR-509-1 (1.74)

hsa-mir-214 (1.07)

hsa-miR-509-3 (1.68)

hsa-mir-199a-2 (1.06)

hsa-miR-181a-2 (1.65)

hsa-mir-675 (1.06)

hsa-miR-891a (1.65)

hsa-mir-199a-1 (1.06)

hsa-miR-509-2 (1.59)

hsa-mir-514-1 (1.03)

hsa-miR-508 (1.56)

hsa-mir-514-2 (1.029)

hsa-miR-181b-1 (1.52)

hsa-mir-337 (1.02)

hsa-miR-3065 (1.42)

hsa-mir-129-2 (1)

hsa-miR-514-2 (1.4)
hsa-miR-181a-1 (1.4)
hsa-miR-514-1 (1.4)
hsa-miR-503 (1.39)
hsa-miR-514-3 (1.29)
hsa-miR-935 (1.21)
hsa-miR-183 (1.19)
hsa-miR-96 (1.177)
hsa-miR-181d (1.048)
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Known deregulated miRNAs are shown in bolds
* log2 FC of expression

Table 6: Lists of DEGs with the opposite pattern of expression between different stages.
(I to II)down- (II to III)up

(II to III)down- (III to IV)up

(I to II)up- (-III)down

PLAUR, ALOX5, BIRC3

ECM1

TRIB3

FBLN1, CST7, LYZ

TRIB3

CKMT2

COL1A1, CYTIP, CD48

SLC43A1

RAC2, LSP1, NAPSB
LCP1, GPNMB, MYO1G
PTPN7, IL2RG, GBP5
C1R, FCMR , NNMT
SNX20, CD52, NABP1
C1S, HLA-DQA1, HLA-DOA

CCL5

Table 7: Different clusters identified by hierarchical clustering in stage-I samples.
RNASeq-stage I Clusters miRNASeq-stage I Clusters
Cluster 1 (n=35)

Cluster 1 (n=2)

Cluster 2 (n=7)

Cluster 2 (n=8)

Cluster 3 (n=102)

Cluster 3 (n=135)

Cluster 4 (n=115)

Cluster 4 (n=88)

Cluster 5 (n=3)

Cluster 5 (n=40)
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Table 8: Deregulated genes in stage I clusters with the same pattern of deregulation in
higher stages.

wns (log2 FC)

Cluster (log2

Transitions (log2

FC)

FC)

X20 (-1.12)

5

stage i-ii (-1.16)

Ups (log2 FC)

TNFSF13B

Cluster

Transitions (log2 FC)

1

stage ii-iii (1.07)

(1.02)
5C (-1.09)
B3 (-1.71,-1.62)
A2R1

5

stage ii-iii (-1.62)

CST7 (1.41)

1

stage ii-iii (1.39)

5&6

stage ii-iii (-1.25)

SCEL (1.51)

1

stage ii-iii (1.42)

1&2

stage iii-iv (-1.28)

RUNX3 (1.06)

5

stage ii-iii (1.13)

3

stage iii-iv (-1.18)

FN1 (1.35)

5

stage ii-iii (1.92)

GNLY (1.21)

5

stage ii-iii (2.07)

IL1RN (1.18)

6

stage ii-iii (1.05)

41,-1.49)
* (-1.64)

* LTF significant down-regulation (log2 FC = −3) was observed in 21 out of 102 PTC
patients in cluster 3.

Figures
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Figure 1
Overall work flow of the study.

Figure 2
Down-regulated genes in PTC (blue) involved in signaling pathways (pink).
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Figure 3
Up-regulated genes in PTC (blue) involved in signaling pathways (green).

Figure 4
Pathways (light blue) associated with deregulated genes (orange) with the altered pattern of expression
in stage I to II and stage II to III progressions.
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Figure 5
Clustering of stage I patients using GeneE program.

Figure 6
Clustering of stage I patients’ miRNASeq data using GeneE program.
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