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ABSTRACT Objective: Colorectal cancer (CRC) patients respond differently to treatments and are sub-
classified by different approaches. We evaluated a deep learning model, which adopted endoscopic knowl-
edge learnt from AI-doscopist, to characterise CRC patients by histopathological features. Results: Data of
461 patients were collected from TCGA-COAD database. The proposed framework was able to 1) differ-
entiate tumour from normal tissues with an Area Under Receiver Operating Characteristic curve (AUROC)
of 0.97; 2) identify certain gene mutations (MYH9, TP53) with an AUROC > 0.75; 3) classify CMS2 and
CMS4 better than the other subtypes; and 4) demonstrate the generalizability of predicting KRAS mutants in
an external cohort. Conclusions: Artificial intelligent can be used for on-site patient classification. Although
KRAS mutants were commonly associated with therapeutic resistance and poor prognosis, subjects with
predicted KRAS mutants in this study have a higher survival rate in 30 months after diagnoses.

INDEX TERMS AI-doscopist, medical device, deep learning, tumour heterogeneity, precision medicine..

IMPACT STATEMENT In external validation, subjects identified with KRAS mutants by an artificial intelli-
gent system trained by both endoscopy and histopathology features have a higher survival rate in 30 months
after diagnoses.

I. INTRODUCTION
Colorectal cancer (CRC) remains to be one of thecommon-
est cancers worldwide [1]. An AI-doscopist (a.k.a. Artificial
Intelligent Endoscopist) can facilitate endoscopists to im-
prove polyp detection rate during colonoscopy (please re-
fer to Supplementary Materials, Fig. S1) [2]. Nevertheless,
this artificial intelligent (AI) system did not perform well
in characterizing the polyp subtypes at present. As shown
in Fig. 1, suspicious tissues have to be resect for subtype
classification in order to determine an appropriate therapy
and follow up plan [3], [4]. On the other hand, histopathol-
ogy features have been used for tumour stratification. Deep

learning has also been used to classify histopathology im-
ages of breast cancer [5], lung cancer [6], and pan-cancer
[7]–[9], as well as to classify Consensus Molecular Subtypes
(CMS) and predict prognosis of CRC patients [10], [11]. Nev-
ertheless, to our best knowledge, no study has investigated
a deep learning model that utilizes information from both
endoscopy and histopathology, which is the current clinical
practice.

In this study, we adopted the endoscopic knowledge
of AI-doscopist to further build a deep learning frame-
work that consists of several models with the same back-
bone network. The new framework was designed for
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FIGURE 1. An illustration of the usage of the intra-operative system in future. Biopsy is currently needed for diagnosing colorectal cancer. Nevertheless,
the accuracy of the diagnosis depends on the skills and experience of the clinicians in selecting the site of biopsy, as well as the experience and
knowledge of the pathologists in preparing the tissue and determining the cancer subtype. Although next generation sequencing is a useful tool for
obtaining the gene mutation spectrum, it is relatively expensive and not always available, especially in low-resource clinical settings. To tackle the above
issues, a computer-aided system is designed to assist clinicians to screen the histopathology images, predict gene mutations of CRC and classify the
subtypes of CRC.

1) differentiating CRC tissue from normal tissue; 2) iden-
tifying suspicious regions with commonly known mutated
genes of CRC; and 3) classifying the subtypes of CRC. We
trained these models to learn histopathologic features from
The Cancer Genome Atlas-Colon Adenocarcinoma (TCGA-
COAD) public database and verified their performance on
both public and private databases. Regarding the last sub-task,
CMS, which is a robust CRC classification standard derived
from gene expression data [12], was used as the reference
in this study. In brief, the four CMS and their corresponding
distinct features are as follows: CMS1) Microsatellite Insta-
bility Immune (14%) - hypermutated, microsatellite unsta-
ble and strong immune activation; CMS2) Canonical (37%)
- epithelial, marked WNT and MYC signalling activation;
CMS3) Metabolic (13%) - epithelial and evident metabolic
dysregulation; and CMS4) Mesenchymal (23%) - promi-
nent transforming growth factor–β activation, stromal inva-
sion and angiogenesis. Samples with mixed features (13%)
possibly represent a transition phenotype or intratumoural
heterogeneity.

II. RESULTS
We evaluated the deep learning models on a Nvidia GTX
1080Ti device. The resolution of the input image tiles was
fixed to 512 × 512. The image tiles were processed at around
26 to 30 frames per second (fps). Considering that at 5.0
magnification ratio, each slide has 94 tiles on average, the
proposed models were capable of classifying tissue types for
one slide within one minute, which is adequate for screening
flash-frozen slide resected and prepared during surgical opera-
tion. Fig. 2 illustrates the typical outputs of the three sub-tasks
from our model.

A. BINARY CLASSIFICATION OF PRIMARY TUMOUR FROM
SOLID TISSUE NORMAL IN EACH TILE AND SLIDE
Fig. 3 presents the Area Under Receiver Operating Charac-
teristic curves (AUROC) of the model for classifying primary

tumour (PT) from solid tissue normal (STN) in the valida-
tion and testing datasets. When evaluated on the validation
dataset, the performance of each sub-classifier varied from
0.88 to 0.97. When evaluated tile-by-tile on the testing dataset,
the ensemble model yields an AUROC of 0.97 (95% confi-
dence interval [CI95%], 0.93–0.99). Furthermore, the ensem-
ble model can correctly identify 127 out of 131 PT slides (sen-
sitivity = 0.969) and 19 out of 20 STN slides (specificity =
0.950).

B. IDENTIFICATION OF SELECTED GENE MUTATIONS IN
EACH TILE
Fig. 4 shows the AUROC of the identification of gene mu-
tations. The AUROCs of all 13 selected genes were above
0.64. At 5.0 magnification ratio (MR), the top 3 mutated
genes those can be most accurately identified were MYH9
with AUROC of 0.785 (CI95%, 0.776–0.800), NIN with AU-
ROC of 0.739 (CI95%, 0.727–0.745) and TP53 with AU-
ROC of 0.735 (CI95%, 0.726–0.746). On the other hand,
when the MR were increased to 20.0, MTOR with AU-
ROC of 0.791 (CI95%, 0.785–0.811), MYH9 with AUROC
of 0.786 (CI95%, 0.778–0.798) and TP53 with AUROC of
0.741 (CI95%, 0.735–0.748) were the top 3 genes whose
mutation can be most accurately identified. Furthermore, as
shown in Fig. 4(b), mutation in the APC and TP53 genes
can be identified with a sensitivity of over 90% when oper-
ated at a specificity of 30%. The findings were further con-
firmed by the results trained and tested on images with a
20.0 MR.

C. CLASSIFICATION OF THE CONSENSUS MOLECULAR
SUBTYPES IN EACH TILE AND SLIDE.
The results of the tile-based and slide-based classification of
the CMS at 5.0 and 20.0 MR was illustrated as the confu-
sion matrices in Fig. S2(a)–(d). CMS2 were classified with a
sensitivity and specificity of (0.591, 0.730) and (0.727, 0.646)
for slides at 5.0 and 20.0 MR, respectively. The sensitivity of
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FIGURE 2. Two typical examples of the proposed model in performing the three sub-tasks in this study. Histopathology tiles at 5.0 magnification ratio
were used as inputs to the model and the output from each sub-task were overlaid on the (a) Original slide. (b) Each tile was independently marked as
either primary tumor or normal tissue. A majority voting of all tiles was used to determine the decision for each slide. (c) The mutation of each selected
gene was determined for each tile. Respect to the groundtruth, only specific mutated genes’ heatmaps were displayed for each slide. (d) A CMS was
determined for each tile and the majority voting of all tiles was used to determine the decision for each slide. In some slides, the intratumoural
heterogeneity can be clearly observed.

FIGURE 3. The tile-based performance of the binary classification of primary tumor from solid tissue normal by ensemble learning. (a) The mean and
standard deviation of the area under receiver operating characteristic (AUROC) curves of each sub-classifier evaluated on the validation dataset for
different epochs. (b) The ROC curve of the ensemble model evaluated on the testing dataset.

classifying CMS1 and CMS4 were less than 0.5 using slides
at 5.0 and 20.0 MR. CMS3 was the most difficult class to
identify. Fig. S2(e) shows the Sankey diagram, which indi-
cates the portion of slides that the AI-classifier mapped to the
RF-classifier on 5.0 magnified slides.

D. INDEPENDENT VALIDATION ON KRAS MUTANTS FOR
AN EXTERNAL COHORT IN EACH TILE AND SLIDE
The models were further evaluated on independent CRC co-
horts comprising formalin-fixed paraffin embedding (FFPE)
slides (n = 40) from Prince of Wales Hospital. Those slides
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FIGURE 4. The AUROC curves for the identification of the mutations in 13 selected genes from the tiles of the histopathology images with (a)–(b) 5.0 and
(c)–(d) 20.0 magnification ratios. MYH9 and TP53 were the two genes that can be consistently identified in images of both 5.0 and 20.0 MR. The ROC
curves further demonstrated that the identification can be operated at a relatively high sensitivity (>90%) for a specificity of 30%.

FIGURE 5. Survival curves for KRAS-wild type and KRAS-mutant patients divided into two groups using (a) sequencing data as reference, and (b) the
prediction of KRAS gene mutations of the proposed model.

were confirmed as tumour samples and sequenced for KRAS
mutations. One slide was excluded for KRAS mutation identi-
fication because of insufficient tissue for obtaining the ground
truth label for sequencing. Predictions were made indepen-
dently on a total of 1,493 tiles at the 5.0 MR. A final deci-
sion was made for each slide and compared with the result
obtained from the sequencing method. The ensemble model
classified 39 out of 40 tumour slides (sensitivity = 0.975) at
5.0 MR. KRAS mutations were identified with AUROC of

0.594 (CI95%, 0.568-0.619) and 0.606 (CI95%, 0.582-0.631) at
5.0 and 20.0 MR, respectively. On slide level, 13 out of 17
slides (sensitivity = 0.765) with KRAS mutants were identi-
fied and 13 out of 22 slides (specificity = 0.591) with KRAS
wild types were detected. Representative tiles were selected as
shown in Supplementary Materials, Fig. S3 to indicate the dif-
ference between KRAS mutants and wild types. Furthermore,
Since the subjects were approximately diagnosed on the same
date, the Kaplan-Meier curves shown in Fig. 5 were plotted
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to indicate the fraction of patients who survive after 1st Jan.
2019 in each subgroup of subjects.

III. DISCUSSION
AI has gained substantial interests in the healthcare domain,
including using deep learning to associate the histopathol-
ogy features with genomic, transcriptomic and biomarkers for
multiple cancer types. Our study contributed uniquely in the
following aspects: 1) we proposed a unique, unified frame-
work to perform three sub-tasks related to gene mutation iden-
tification and subtyping of CRC, using pre-trained weights
from AI-doscopist, i.e., deep features that learnt to localize
colorectal polyps in endoscopy videos [2]. 2) The proposed
deep learning model was able to differentiate tumour versus
normal tissue with high accuracy (0.97 AUC) in real-time,
which is potentially beneficial to screening histopathology
slides during surgical operation. 3) The correlation between
phenotype and genotype of CRC were confirmed and spa-
tially visualized by activation map generated by our model,
and histopathology features are associated with certain gene
alterations, i.e., APC, MTOR, MYH9, NIN, and TP53 (please
refer to examples in the Supplementary Table S-I). 4) The
external validation of our model on an independent cohort
demonstrated the feasibility and generalizability of our model
applied in real clinical practice. Ultimately, the model can be
integrated with a microscopic system for cancer subtyping and
identification of gene mutations in real-time. For example, by
providing instance therapeutic advice to clinicians regarding
the site of biopsy, whether a resection margin is clear, and/or
whether certain type of targeted therapy should be avoided.

Our results indicate that using the proposed framework, PT
can be differentiated from STN with both the sensitivity and
specificity of >95%, either at the tile or slide levels on TCGA-
COAD database. Similarly, our model achieved a sensitivity
of 0.974 in identifying tumour slides on external cohorts in
the same settings as those on public database. Certain gene
mutations (MYH9 and TP53) can be identified consistently
in the tiles with AUROC close to 0.8, either on tiles with 5.0
or 20.0 MR. KRAS mutations can be identified with AUROC
around 0.66 on public database and around 0.6 on collected
database. Nevertheless, around 50% of the CMS outputted by
the AI-classifier were different from that of the RF-classifier.
CMS2 was the subtype that agreed most between the AI-
classifier and the RF-classifier, with a sensitivity and speci-
ficity of 0.727 and 0.646, respectively.

Our study showed that even trained with a weak label, i.e.,
all tiles in a slide were labelled with the same set of gene muta-
tions, mutations for a selected panel of genes can still be iden-
tified with promising accuracy. Seven genes (CHD4, MTOR,
MYH9, NIN, PIK3CA, TP53, ROS1) can be identified from
histopathology images at both 5.0 and 20.0 MR for an AU-
ROC of over 0.7. Our results indicated that increasing the
inspection of histopathology slides from 5.0 to 20.0 MR did
not significantly improve the identification accuracy of gene
mutations on average. Rather, there were only specific genes

(APC, MTOR) benefited from circumstantial histopathology
features. In the independent cohort, our model demonstrated
good performance on tissue differentiation and a moderate
drop (0.06) on KRAS mutations identification, which possibly
owed to several factors: 1) slides are acquired in a hetero-
geneous way, including scanner modalities, slide preparation
processes etc; 2) we trained our model on flash-frozen slides
yet validated on FFPE slides; 3) the representation complexity
of phenotype among different cohorts may varies extensively.
Overall, the study showed promising results to be adopted in
real clinical settings. Amongst the different gene mutations
being studied, patients with KRAS mutants are resistant to
anti-EGFR therapy. TP53 is a gene that is related to the acti-
vation of cellular stress and exerts multiple, anti-proliferative
functions. TP53 controls genes that involve in cell-cycle in-
hibition, apoptosis, maintaining genetic stability, and inhibit
blood-vessel formation [13]. Mutation in TP53 is also found
in other types of cancer, such as breast cancer, bone and
soft tissue sarcomas, brain tumours adrenocortical carcinomas
(ADC), pancreatic adenocarcinoma, and prostate cancer [14]–
[17]. Patients with a TP53-mutated breast cancer were found
to have a poor prognosis in certain type of treatment [18].
On the other hand, MYH9 encodes the 224-kD nonmuscle
myosin heavy chain IIA (MYHIIA) polypeptide, which is
present in platelets, monocytes and granulocytes for functions
such as cytokinesis, cell motility and maintenance of cell
shape [19]. MYH9 is more commonly studied in nondiabetic
end-stage renal disease [20] and also found in some types of
breast cancer [21]. The Supplementary Table S-II summarizes
the major current understanding of the 13 selected genes in
other types of cancers and diseases. The identification ac-
curacy of gene mutations from histopathology images were
comparable to those for non-small cell lung cancer [6] and
better than other study for CRC [9], which shared some com-
mon gene mutations such as KRAS and TP53. The proposed
deep learning model can generate the activation map (also
known as heatmap) for the visualization of certain gene alter-
ations, which links the genomic and molecular traits to spe-
cific histopathological features. On the other hand, as shown
in Fig. 4(b) and (d), Point A illustrates an operating point
when the model can be used to accurately identify regions
with gene mutations of MYH9 and TP53, while Point B is
an operating point that can confirm regions without mutation
of genes such as MTOR, MYH9, and NIN. This can be ben-
eficial to tailored treatment plans for the patients instead of
performing molecular profiling by transcriptomic sequencing.

Molecular stratification of cancer based on histopathologi-
cal features has not been fully explored. A recent study [10] at-
tempted to classify CMS of CRC from hematoxylin and eosin-
stained slides by deep learning. By training on the FOCUS
dataset, a system named imCMS was built to classify CMS
with an average AUROC of 0.84 on the TCGA database [10].
The CMS labels were derived from a random forest (RF)-
classifier that learnt from a genetic spectrum of 20 thousand
mutated genes [22]. Our AI-classifier was designed to learn
13 selected gene mutations and classify the CMS based on the
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FIGURE 6. An overview of the study design, where three sub-tasks were conducted by a deep learning model that accepts histopathology imaging tiles
as input. (a) A set of whole slide images for colorectal cancer were downloaded from the TCGA-COAD database and collected from PWH database. The
slides were split into the training, validation and testing datasets. Each slide was split into tiles of two magnification ratios, i.e., 5.0 and 20.0. (b) The first
sub-task aims to differentiate primary tumour from solid tissue normal of each tile by ensemble learning. The decision on a slide was made by the
majority voting of all tiles from that slide. (c) The second sub-task aims to detect whether a subset of genes was mutated in each tile of a slide. (d) The
third sub-task aims to classify a slide into one of the four CMSs. (e) The tiles are extracted by using a series of image processing algorithms to keep the
informative ones.

selected gene mutations. Although analysis across the com-
plete transcriptome and the functional spectrum of the genes
can reduce the disagreement between different classifiers [22],
transcriptomic analysis is considerably expensive and may
not be affordable for most patients. CMS1 was mainly driven
by mutations in genes which were not in our selected gene
list [3]. CMS2, CMS3 and CMS4 were mainly driven by
mutations in APC, KRAS, TP53, SMAD4, and PIK3CA, but
CMS3 and CMS4 involved also other genomic alterations
and cellular process dysregulation. This partly explains why
CMS2 and CMS4 can be identified more readily than the other
two subtypes from the histopathologic features of the TCGA
database.

IV. CONCLUSION
The findings of this study support the application of an ar-
tificial intelligent system for real-time classification of tis-
sue types, as well as the identification of certain gene alter-
ations and CMS from histopathological features. Moreover,
the study elucidates the association between genotype and
phenotype and explores intra-tumour heterogeneity by a spa-
tial visible approach. Although KRAS mutants is commonly
associated with therapeutic resistance and poor prognosis, this
study showed that subjects with predicted KRAS mutants
have a higher survival rate in two and a half years after di-
agnosis.

V. MATERIALS AND METHODS
A. STUDY PROTOCOL
The complete workflow of this study is summarized in Fig. 6.
Whole slide images were downloaded and randomly allocated

into three datasets for training, validating, and testing the deep
learning model, respectively. Each slide was further split into
tiles at two MRs, i.e., 5.0 and 20.0. Deep learning models were
designed to complete three different tasks: 1) to differentiate
PT from STN of CRC; 2) to predict the mutations of a selected
subset of genes of CRC in whole-slide imaging tiles; and 3) to
perform molecular stratification of CRC, i.e., CMS subtyping.

Based on the current clinical practice in CRC diagnosis,
the proposed framework was designed by transferring the
endoscopic knowledge learnt previously by AI-doscopist to
the histopathological domain for further modelling. In a pilot
study, we implemented several training strategies to verify
the benefits of using endoscopy knowledge as the pre-trained
weights. Compared to using the pre-trained weights from the
ImageNet Challenge, the use of endoscopy knowledge in the
initialisation process can bring about 5% improvement in both
sensitivity and specificity. When combined with other training
strategies, the increment can be further raised to 10%. More-
over, the training process of the redesigned framework was
accelerated by around 30%.

Based on this redesigned framework, in the first sub-task,
ensemble learning was used to tackle the extremely imbalance
number of tumour and normal samples. Seven sub-classifiers,
each having the same architecture adopted from AI-doscopist
[2], were used to classify the tiles on its independent sub-
dataset. The outputs of all sub-classifiers were aggregated, and
a final prediction was major-voted for each tile. The decision
to a slide was made by the majority voting of all informative
tiles within that slide.

Sub-task 2 was designed to predict the gene mutations from
the whole-slide images by multi-instance learning (MTL).
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We excluded those which belong to most frequently mutated
genes in all cancers, such like TTN, MUC16, and SYNE1
[23], and selected 13 mutated genes as target for identification.
The proposed model was trained and validated on 515 slides
and tested on 171 slides.

Sub-task 3 was designed to perform molecular stratification
of CRC (i.e., CMS subtyping) from histopathological slides.
Since gene mutations were believed to be associated with
CMS subtyping, the weights learnt from sub-task 2 was trans-
ferred as pre-trained weights, i.e., to link up the molecular
traits with the histopathology patterns.

B. ALGORITHM DESCRIPTION
The backbone network and the pre-trained weights used in this
study were adopted from AI-doscopist [2]. In brief, the feature
extractor was modified from ResNet50 [24], which consisted
of 16 residual blocks that were built from three convolu-
tional layers with increasing channel widths. The network was
proven to have good trade-off between speed and accuracy
in colorectal polyp localization and classification tasks [25].
The deep features of AI-doscopist was directly transferred to
train and test the model on histopathology slides. Different
output layers were modified to match the respective desired
outputs of each sub-tasks. For sub-task 1, three convolution
layers and one fully connected layer were added as the head
of model for binary classification. For sub-task 2, the final
output layer was extended to 13 nodes, corresponding to each
selected gene. For sub-task 3, a multi-layer perceptron with
seven fully connected layers and four dropout layers was used
as the classification network.

The model was initialized with the pre-trained weights from
AI-doscopist and fine-tuned by histopathology image tiles for
100 epochs, using the Adam optimization function with a
learning rate of 0.001 and weight decay of 0.0006. Seven sub-
classifiers, each with the same CNN architecture, was trained
on different sub-datasets and their outputs were aggregated.
For sub-task 3, the pre-trained weights from sub-task 2 was
adopted. Histopathology images were only used to train the
final MLP for 100 epochs, using the same conditions afore-
mentioned. The learning process was guided by the validation
process to avoid overfitting.

C. DATASET PREPARATION
Histopathology images and the corresponding clinical infor-
mation and gene mutations were downloaded from TCGA-
COAD online database. Since the system is designed to be
ultimately used by surgeons to characterize specimens during
operations, only the 879 flash-frozen slides from 461 patients
(774 PT and 105 STN slides) were downloaded and used in
the analysis. The slides were split into training, validation, and
testing datasets in ratio of 70:15:15.

Each whole-slide image was split into non-overlapping tiles
of 512 × 512 pixels. To study the effects of the field of view,
two magnification ratios, i.e., 5.0 and 20.0, were selected
for tile extraction. An adaptive thresholding algorithm was
used to binarise the tiles. Tiles with white background area

TABLE 1. The Number of Slides and Their Corresponding Class Labels and
Subtypes Collected From TCGA-COAD Database

aPT = primary tumour; STN = solid tissue normal; CMS = consensus molecular
subtypes; NOLBL = no labels.

over 70% were excluded. Then, the variance of the tiles was
estimated to exclude the outliers. The tiles were used to train
each sub-classifier for sub-task 1. PT tiles were used to train
the model in sub-task 2 and the CMS labels were used to train
the model in sub-task 3.

For the first sub-task, each slide was labelled as one single
class, i.e., PT or STN. Each tile was assigned the same label
as the slide, i.e., a weakly supervised learning approach was
adopted. Similarly, for the second sub-task, all PT slides of
the same subject were labelled with the same set of gene mu-
tations. Different from the sequencing method, where usually
only a part of the tissue was being sampled, the proposed
model made predictions on gene mutations independently for
each tile of each slide. Therefore, the heatmaps generated by
the model did not only take into account possible gene muta-
tions in the cancerous tissues, but could also show the condi-
tions for the tissues around the tumour cells. Although there
were over 10,000 gene mutation information for each subject
in the TCGA-COAD database, only 53 gene mutations that
were found in more than 10% of all TCGA-COAD cases and
have the representative association between phenotype and
genotype were selected for preliminary evaluation. Amongst
the 53 mutated genes, 13 genes which can be predicted with
higher accuracy (i.e., AUROC > 0.6) using a preliminary
model were further chosen for learning and testing. For the
third sub-task, CMS labels which were obtained by a random-
forest (RF) machine learning algorithm based on genomic
spectrum were used [12], [22]. Tables 1 and 2 provide the
details of the slides and tiles used in this study.

To assess the generalizability of proposed models, 40 FFPE
tumour slides from an independent CRC patient cohort were
collected from our Hospital, Prince of Wales Hospital (PWH),
Hong Kong SAR. Consents were waived for deceased pa-
tients and the study protocol has been approved by the Joint
CUHK-NTEC Clinical Research Ethics Committee (CREC
No. 2019.511). For each slide, tiles were extracted into 512 ×
512 resolution at both 5.0 and 20.0 MR as aforementioned.
External validation was conducted for tissue classification and
KRAS identification. KRAS was selected as external valida-
tion biomarkers because patients with KRAS mutants impair
response to anti-epidermal growth factor receptor (EGFR)
antibody therapy[26].
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TABLE 2. The Number of Tiles for Different Datasets Used in Subtask 1

D. EVALUATION METRICS
For sub-tasks 1 and 2, the prediction generated by the model
represented the probability belonging to one class. For sub-
task 3, the output from the model was the class number
directly owing to the last softmax function. The evaluation
metrics were derived from true positive (TP), false positive
(FP), true negative (TN) and false negative (FN). Three clas-
sification metrics, such as sensitivity, specificity and precision
were calculated as follows:
� Sensitivity represents the positive prediction out of all

TPs, which is also called as True Positive Rate (TPR).
Sensitivity = TP / (TP + FN).

� Specificity represents the negative prediction out of all
TNs, which equals to 1 – False Positive Rate (FPR).
Specificity = TN / (FP + TN).

� Precision stands for the proportion of TP out of all posi-
tive predictions. Precision = TP / (TP + FP).

The ROC curve was plotted and the AUROC was calculated
to assess the qualitative and quantitative performance of the
models. For sub-task 3, the confusion matrix was presented
for multi-class classification.

REFERENCES
[1] F. Bray, J. Ferlay, I. Soerjomataram, R. L. Siegel, L. A. Torre, and

A. Jemal, “Global cancer statistics 2018: GLOBOCAN estimates of
incidence and mortality worldwide for 36 cancers in 185 countries,”
CA Cancer J. Clin., vol. 68, no. 6, pp. 394–424, 2018.

[2] C. C. Y. Poon et al., “AI-doscopist: A real-time deep-learning-based
algorithm for localising polyps in colonoscopy videos with edge com-
puting devices,” npj Digit. Med., vol. 3, no. 1, May 2020, Art. no. 73.

[3] R. Dienstmann, L. Vermeulen, J. Guinney, S. Kopetz, S. Tejpar, and J.
Tabernero, “Consensus molecular subtypes and the evolution of preci-
sion medicine in colorectal cancer,” Nature Rev. Cancer, vol. 17, no. 2,
pp. 79–92, Feb. 2017.

[4] E. Van Cutsem et al., “Cetuximab and chemotherapy as initial treatment
for metastatic colorectal cancer,” New England J. Med., vol. 360, no. 14,
pp. 1408–1417, Apr. 2009.

[5] A. Cruz-Roa et al., “Accurate and reproducible invasive breast cancer
detection in whole-slide images: A deep learning approach for quanti-
fying tumor extent,” Sci. Rep., vol. 7, Apr. 2017, Art. no. 46450.

[6] N. Coudray et al., “Classification and mutation prediction from non–
small cell lung cancer histopathology images using deep learning,”
Nature Med., vol. 24, no. 10, pp. 1559–1567, Sep. 2018.

[7] S. Kalra et al., “Pan-cancer diagnostic consensus through searching
archival histopathology images using artificial intelligence,” npj Digit.
Med., vol. 3, Mar. 2020, Art. no. 31.

[8] Y. Fu et al., “Pan-cancer computational histopathology reveals mu-
tations, tumor composition and prognosis,” Nature Cancer, vol. 1,
pp. 800–810, Aug. 2020.

[9] J. N. Kather et al., “Pan-cancer image-based detection of clinically
actionable genetic alterations,” Nature Cancer, vol. 1, pp. 789–799,
Aug. 2020.

[10] K. Sirinukunwattana et al., “Image-based consensus molecular subtype
(imCMS) classification of colorectal cancer using deep learning,” Gut,
vol. 70, no. 3, pp. 544–554, 2021.

[11] D. Bychkov et al., “Deep learning based tissue analysis predicts out-
come in colorectal cancer,” Sci. Rep., vol. 8, Feb. 2018, Art. no. 3395.

[12] J. Guinney et al., “The consensus molecular subtypes of colorectal
cancer,” Nature Med., vol. 21, no. 11, pp. 1350–1356, Nov. 2015.

[13] B. Vogelstein, D. Lane, and A. J. Levine, “Surfing the p53 network,”
Nature, vol. 408, no. 6810, pp. 307–310, Nov. 2000.

[14] P. Wong et al., “Prevalence of early onset colorectal cancer in 397 pa-
tients with classic Li-Fraumeni syndrome,” Gastroenterology, vol. 130,
no. 1, pp. 73–79, Jan. 2006.

[15] M. B. Yurgelun et al., “Germline cancer susceptibility gene vari-
ants, somatic second hits, and survival outcomes in patients with re-
sected pancreatic cancer,” Genet. Med., vol. 21, no. 1, pp. 213–223,
2019.

[16] A. D. Singhi et al., “Preoperative next-generation sequencing of pancre-
atic cyst fluid is highly accurate in cyst classification and detection of
advanced neoplasia,” Gut, vol. 67, no. 12, pp. 2131–2141, 2018.

[17] W. Abida et al., “Genomic correlates of clinical outcome in ad-
vanced prostate cancer,” Proc. Nat. Acad. Sci., vol. 116, no. 23,
pp. 11428–11436, 2019.

[18] A. Petitjean, M. I. W. Achatz, A. L. Borresen-Dale, P. Hainaut, and M.
Olivier, “TP53 mutations in human cancers: Functional selection and
impact on cancer prognosis and outcomes,” Oncogene, vol. 26, no. 15,
pp. 2157–2165, Apr. 2007.

[19] M. Seri et al., “Mutations in MYH9 result in the May-Hegglin anomaly,
and Fechtner and Sebastian syndromes,” Nature Genet., vol. 26, no. 1,
pp. 103–105, Sep. 2000.

[20] W. H. L. Kao et al., “MYH9 is associated with nondiabetic end-stage
renal disease in African Americans,” Nature Genet., vol. 40, no. 10,
pp. 1185–1192, Oct. 2008.

[21] M. J. Ellis et al., “Whole-genome analysis informs breast can-
cer response to aromatase inhibition,” Nature, vol. 486, no. 7403,
pp. 353–360, Jun. 2012.

[22] F. Gao et al., “DeepCC: A novel deep learning-based framework
for cancer molecular subtype classification,” Oncogenesis, vol. 8,
Aug. 2019, Art. no. 44.

[23] C. Shyr, M. Tarailo-Graovac, M. Gottlieb, J. J. Y. Lee, C. van
Karnebeek, and W. W. Wasserman, “FLAGS, frequently mutated genes
in public exomes,” BMC Med. Genomic., vol. 7, Dec. 2014, Art. no. 64.

[24] K. He, X. Zhang, S. Ren, and J. Sun, “Deep residual learning for
image recognition,” in Proc. IEEE Conf. Comput. Vis. Pattern Recognit.
Seattle, WA, USA, 2016, pp. 770–778.

[25] R. K. Zhang, Y. L. Zheng, C. C. Y. Poon, D. G. Shen, and J. Y. W.
Lau, “Polyp detection during colonoscopy using a regression-based
convolutional neural network with a tracker,” Pattern Recognit., vol. 83,
pp. 209–219, Nov. 2018.

[26] N. Normanno, S. Tejpar, F. Morgillo, A. De Luca, E. Van Cutsem, and F.
Ciardiello, “Implications for KRAS status and EGFR-targeted therapies
in metastatic CRC,” Nature Rev. Clin. Oncol., vol. 6, no. 9, pp. 519–527,
Sep. 2009.

[27] N. N. Mahmoud, S. K. Boolbol, R. T. Bilinski, C. Martucci, A. Chad-
burn, and M. M. Bertagnolli, “Apc gene mutation is associated with a
dominant-negative effect upon intestinal cell migration,” Cancer Res.,
vol. 57, no. 22, pp. 5045–5050, Nov. 1997.

[28] K. Aoki and M. M. Taketo, “Adenomatous polyposis coli (APC): A
multi-functional tumor suppressor gene,” J. Cell Sci., vol. 120, no. 19,
pp. 3327–3335, Oct. 2007.

[29] M. K. VanKlompenberg, C. O. Bedalov, K. F. Soto, and J. R. Pros-
peri, “APC selectively mediates response to chemotherapeutic agents
in breast cancer,” BMC Cancer, vol. 15, Jun. 2015, Art. no. 457.

[30] S. Guillemette et al., “Resistance to therapy in BRCA2 mutant cells due
to loss of the nucleosome remodeling factor CHD4,” Genes Develop.,
vol. 29, no. 5, pp. 489–494, Mar. 2015.

122 VOLUME 3, 2022



[31] L. D. McKenzie et al., “CHD4 regulates the DNA damage response
and RAD51 expression in glioblastoma,” Sci. Rep., vol. 9, Mar. 2019,
Art. no. 4444.

[32] N. Xu et al., “CHD4 mediates proliferation and migration of non-small
cell lung cancer via the RhoA/ROCK pathway by regulating PHF5A,”
BMC Cancer, vol. 20, Mar. 2020, Art. no. 262.

[33] A. Lievre et al., “KRAS mutation status is predictive of response to
cetuximab therapy in colorectal cancer,” Cancer Res., vol. 66, no. 8,
pp. 3992–3995, Apr. 2006.

[34] E. Valtorta et al., “KRAS gene amplification in colorectal cancer and
impact on response to EGFR-targeted therapy,” Int. J. Cancer, vol. 133,
no. 5, pp. 1259–1265, Sep. 2013.

[35] W. Pao and N. Girard, “New driver mutations in non-small-cell lung
cancer,” Lancet Oncol., vol. 12, no. 2, pp. 175–180, Feb. 2011.

[36] M. Laplante and D. M. Sabatini, “mTOR signaling in growth control
and disease,” Cell, vol. 149, no. 2, pp. 274–293, Apr. 2012.

[37] T. Tian, X. Y. Li, and J. H. Zhang, “mTOR signaling in cancer and
mTOR inhibitors in solid tumor targeting therapy,” Int. J. Mol. Sci.,
vol. 20, no. 3, Feb. 2019, Art. no. 755.

[38] Q. Sheng et al., “An activated ErbB3/NRG1 autocrine loop supports in
vivo proliferation in ovarian cancer cells,” Cancer Cell, vol. 17, no. 3,
pp. 298–310, Mar. 2010.

[39] Y. Samuels et al., “Mutant PIK3CA promotes cell growth and inva-
sion of human cancer cells,” Cancer Cell, vol. 7, no. 6, pp. 561–573,
Jun. 2005.

[40] I. G. Campbell et al., “Mutation of the PIK3CA gene in ovarian and
breast cancer,” Cancer Res., vol. 64, no. 21, pp. 7678–7681, Nov. 2004.

[41] O. Kawano et al., “PIK3CA mutation status in Japanese lung cancer
patients,” Lung Cancer, vol. 54, no. 2, pp. 209–215, Nov. 2006.

[42] R. Roskoski, “ROS1 protein-tyrosine kinase inhibitors in the treatment
of ROS1 fusion protein-driven non-small cell lung cancers,” Pharma-
col. Res., vol. 121, pp. 202–212, Jul. 2017.

[43] A. Drilon, C. Jenkins, S. Iyer, A. Schoenfeld, C. Keddy, and M.
A. Davare, “ROS1-dependent cancers–Biology, diagnostics and ther-
apeutics,” Nature Rev. Clin. Oncol., vol. 18, no. 1, pp. 35–55, Jan.
2021.

[44] M. Evans et al., “The clinicopathological and molecular associations of
PD-L1 expression in non-small cell lung cancer: Analysis of a series of
10,005 cases tested with the 22C3 assay,” Pathol. Oncol. Res., vol. 26,
no. 1, pp. 79–89, Jan. 2020.

[45] R. C. Pestana, S. Sen, B. P. Hobbs, and D. V. S. Hong, “Histology-
agnostic drug development - considering issues beyond the tissue,”
Nature Rev. Clin. Oncol., vol. 17, no. 9, pp. 555–568, Sep. 2020.

[46] R. Roskoski, “Properties of FDA-approved small molecule protein ki-
nase inhibitors: A 2020 update,” Pharmacol. Res., vol. 152, Feb. 2020,
Art. no. 104609.

[47] N. Duma, R. Santana-Davila, and J. R. Molina, “Non-small cell lung
cancer: Epidemiology, screening, diagnosis, and treatment,” Mayo
Clinic Proc., vol. 94, no. 8, pp. 1623–1640, Aug. 2019.

[48] C. E. McCoach et al., “Resistance mechanisms to targeted therapies
in ROS1+ and ALK+ non-small cell lung cancer,” Clin. Cancer Res.,
vol. 24, no. 14, pp. 3334–3347, Jul. 2018.

[49] E. Cocco, M. Scaltriti, and A. Drilon, “NTRK fusion-positive cancers
and TRK inhibitor therapy,” Nature Rev. Clin. Oncol., vol. 15, no. 12,
pp. 731–747, Dec. 2018.

[50] Q. X. Hu et al., “ZFHX3 is indispensable for ER beta to inhibit cell
proliferation via MYC downregulation in prostate cancer cells,” Onco-
genesis, vol. 8, no. 4, Apr. 2019, Art. no. 28.

VOLUME 3, 2022 123



<<
  /ASCII85EncodePages false
  /AllowTransparency false
  /AutoPositionEPSFiles true
  /AutoRotatePages /None
  /Binding /Left
  /CalGrayProfile (Gray Gamma 2.2)
  /CalRGBProfile (sRGB IEC61966-2.1)
  /CalCMYKProfile (U.S. Web Coated \050SWOP\051 v2)
  /sRGBProfile (sRGB IEC61966-2.1)
  /CannotEmbedFontPolicy /Warning
  /CompatibilityLevel 1.4
  /CompressObjects /Off
  /CompressPages true
  /ConvertImagesToIndexed true
  /PassThroughJPEGImages true
  /CreateJobTicket false
  /DefaultRenderingIntent /Default
  /DetectBlends true
  /DetectCurves 0.0000
  /ColorConversionStrategy /sRGB
  /DoThumbnails true
  /EmbedAllFonts true
  /EmbedOpenType false
  /ParseICCProfilesInComments true
  /EmbedJobOptions true
  /DSCReportingLevel 0
  /EmitDSCWarnings false
  /EndPage -1
  /ImageMemory 1048576
  /LockDistillerParams true
  /MaxSubsetPct 100
  /Optimize true
  /OPM 0
  /ParseDSCComments false
  /ParseDSCCommentsForDocInfo true
  /PreserveCopyPage true
  /PreserveDICMYKValues true
  /PreserveEPSInfo false
  /PreserveFlatness true
  /PreserveHalftoneInfo true
  /PreserveOPIComments false
  /PreserveOverprintSettings true
  /StartPage 1
  /SubsetFonts true
  /TransferFunctionInfo /Remove
  /UCRandBGInfo /Preserve
  /UsePrologue false
  /ColorSettingsFile ()
  /AlwaysEmbed [ true
    /Algerian
    /Arial-Black
    /Arial-BlackItalic
    /Arial-BoldItalicMT
    /Arial-BoldMT
    /Arial-ItalicMT
    /ArialMT
    /ArialNarrow
    /ArialNarrow-Bold
    /ArialNarrow-BoldItalic
    /ArialNarrow-Italic
    /ArialUnicodeMS
    /BaskOldFace
    /Batang
    /Bauhaus93
    /BellMT
    /BellMTBold
    /BellMTItalic
    /BerlinSansFB-Bold
    /BerlinSansFBDemi-Bold
    /BerlinSansFB-Reg
    /BernardMT-Condensed
    /BodoniMTPosterCompressed
    /BookAntiqua
    /BookAntiqua-Bold
    /BookAntiqua-BoldItalic
    /BookAntiqua-Italic
    /BookmanOldStyle
    /BookmanOldStyle-Bold
    /BookmanOldStyle-BoldItalic
    /BookmanOldStyle-Italic
    /BookshelfSymbolSeven
    /BritannicBold
    /Broadway
    /BrushScriptMT
    /CalifornianFB-Bold
    /CalifornianFB-Italic
    /CalifornianFB-Reg
    /Centaur
    /Century
    /CenturyGothic
    /CenturyGothic-Bold
    /CenturyGothic-BoldItalic
    /CenturyGothic-Italic
    /CenturySchoolbook
    /CenturySchoolbook-Bold
    /CenturySchoolbook-BoldItalic
    /CenturySchoolbook-Italic
    /Chiller-Regular
    /ColonnaMT
    /ComicSansMS
    /ComicSansMS-Bold
    /CooperBlack
    /CourierNewPS-BoldItalicMT
    /CourierNewPS-BoldMT
    /CourierNewPS-ItalicMT
    /CourierNewPSMT
    /EstrangeloEdessa
    /FootlightMTLight
    /FreestyleScript-Regular
    /Garamond
    /Garamond-Bold
    /Garamond-Italic
    /Georgia
    /Georgia-Bold
    /Georgia-BoldItalic
    /Georgia-Italic
    /Haettenschweiler
    /HarlowSolid
    /Harrington
    /HighTowerText-Italic
    /HighTowerText-Reg
    /Impact
    /InformalRoman-Regular
    /Jokerman-Regular
    /JuiceITC-Regular
    /KristenITC-Regular
    /KuenstlerScript-Black
    /KuenstlerScript-Medium
    /KuenstlerScript-TwoBold
    /KunstlerScript
    /LatinWide
    /LetterGothicMT
    /LetterGothicMT-Bold
    /LetterGothicMT-BoldOblique
    /LetterGothicMT-Oblique
    /LucidaBright
    /LucidaBright-Demi
    /LucidaBright-DemiItalic
    /LucidaBright-Italic
    /LucidaCalligraphy-Italic
    /LucidaConsole
    /LucidaFax
    /LucidaFax-Demi
    /LucidaFax-DemiItalic
    /LucidaFax-Italic
    /LucidaHandwriting-Italic
    /LucidaSansUnicode
    /Magneto-Bold
    /MaturaMTScriptCapitals
    /MediciScriptLTStd
    /MicrosoftSansSerif
    /Mistral
    /Modern-Regular
    /MonotypeCorsiva
    /MS-Mincho
    /MSReferenceSansSerif
    /MSReferenceSpecialty
    /NiagaraEngraved-Reg
    /NiagaraSolid-Reg
    /NuptialScript
    /OldEnglishTextMT
    /Onyx
    /PalatinoLinotype-Bold
    /PalatinoLinotype-BoldItalic
    /PalatinoLinotype-Italic
    /PalatinoLinotype-Roman
    /Parchment-Regular
    /Playbill
    /PMingLiU
    /PoorRichard-Regular
    /Ravie
    /ShowcardGothic-Reg
    /SimSun
    /SnapITC-Regular
    /Stencil
    /SymbolMT
    /Tahoma
    /Tahoma-Bold
    /TempusSansITC
    /TimesNewRomanMT-ExtraBold
    /TimesNewRomanMTStd
    /TimesNewRomanMTStd-Bold
    /TimesNewRomanMTStd-BoldCond
    /TimesNewRomanMTStd-BoldIt
    /TimesNewRomanMTStd-Cond
    /TimesNewRomanMTStd-CondIt
    /TimesNewRomanMTStd-Italic
    /TimesNewRomanPS-BoldItalicMT
    /TimesNewRomanPS-BoldMT
    /TimesNewRomanPS-ItalicMT
    /TimesNewRomanPSMT
    /Times-Roman
    /Trebuchet-BoldItalic
    /TrebuchetMS
    /TrebuchetMS-Bold
    /TrebuchetMS-Italic
    /Verdana
    /Verdana-Bold
    /Verdana-BoldItalic
    /Verdana-Italic
    /VinerHandITC
    /Vivaldii
    /VladimirScript
    /Webdings
    /Wingdings2
    /Wingdings3
    /Wingdings-Regular
    /ZapfChanceryStd-Demi
    /ZWAdobeF
  ]
  /NeverEmbed [ true
  ]
  /AntiAliasColorImages false
  /CropColorImages true
  /ColorImageMinResolution 150
  /ColorImageMinResolutionPolicy /OK
  /DownsampleColorImages false
  /ColorImageDownsampleType /Bicubic
  /ColorImageResolution 900
  /ColorImageDepth -1
  /ColorImageMinDownsampleDepth 1
  /ColorImageDownsampleThreshold 1.00111
  /EncodeColorImages true
  /ColorImageFilter /DCTEncode
  /AutoFilterColorImages false
  /ColorImageAutoFilterStrategy /JPEG
  /ColorACSImageDict <<
    /QFactor 0.76
    /HSamples [2 1 1 2] /VSamples [2 1 1 2]
  >>
  /ColorImageDict <<
    /QFactor 0.40
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000ColorACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 15
  >>
  /JPEG2000ColorImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 15
  >>
  /AntiAliasGrayImages false
  /CropGrayImages true
  /GrayImageMinResolution 150
  /GrayImageMinResolutionPolicy /OK
  /DownsampleGrayImages false
  /GrayImageDownsampleType /Bicubic
  /GrayImageResolution 1200
  /GrayImageDepth -1
  /GrayImageMinDownsampleDepth 2
  /GrayImageDownsampleThreshold 1.00083
  /EncodeGrayImages true
  /GrayImageFilter /DCTEncode
  /AutoFilterGrayImages false
  /GrayImageAutoFilterStrategy /JPEG
  /GrayACSImageDict <<
    /QFactor 0.76
    /HSamples [2 1 1 2] /VSamples [2 1 1 2]
  >>
  /GrayImageDict <<
    /QFactor 0.40
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000GrayACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 15
  >>
  /JPEG2000GrayImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 15
  >>
  /AntiAliasMonoImages false
  /CropMonoImages true
  /MonoImageMinResolution 1200
  /MonoImageMinResolutionPolicy /OK
  /DownsampleMonoImages false
  /MonoImageDownsampleType /Bicubic
  /MonoImageResolution 1600
  /MonoImageDepth -1
  /MonoImageDownsampleThreshold 1.00063
  /EncodeMonoImages true
  /MonoImageFilter /CCITTFaxEncode
  /MonoImageDict <<
    /K -1
  >>
  /AllowPSXObjects false
  /CheckCompliance [
    /None
  ]
  /PDFX1aCheck false
  /PDFX3Check false
  /PDFXCompliantPDFOnly false
  /PDFXNoTrimBoxError true
  /PDFXTrimBoxToMediaBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXSetBleedBoxToMediaBox true
  /PDFXBleedBoxToTrimBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXOutputIntentProfile (None)
  /PDFXOutputConditionIdentifier ()
  /PDFXOutputCondition ()
  /PDFXRegistryName ()
  /PDFXTrapped /False

  /CreateJDFFile false
  /Description <<
    /CHS <FEFF4f7f75288fd94e9b8bbe5b9a521b5efa7684002000410064006f006200650020005000440046002065876863900275284e8e55464e1a65876863768467e5770b548c62535370300260a853ef4ee54f7f75280020004100630072006f0062006100740020548c002000410064006f00620065002000520065006100640065007200200035002e003000204ee553ca66f49ad87248672c676562535f00521b5efa768400200050004400460020658768633002>
    /CHT <FEFF4f7f752890194e9b8a2d7f6e5efa7acb7684002000410064006f006200650020005000440046002065874ef69069752865bc666e901a554652d965874ef6768467e5770b548c52175370300260a853ef4ee54f7f75280020004100630072006f0062006100740020548c002000410064006f00620065002000520065006100640065007200200035002e003000204ee553ca66f49ad87248672c4f86958b555f5df25efa7acb76840020005000440046002065874ef63002>
    /DAN <>
    /DEU <>
    /ESP <>
    /FRA <>
    /ITA (Utilizzare queste impostazioni per creare documenti Adobe PDF adatti per visualizzare e stampare documenti aziendali in modo affidabile. I documenti PDF creati possono essere aperti con Acrobat e Adobe Reader 5.0 e versioni successive.)
    /JPN <>
    /KOR <FEFFc7740020c124c815c7440020c0acc6a9d558c5ec0020be44c988b2c8c2a40020bb38c11cb97c0020c548c815c801c73cb85c0020bcf4ace00020c778c1c4d558b2940020b3700020ac00c7a50020c801d569d55c002000410064006f0062006500200050004400460020bb38c11cb97c0020c791c131d569b2c8b2e4002e0020c774b807ac8c0020c791c131b41c00200050004400460020bb38c11cb2940020004100630072006f0062006100740020bc0f002000410064006f00620065002000520065006100640065007200200035002e00300020c774c0c1c5d0c11c0020c5f40020c2180020c788c2b5b2c8b2e4002e>
    /NLD (Gebruik deze instellingen om Adobe PDF-documenten te maken waarmee zakelijke documenten betrouwbaar kunnen worden weergegeven en afgedrukt. De gemaakte PDF-documenten kunnen worden geopend met Acrobat en Adobe Reader 5.0 en hoger.)
    /NOR <>
    /PTB <>
    /SUO <>
    /SVE <>
    /ENU (Use these settings to create PDFs that match the "Suggested"  settings for PDF Specification 4.0)
  >>
>> setdistillerparams
<<
  /HWResolution [600 600]
  /PageSize [612.000 792.000]
>> setpagedevice


