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Genotypic and phenotypic diversity, which generates heterogeneity during disease evolution, is 
common in cancer. The identification of features specific to each patient and tumor is central to 
the development of precision medicine and preclinical studies for cancer treatment. However, the 
complexity of the disease due to inter- and intratumor heterogeneity increases the difficulty of 
effective analysis. Here, we introduce a sequential deep learning model, preprocessing to organize 
the complexity due to heterogeneity, which contrasts with general approaches that apply a single 
model directly. We characterized morphological heterogeneity using microscopy images of patient-
derived organoids (PDOs) and identified gene subsets relevant to distinguishing differences among 
original tumors. PDOs, which reflect the features of their origins, can be reproduced in large quantities 
and varieties, contributing to increasing the variation by enhancing their common characteristics, 
in contrast to those from different origins. This resulted in increased efficiency in the extraction of 
organoid morphological features sharing the same origin. Linking these tumor-specific morphological 
features to PDO gene expression data enables the extraction of genes strongly correlated with 
intertumor differences. The relevance of the selected genes was assessed, and the results suggest 
potential applications in preclinical studies and personalized clinical care.

Heterogeneity is a complex attribute of cancer tumors1,2. Multiple factors, including genome instability and 
microenvironmental differences, produce cellular diversity, which results in complex dynamics such as those 
observed in proliferation and metastasis processes3–5. This leads to heterogeneity at the molecular, cellular, and 
tissue levels.

A high degree of variety in morphology, which arises from cellular heterogeneity consisting of distinct 
subpopulations, is a characteristic of tumors. These types of heterogeneity can be observed across patients 
and within a single tumor and are known as inter- and intratumor heterogeneity, respectively6–11. A better 
characterization of individual variability based on morphological features and genomic profiling is needed for 
drug design and clinical implementation in therapeutics, diagnostics, and personalized medicine for cancerr12–23. 
However, there is still a lack of understanding of the relationship between phenotypic changes and the genomic 
mechanisms underlying cancer due to the complexity of cellular dynamics.

In an effort to understand the complexity of cancer diseases, organoids serve as promising models for 
mimicking tumor behavior with three-dimensional multicellular structures in vitro24–28. Among the various 
types of organoids, patient-derived organoids (PDOs) are those established from patient tumor tissues. PDOs 
are produced by culturing one cell or multiple cells obtained from patients’ tissues in vitro, which are acquired 
from, for example, surgical or biopsy samples of patient tumor tissues. In this study, we used Fukushima patient-
derived tumor organoids (F-PDOs), which are a series of PDOs from various types of tumor tissues established 
by the Fukushima Translational Research Center29–33. This organoid model was developed under a concept 
different from those using isolated single cells from patient tumors. F-PDOs were derived from minced tissues 
acquired from the primary solid tumor tissues of patients. Because minced pieces of tissues maintain the local 
structures of multiple cells, we can expect better reflection of the features of the source tumor. In fact, histological 
observation and the gene expression analysis30 revealed that they retain the function and architecture of their 
source tissues even after long-term culture. By maintaining intertumor differences across patients, F-PDOs have 
the potential to model diverse characteristics of tumors by reproducing the responses to various factors, such 
as environmental changes or chemical stimulation29–33. Thus, we used PDOs that allow direct measurements of 
such dynamics under in vitro conditions by contrasting inter- and intratumor differences.
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In addition to the basic biological profiles, such as gene expression and drug responses obtained through 
PDO experiments, microscopy images might provide substantial information on organoids and offer insight into 
their complex dynamics28,34–37. These image datasets were applied to identify genes with distinct patterns of gene 
expression and characterize tumors38,39 using machine learning methods. For these approaches, PDO cultures 
contribute to augmenting the training datasets by reproducing clonal populations. In deep neural networks, in 
general, the size and variety of training datasets have an impact on the accuracy of learning. Using microscopy 
images of F-PDOs, we introduced a machine learning-based approach that can reduce the complexity and extract 
representations of input image datasets accurately40–46. Morphological features common to organoids of the 
same origin were identified to distinguish them from other organoids. We subsequently determined the features 
characterizing the intertumor heterogeneity. Integrating data on biological profiles, including the morphological 
data obtained as described above, might facilitate the prediction of clinical responses and the understanding of 
the mechanisms underlying complex processes in tumors46–53. In this report, the extracted image features were 
applied to select genes that might be associated with morphological changes due to intertumor heterogeneity. To 
clarify the relevance of the selected genes, further analyses of gene pathways were performed and correlations 
with the drug response were calculated.

Results
Overview of the analysis model
In this study, we used F-PDO datasets for gene expression, drug response, and microscopy images of lung cancer 
organoids (Fig. 1a). As illustrated in Fig. 1b, the input datasets were sequentially processed by two different deep 
neural networks (DNNs), the convolutional network for images and subsequent regression models applied to 
predict gene expression. The first DNN generated the image representation, which was obtained by reducing 
the dimensions of the input image datasets into vectors with smaller dimensions. Here, the DNN was trained to 
distinguish the original label, which was the label of the organoid line. Then, the representations were designed 
to contain the information enhancing the difference between the organoids across patients. In the subsequent 
process, gene sets were extracted by using this information. Based on the prediction accuracy of the gene 
expression from the image representations, the genes were selected to reflect the morphological changes in the 
organoids.

Representation of images
First, the images were analyzed with a neural network, and the representations of the images were obtained. As 
explained in the Introduction and shown in the images (Fig. 2a), F-PDOs in culture had a variety of morphologies. 
To identify the characteristics common to organoids that share the same origin, a convolutional neural network 

Fig. 1.  Overview of model. (a) Schematic diagram of the study. We analyzed datasets of Fukushima-patient 
derived organoids (F-PDOs) that contained microscopy images, gene expression data, and drug response 
profiles. The data were acquired from in vitro cultured tumor tissue samples from different patients. By 
integrating these datasets, subsets of genes were selected through correlation analysis of images and gene 
expression data. (b) Overview of the processing flow. Two different deep neural networks (DNNs) were applied 
sequentially to datasets containing microscopy images and gene expression data from F-PDOs. The first one 
was trained with the image to distinguish between the original tissues. Next, we predicted the gene expression 
from the extracted representations of the images. Based on the results of the second model, the genes that 
might have reflected the difference between the original tissues were selected.
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(CNN) was trained to determine the label of each image. The CNN is a basic deep learning method commonly 
used for analyzing the spatial patterns of images. The representation of the image, or the latent representation, 
was subsequently obtained by extraction from the middle layer of the network model, as illustrated in Fig. 2b.

The images were visualized using t-distributed stochastic neighbor embedding (t-SNE), in which these 
10-dimensional latent values were projected into a lower-dimensional space (Fig. 2c). Each plot corresponded 
to a single image patch and was colored differently according to the label value, displaying the accuracy of the 
training with a scatter plot, on which a set of patches of the same label were distributed in proximity, apart from 
those of the different labels. As we expected, the results indicated that the representations exhibited different 
patterns according to the differences in the organoid lines.

In this study, images were encoded into representations that distinguished between inter- and intratumor 
heterogeneity. Fewer overlapping distributions across different colored labels indicated that the differences 
among the original tumors, which corresponded to the intertumor heterogeneity, were distinguished by being 
encoded differently. Conversely, the differences within the same labeled group, or intratumor heterogeneity, 
exhibited small fluctuations. This encoding enhanced the intertumor differences by compressing the intratumor 
differences.

These results were compared to those of another neural network model with an autoencoder (AE) by using the 
same datasets (Fig. 2b,d). The AE model is widely used to extract image features via unsupervised learning41,42, 
where the input datasets are trained to reconstruct images that are the same as the input images. Compared 
with our model (Fig. 2c), the AE model generated representations that were distributed with mixed patterns 
regarding the label, as shown in the t-SNE plot (Fig. 2d). Even though the AE model captured the image features 
of each patch, the information of the original tissues was lost compared with that of the model representation 
(Fig. 2c), in which the difference between the original tumors, or the intertumor heterogeneity, was enhanced 
and apparent. Thus, in the following analysis, we used the results obtained by our model shown in Fig. 2c.

Fig. 2.  Image representations. (a) Microscopy images. Microscopy images obtained with a brightfield 10x 
objective with a color CCD are displayed. Labels such as “RLUN010” indicate the origin of the PDO according 
to, patient and tumor. The input image was preprocessed by randomly cropping image patches, as indicated by 
the red rectangles on the images. (b) DNN models. The upper half of the diagram shows a convolutional neural 
network (CNN) of our model. This CNN was trained to answer the label of each image. It encoded the input 
image, and the image representation was obtained by vector outputs from the middle layer. It was compared 
with the autoencoder model illustrated in the lower column, in which the model was trained to reconstruct 
the input image instead of answering the label. (c) Image representations of the model. The representations 
of the images were obtained as 10-dimensional vectors from the intermediate layer and were projected on 
2-dimensional space by using the t-distributed stochastic neighbor embedding (t-SNE) algorithm. For this 
mapping, the image labels were distinguished by different colors. (d) Image representations of the autoencoder 
network. The results in (c) were compared with those of the autoencoder network model. The t-SNE plot was 
made in the same manner as in the case of (c).
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Image-based gene mapping and gene selection
Using the generated representations of images that enabled us to distinguish intertumor heterogeneity, we 
selected the gene subset responsible for the morphological changes specific to each original tumor. For this 
purpose, we analyzed the correlations between image representations and gene expression. As illustrated in Fig. 
3a, another regression model of the DNN was trained to predict the gene expression of each organoid line using 
the image representations as the input data. In this training, the regression model was learned to decrease the 
difference between the predicted and actual values of gene expression datasets. For the representation of each 
image patch, the model predicted the gene expression levels of 14,400 genes. The scatter plot on the right-hand 
side of Fig. 3a indicates the accuracy of the prediction for all genes, for which the correlation coefficient was 
calculated as 0.78.

The accuracy of this image-based gene mapping depends on the specific features of each gene. For 10 repeated 
trainings, the coefficient of variation, or the ratio of the standard deviation to the mean, was averaged at 0.080 for 
the accuracy of each single gene. The learning result of this mapping was stable with small deviations, and the 
prediction accuracy of each gene reflected the specific relationships to the image representation.

The differences in accuracy could be considered to arise from the sensitivity to fluctuations, which 
corresponded to the intratumor heterogeneity in this representation. As illustrated in Fig. 3b, large responses 
to fluctuations in the image representation caused a loss of accuracy. Conversely, the stability against the 
representation differences within the same labeled images produced accurate predictions. Then, the gene subset 
closely related to the morphological changes associated with intertumor heterogeneity could be selected using 
the accuracy of image-to-gene mapping.

Fig. 3.  Image-gene mapping and gene selection (a) Image-gene mapping model. The gene expression profile 
was predicted by another DNN model from the image representation vectors calculated by the DNN model, as 
shown in the previous figure. On the right-hand side of this column, a scatter plot is shown, with the answers 
on the horizontal axis and the predictions on the vertical axis. In this plot, the color indicates the density of 
the distribution. (b) Gene selection scheme. The gene selection flow is shown in this panel, where gene subsets 
with higher accuracies were selected. The image-gene mapping shown in (a) produced different accuracy 
results for each gene. The subpanels (b-2) and (b-3) show the plots for the top 10 most accurate genes and the 
worst 10 genes, respectively. On these panels, the predicted values on the vertical axis were plotted against 
the answers, which were the real expression values on the horizontal axis. For those with higher accuracy, the 
predictions were stable and differed only slightly from the answers (b-2). This indicated that the prediction for 
higher values was robust for perturbations in the image representation. Conversely, the lower groups predicted 
wider deviations from the answer (b-3). As shown by the red arrows overlaid on these panels, perturbations in 
the image representation, shown as a red arrow in (b-1), resulted in narrow and wide deviations, respectively, 
in (b-2) and (b-3).
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Correlations with drug responses and pathway analysis
To assess the biological relevance of the gene selection obtained as described above, we analyzed the correlations 
of the gene selection with drug responses, which is one of the phenotypic profiles for PDOs. First, an overview of 
the drug response profiles is given in a plot (Fig. 4a), where the average effects and the standard deviations across 
the different organoid groups are plotted. In this dataset, the effects of drugs on inhibiting tumor growth were 
measured according to the viability of the treated organoids, and the area under the curve (AUC) for different 
doses was calculated (Materials and Methods). Larger and smaller values indicated ineffectiveness and strong 
effects, respectively. In this plot (Fig. 4a), lower values for the AUC on the left-hand side indicated strong effects 
with rapid decreases in viability under the treatments, and higher values distributed on the right-hand side 
indicated an ineffectiveness in preserving viability. On both sides, lower values of standard deviations indicated 

Fig. 4.  Drug response and pathways (a) Averages and standard deviations of drug responses. As an overview 
of the drug response profiles of 76 anticancer agents for 18 PDO samples, the averages of drug effects to inhibit 
tumor growth were plotted on the vertical axis against their standard deviations across different PDOs. (b) 
Correlations between selected drugs and genes. After excluding reagents that were uniformly effective and 
ineffective on both sides of the plot in (a), drugs with relatively high standard deviations were selected, and 
their correlations with the gene expression levels were evaluated on the vertical axis. In this graph, 20 genes 
were selected in the process explained in the previous figure (Fig. 3) according to the prediction accuracy 
of image-gene mapping. The different numbers of selected drugs (from 5 to 50 drugs with 5 steps on the 
horizontal axis) had relatively high values compared with the results with randomly selected genes shown 
with dashed lines. (c) Gene selection with variance and accuracy. The variance of each gene was calculated 
across 18 samples for the gene expression level. The prediction accuracy for each gene was subsequently 
plotted against the standard deviation, which is the square root of variance, where 10,000 randomly selected 
genes were selected. The rectangular regions represent the selected regions with different thresholds. The red 
solid rectangle corresponds to a case with a moderate variance threshold. The results are compared to those 
of the red dotted rectangle, which has a lower threshold, and the black dotted rectangle, which has a higher 
threshold. (d) Number of hit pathways. For the selected genes, enriched pathways were identified using the 
DAVID database. The numbers of hit pathways were plotted against the variance thresholds on the horizontal 
axis. As shown in Fig. 4a, 20 genes with high accuracy scores were identified, and pathways with p values<0.1 
and<0.05 were selected for analysis. At the right end, we compared the results of the case where the top 20 
genes with large variances were taken regardless of the accuracy scores.
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that these effects were observed uniformly across PDOs, whereas relatively high standard deviations in the 
middle range suggested that the effects of these drugs varied according to tumor characteristics.

To clarify the impact of gene selection on the characterization of intertumor heterogeneity, the correlations 
between gene expression and drug responses across different organoid lines were estimated, as shown in Fig. 4b. 
Here, we selected drugs according to the standard deviation values because large standard deviations in drug 
response suggest heterogeneous effects across patients. For the selected pairs of drugs and genes, the estimated 
averages of the correlations were greater than those for the randomly selected genes. Moreover, the estimated 
averages increased as the number of drugs decreased, where the difference in drug effectiveness between tumors 
was significant with a small number of selected drugs. These findings suggest the contribution of gene selection 
to characterizing differences in drug responses across patients.

The same selection scheme using standard deviations across patients was applied to refine the efficiency of 
the gene selection. Small changes in the expression levels across different organoid lines indicated that genes 
with small variances were inactive or common. Conversely, large variances among organoids might indicate that 
these genes vary largely by reflecting the features of each organoid and contrasting differences more significantly. 
Then, as illustrated in Fig. 4c, genes were selected based on the combination of gene expression variance and 
prediction accuracy.

For further validation of the biological relevance of the gene selection, enrichments in Kyoto Encyclopedia of 
Genes and Genomes (KEGG) pathways, were identified using the DAVID online tool for gene ontology. Pathway 
enrichment analysis is a method that extracts relevant and significant gene subsets statistically from large sets 
of genes, based on the knowledge of interpretable pathways such as signaling, metabolic, and disease-related 
pathways. According to the selection criteria explained above, for the different thresholds for the variance, the 
genes with higher accuracies were selected. The top 20 genes were extracted, and the number of hit pathways 
was plotted against the variance threshold (Fig. 4d). In this plot, rapid increases were observed in the lower and 
higher range limits, where only a few pathways were found. Moreover, in the intermediate range of the threshold, 
the number of hit pathways was stably high. The significance of this result was assessed in comparison with 
the case at the right end of this plot, where the result was selected based on only the variance, and no pathway 
was hit with the top 20 genes with larger variances. This result shows that gene selection based on variance and 
prediction accuracy improved the statistical significance in determining biological pathways. The selected genes 
and pathways at the peak of the plot, 0.5 in Fig. 4d, are listed in Tables 1 and 2.

Discussion
Image-based neural network analysis reduced the complexity of the datasets and contributed to the extraction 
of image features of organoids in culture. Owing to intratumor heterogeneity, organoids in culture exhibit wide 
variations in morphology, such as size, shape and other morphological measurements, even when they are 
derived from the same tissue. This diversity might have augmented the ability of organoids to understand the 
complex dynamics of tumors. To extract features that were common to the original tissue, we introduced a neural 

Gene symbol Gene name Accuracy Standard-deviation

HLA-DRA Major histocompatibility complex, class II, DR alpha 0.776 0.335

HLA-DPB1 Major histocompatibility complex, class II, DP beta 1 0.723 0.251

CD74 CD74 molecule 0.680 0.386

C3 Complement C3 0.676 0.248

IFI6 Interferon alpha inducible protein 6 0.670 0.257

HLA-DRB3 Major histocompatibility complex, class II, DR beta 3 0.665 0.275

ANXA3 Annexin A3 0.652 0.240

IGFBP3 Insulin like growth factor binding protein 3 0.651 0.286

S100P S100 calcium binding protein P 0.630 0.299

ITGAM Integrin subunit alpha M 0.627 0.302

APOD Apolipoprotein D 0.627 0.338

HLA-DMA Major histocompatibility complex, class II, DM alpha 0.625 0.229

TRIM29 Tripartite motif containing 29 0.621 0.293

VGLL1 Vestigial like family member 1 0.619 0.284

HPGD 15-hydroxyprostaglandin dehydrogenase 0.617 0.275

PLAAT3 Phospholipase A and acyltransferase 3 0.616 0.232

ARHGDIB Rho GDP dissociation inhibitor beta 0.614 0.280

LIPH Lipase H 0.613 0.273

VAMP8 Vesicle associated membrane protein 8 0.610 0.239

UCHL1 Ubiquitin C-terminal hydrolase L1 0.609 0.342

Table 1.  Selected genes (threshold at 0.5).  The selected genes for which the variance threshold was 0.5 are 
listed according to the accuracy scores. For 20 genes selected according to the scheme shown in Fig. 4c, 
the gene names and the corresponding gene symbols are listed with the prediction accuracy scores and the 
standard deviations across different organoids.
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network model that was designed to answer the labels assigned to the origins (Fig. 2). Within various features 
expressed in the images, the training of this model might have enhanced the factors common to the same label 
and sorted those that have effects in distinguishing different labels. This model was applied to visualize the 
intertumor differences in Fig. 2c, where images of the same PDO had similar features with distributions around 
their centers apart from the other images with different labels. Additionally, the same distribution showed that 
intratumor heterogeneity could be regarded as a perturbation. It was subsequently surmised that inter- and 
intratumor morphological variations could be distinguished.

The extracted image features, which are common to organoids sharing the same original tissue, were further 
applied in the prediction of gene expression. In image-gene mapping based on these features, it could be expected 
that the gene subsets responsible for the intertumor morphological changes would demonstrate high accuracy 
because these genes would vary according to the extracted features representing the intertumor differences. 
However, in the same prediction, gene factors related strongly to the intratumor differences could be excluded 
as elements with lower accuracy because sensitivity to the perturbation caused deviations from the expected 
answers and decreased the accuracy of the prediction (Fig. 3b). Additionally, because the expression of genes 
that are not correlated with morphological changes can be determined independently of the information of the 
image features, they cannot be predicted by the image information. Selection based on the prediction accuracy 
led to the extraction of only the gene subsets related to the features common to each original tissue, reflecting 
the intertumor differences.

Validation of this gene selection was performed by mapping to the other phenotypic profiles and analyzing 
the correlations with the drug responses. Fig. 4b shows that these selected genes had stronger correlations with 
drug responses than did the randomly selected genes. These findings suggest that selection functioned to leave 
only genes related to intertumor differences. Thus, our gene selection method could be applied to extract gene 
subsets that have an impact on resistance to drug stimulation in tumors.

To clarify the biological meaning of the selected genes, the extracted genes and associated pathways are 
shown in Tables 1 and 2. Multiple genes known as cancer-related genes are involved in the disease process of 
cancer through pathways such as “phagosome,” “cell adhesion,” and “transcriptional misregulation in cancer.” 
For example, genes such as IGFBP3 and ITGAM are known to regulate intracellular and extracellular processes 
and play roles in the progression, tumor growth, invasion, and metastasis of cancer18–23. From the gene list, 
we can assume that variations in the immune system across individuals represent one of the origins of the 

KEGG pathway Gene count P-value

Leishmaniasis 6 3.71E-08

Tuberculosis 7 6.25E-08

Staphylococcus aureus infection 6 1.13E-07

Phagosome 6 1.13E-06

Antigen processing and presentation 5 2.87E-06

Hematopoietic cell lineage 5 7.47E-06

Asthma 4 8.99E-06

Allograft rejection 4 1.68E-05

Graft-versus-host disease 4 2.28E-05

Type I diabetes mellitus 4 2.45E-05

Systemic lupus erythematosus 5 2.71E-05

Intestinal immune network for IgA production 4 3.63E-05

Autoimmune thyroid disease 4 4.61E-05

Cell adhesion molecules 5 4.75E-05

Inflammatory bowel disease 4 8.51E-05

Viral myocarditis 4 9.32E-05

Th1 and Th2 cell differentiation 4 2.39E-04

Rheumatoid arthritis 4 2.47E-04

Th17 cell differentiation 4 3.84E-04

Herpes simplex virus 1 infection 6 4.00E-04

Toxoplasmosis 4 4.17E-04

Influenza A 4 0.001467

Epstein-Barr virus infection 4 0.002367

Human T-cell leukemia virus 1 infection 4 0.003097

Transcriptional misregulation in cancer 3 0.028254

Legionellosis 2 0.075077

Arachidonic acid metabolism 2 0.081522

Table 2.  Pathways.  The table lists the pathways identified for the set of 20 selected genes listed in Table 1(a) by 
using the DAVID gene ontology online tool. The number of genes involved in each pathway and the p values 
are also shown.
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differences between organoid lines. For example, extracted genes such as HLA-DRA, HLA-DPB1, and CD74 are 
known to be related to immunological processes through pathways such as the antigen presentation pathway. 
Variations in the expression levels of these genes affect the immune microenvironment of tumors by mediating 
immune evasion and have clinical significance, especially in immunotherapy22,23. This evidence could explain 
how extracted genes work to characterize tumor differences.

The results indicate that the efficiency of pathway identification and the correlations of selected gene 
expression levels with drug responses were improved by means of gene selection. Moreover, these results suggest 
the potential to bridge the gaps between phenotypes and genotypes by identifying the factors responsible for 
each subtype. These findings might lead to accurate predictions in clinical practice and the identification of 
potential gene targets for drug development.

One of the features of our model is the sequential structure composed of the different DNNs applied for the 
images and the gene expression separately (Fig. 1b). Preprocessing such as the type introduced in our model (Fig. 
2) was effective for datasets with large variety (Fig. 2d) to reduce their complexity (Fig. 2c). Additionally, this 
preprocessing allows the extraction of relevant factors as shown in Fig. 3, improving the prediction in contrast 
with general approaches which apply a single DNN model directly.

The flexibility of the extension is another advantage of our model. By substituting the preprocessing model 
with other models, we would be able to apply this model to other issues. For example, an extension for the 
intratumor heterogeneity, instead of intertumor heterogeneity, would be accomplished by relabeling the answers 
for the preprocessing in Fig. 2b. Because intratumor heterogeneity is one of the major factors affecting the drug 
resistance of each tumor, this extension would be necessary for further accurate analyses of drug responses in 
more results than those we have given (Fig. 4b). However, this extension for intratumor analysis would require 
more detailed information about the differences between organoids derived from the same unique tumor source 
and those between the local spatial regions on each organoid. Because advanced methods such as image analysis, 
including segmentation or attention maps, which correlate the local regions and the extracted image features28,37, 
should be introduced, such extension would be a future issue.

These results promote further preclinical and clinical studies using PDOs. PDOs enable a variety of tumor 
experiments by allowing chemical stimulation and environmental changes in vitro. For example, as an application 
of our approach, relabeling PDO groups according to the experimental conditions instead of the patient number 
used in this study would help to extract morphological representations characterizing each group and associated 
gene subset. These methods would allow various experimental designs for detailed studies of mechanisms and 
would enable us to identify molecular targets associated with specific reactions and changes in tumors. These 
results suggest the usefulness of imaging data and the potential application of this model in the development of 
biomarkers and drugs.

Materials and methods
F-PDO data
Fukushima patient-derived tumor organoids (F-PDOs) are organoids that were established from primary solid 
tumor tissues obtained from surgical or biopsy samples from patients29–33. The minced tissues from tumors 
from individual patients were cultured as suspension cultures without enzyme treatment. In this study, we used 
F-PDO datasets for gene expression data, drug response profiles, and microscopy images of lung organoids29–33. 
F-PDOs and these data were supplied by the Fukushima Translational Research Center and the images were 
acquired from Evident Corp. They were measured and collected as follows.

The gene expression dataset contained profiles estimated from the expression levels of 14,400 genes for 25 
different organoid lines29–33. Each of the organoid lines was derived from a different patient. The total amount 
of RNA corresponding to each gene was measured, and the measured signals were converted into primary 
expression ratios of samples and the human common reference RNA. The data were normalized and converted 
to log2 values.

Drug sensitivity was measured by the area under the curve (AUC) of growth-inhibition assays29–33. For the 
cells treated with 76 anticancer agents at different doses, cell viability was assessed using an ATP assay, and the 
(AUC) was calculated. The data were taken from 19 different F-PDOs.

Microscopy images of the F-PDOs in culture were acquired with a bright-field 10x objective with a color 
CCD. To distinguish the origins of each organoid, they were assigned labels such as RLUN10 and RLUN24. For 
each labeled sample, 20 images with 1,360 × 1,024 pixels were collected for analysis. In total, datasets of PDOs 
for 18 organoid lines with 14,400 genes and 76 drugs were included, except for the missing profiles for each label.

Model for the extraction of image representations
The details of the process for the images, which are illustrated in Figs. 1b and 2b, are as follows. For the learning 
datasets, image patches with 64 × 64 pixels were generated from the original images, where locations were 
selected at random and 100 patches were taken for each single image. The CNN consisted of a convolution layer, 
following layers, a flattened layer and two fully connected layers, and the outputs were ultimately processed 
using the Softmax function. The convolution layer had 32 × 32 × 3 dimensions, and the intermediate layers 
had 128 and 10 dimensions. This model was subsequently optimized to minimize the loss function, the sparse 
categorical cross entropy. The training was repeated for 100 epochs with a batch size of 100. This and other 
subsequent neural network models were implemented by using TensorFlow and Keras. t-SNE, as shown in Fig. 
2, and clustering calculations, as shown in the heatmaps in Figs. 1 and 3, were performed using scikit-learn, a 
Python library.
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Autoencoder model in comparison to the model
For the autoencoder model in Fig. 2d, the same input images were encoded with a set of layers consisting of 32 
× 32 × 3 convolutional layers, a dropout layer (dropout rate=0.1), and a 2 × 2 max pooling layer. This layer set 
was applied 3 times and processed with the flattened layer, the layer with 1,024 nodes, and the other layer with 10 
nodes. These parameters were inversely decoded. The loss function was optimized with the mean squared error. 
It was then trained with a batch size of 100 for 100 epochs. The middle layer with 10 nodes generated the latent 
representations shown in this panel, where the t-SNE images were drawn the same as those in the model case.

Regression model for gene expression prediction
The neural network illustrated in Fig. 3a consisted of five layers, which were fully connected linearly without 
activation functions. They had dimensions of 10, 18, 54, and 162 and an output dimension of 14400. The loss 
function was taken with the mean squared error. The training batch size was 50, which was randomly selected 
from the input gene set, and the training process was repeated for 15 epochs.

Pathway analysis
For Fig. 4d, genes were selected under the criteria of prediction accuracy and variance. For each selection, the 
threshold variances were varied from 0 to 0.7 σmax with σmax, which was the maximum value of the standard 
deviation. Pathway analysis was subsequently performed using the Database for Annotation, Visualization and 
Integrated Discovery (DAVID, http://david.abcc.ncifcrf.gov/) an online software program that can identify 
Kyoto Encyclopedia of Genes and Genomes (KEGG) pathways for given gene sets.

Other calculations
Other calculations of Pearson’s correlation coefficient for Fig. 3 and Fig. 3b were performed using scikit-learn.

Data availability
The programs for our deep-learning model with sample datasets is available on GitHub ((https://github.com/
ktakagievd/Model4FPDOv1). The other related datasets and the program used during the present study are 
available from the corresponding author upon reasonable request. The F-PDOs are commercially available 
by contacting Fukushima Medical University (https://www.fmu.ac.jp/home/trc/en/contract-research-provi-
sion/f-pdo/).
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