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ABSTRACT 

Cancer-specific antigens expressed 

in the cell membrane have been used as 

targets for several molecular targeted 

strategies in recent years with remarkable 

success. To develop more effective cancer 

treatments, novel targets and strategies for 

targeted therapies are needed. Here, we 

examined the cancer cell membrane-resident 

“cis-bimolecular complex” as a possible 

cancer target (cis-bimolecular cancer target: 

BiCAT) using proximity proteomics, a 

technique that has attracted attention in 

recent years. BiCATs were detected using a 

previously developed method, termed the 

enzyme-mediated activation of radical 

source (EMARS), to label the components 

proximal to a given cell membrane molecule. 

EMARS analysis identified some BiCATs, 

such as close homolog of L1 (CHL1), 

fibroblast growth factor 3 (FGFR3) and 2 

integrin, which are commonly expressed in 

mouse primary lung cancer cells and human 

lung squamous cell carcinoma cells. 

Analysis of cancer specimens from 55 lung 

cancer patients revealed that approximately 

half of patients were positive for these 

BiCATs. In vitro simulation of effective drug 

combinations used for multiple drug 

treatment strategy was performed using 

reagents targeted to BiCAT molecules. The 

combination treatment based on BiCAT 

information moderately suppressed cancer 

cell proliferation compared with single 

administration, suggesting that the 

information about BiCATs in cancer cells is 

profitable for the appropriate selection of the 

combination among molecular targeted 

reagents. Thus, BiCAT has the possibility to 

make a contribution to several molecular 

targeted strategies in future. 

 

Molecular targeted strategies using 

specific targets in cancer cells have been 

widely used in the field of drug discovery (1, 

2), drug delivery (3), drug administration (4) 

and diagnosis (5, 6). The application of these 

treatment strategies has resulted in good 

outcomes in terms of cancer diagnosis and 

treatment and received a certain praises 

resulting in further competition. However, 

there are still many difficulties in the 

development of novel cancer targets that 

show acceptable efficacy. It is, therefore, 

necessary to identify novel and potentially 

effective cancer targets and targeting 

strategies.  

Many molecular targeted strategies 

have been developed against cell surface 

(membrane) proteins such as receptor 
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tyrosine kinases (RTKs), which are involved 

in cell proliferation and differentiation. 

Previous studies showed that cell surface 

(membrane) proteins non-randomly forms a 

hetero-complex accompanied by the fluidity 

of biological membranes (7). In particular, 

regions in the membrane with high 

concentration of specific molecular 

complexes together with specific lipids are 

“lipid rafts”. These lipid rafts in the cellular 

membrane serve as a platform for 

intracellular signaling and are also involved 

in various biological phenomena (7). In 

addition, research in drug discovery and 

treatment against several diseases has 

focused on lipid rafts (3, 8, 9). Thus, it is 

essential to identify the molecules that form 

cis-molecular complexes in the cell 

membrane, especially cancer cell-specific 

complexes, with the aim of applying these 

findings to targeted strategies.  

Proximity proteomics (10–13) has 

recently been used as a method to analyze 

molecular complexes. We developed a 

simple and physiological method, called the 

Enzyme-Mediated Activation of Radical 

Source (EMARS) method (14), which uses 

horseradish peroxidase (HRP)-induced 

radicals derived from arylazide or tyramide 

compounds (15). The EMARS radicals 

attack and form covalent bonds with the 

proteins in the proximity of the HRP (e.g. 

radicals from arylazide; approximately 200-

–300 nm (14), from tyramide; approx. 20 nm 

(16)) because the generated radicals 

immediately react with surrounding water 

molecules and disappear when near HRP. 

Therefore, the bimolecular partner proteins 

that interact and assemble with an 

overexpressed given membrane protein, 

which was selected based on cDNA 

microarray data, could be labeled only with 

arylazide or tyramide compounds under 

physiological conditions (Fig. S1). The 

labeled proteins can subsequently be 

analyzed using an antibody array and/or 

typical proteome strategy (17). The EMARS 

method has been applied to various studies 

on molecular complexes on the cell 

membrane (18–24). 

Here, we propose a “cis-bimolecular 

complex” on the cell membrane as a new 

type of cancer target (cis-bimolecular cancer 

target, hereinafter referred to as BiCAT) that 

was identified in pursuit of diversifying 

molecular targeted strategies. We used the 

EMARS method in EML4-ALK mouse 

primary lung cancer cells (EML4-ALK 

primary cells) and LK2 human lung 

squamous cell carcinoma cell line to identify 

several BiCATs. These BiCATs were also 

expressed in pathological specimens derived 

from lung cancer patients.  

 

Results 

CHL1 is a suitable molecule for BiCAT 

analysis in EML4-ALK transgenic mouse 

The overall scheme of BiCAT 

analysis for cancer cells is summarized in 

Fig. 1.  The first step is to identify the 

overexpressed molecules in cancer cell 

membranes by cDNA array and prepare the 

EMARS probe. Next, EMARS is performed 

in (primary) cancer cells and tissues to 

identify BiCAT partner molecules associated 

with overexpressed molecules by proteome 

analysis. BiCAT information is used for 

further applications (e.g. drug design and the 

simulation of appropriate drug combination 

for multi-drug administration as described 

later).  

We used the transgenic mouse of the 

onco-fusion gene, Echinoderm 

microtubule-associated protein-like 4 and 

Anaplastic lymphoma kinase (EML4-ALK) 
(25, 26), which causes spontaneously 

occurring lung cancer with early onset, since 

it is suitable for biochemical experiments. 

We first performed gene expression analysis 

in both lung tumor and normal tissues from 

EML4-ALK transgenic mice (Fig. 2A) by 

whole mouse cDNA microarray to identify 

highly expressed membrane molecules in 

lung tumors (Table S1). We selected four 

genes (Gjb4, MMP13, CHL1 and Claudin 2) 

that were overexpressed in lung tumor 

tissues as candidate membrane proteins. 

Reverse transcription PCR revealed that 

these genes were strongly expressed in lung 

cancer tumors compared with normal tissue 

(Fig. 2B) regardless of sex and age. CHL1 

expression was detected in tumor slices (Fig. 
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2C) and in lysates from lung tumors by 

western blot (Fig. 2D), but not in normal 

lung tissue. CHL1 was reported as an 

overexpressed gene in human lung 

carcinoma tissue (27) and we thus selected 

CHL1 for subsequent analysis. 

 

Partner molecules constituting BiCAT with 

CHL1 

We next used primary cancer cells 

derived from lung cancer tissue of 

EML4-ALK transgenic mice (Fig. 3A) in 

EMARS reactions with CHL1 probe (Fig. 

S2). HRP-conjugated cholera toxin subunit 

B (CTxB probe), which is the cognitive 

molecule against ganglioside GM1 as a lipid 

raft marker (28), was used as a positive 

control. Using arylazide reagent, the CTxB 

probe sample generated strong signals; 

however, moderate signals were observed 

with the CHL1 probe (Fig. 3B). Weak 

non-specific signals were observed in the 

negative control. In contrast, EMARS 

reaction using tyramide reagent showed clear 

signals in the CHL1 probe sample, with very 

faint signals in the negative control (Fig. 3C), 

suggesting that tyramide-fluorescein reagent 

was suitable for this study in terms of 

specificity and sensitivity.  

In the human lung carcinoma cell 

lines, CHL1 protein was expressed in LK2 

cells but not in RERF cells (Fig. 3D). 

EMARS reaction in LK2 cells indicated that 

both CTxB and human CHL1 probe sample 

contained fluorescein-labeled proteins 

indicated as the partner molecules with 

CHL1 but not in negative control sample 

(Fig. 3D). The EMARS products were 

subsequently used for proteomic analysis 

with mass spectrometry. The identified 

membrane (-bound) proteins as high 

possibility candidates for bimolecular 

partner molecules with CHL1 are 

summarized in Table S2 (raw data are in 

Tables S3–S6). The mass spectrometry 

analysis occupies a large weight for BiCAT 

analysis, but it is also a useful tool for 

antibody arrays in terms of its simplicity and 

sensitivity, especially for low expression 

molecules in protein lysates. The human 

RTK antibody array analysis for LK2 cells 

demonstrated that EMARS products using 

CHL1 probe contained some RTKs 

consisting of ErbB and FGFR family 

members (Fig. 3E). We selected six 

membrane (-bound) proteins, 2 integrin, 1 

integrin, FGFR3, Na/K ATPase, clusterin 

and contactin1, as bimolecular partners with 

CHL1. We examined their protein 

expression in three types of cancer cells and 

tissue (LK2 cells, EML4-ALK primary cells 

(EML4-PC) and EML4-ALK cancer tumor 

tissue (EML4-T)) by western blot. Although 

we observed differences in the expression 

levels of the proteins among the cell types, 

these proteins, except for contactin1, were 

endogenously expressed in all three types of 

cancer cells (Fig. S3A). The multiple bands 

of clusterin indicated some clusterin 

isoforms (29). To elucidate whether these 

proteins labeled with fluorescein, purified 

fluorescein-labeled EMARS products were 

subjected to immunopurification and western 

blot analysis. The fluorescein-labeled 2 

integrin, FGFR3 and contactin-1 were 

detected in the EMARS products from 

EML4-ALK primary cells and LK2 cells (Fig. 

S3B).  

One of the advantages of BiCAT 

involved in specificity to targeting seemed to 

be the double assignment using two 

individual molecules. The best selection for 

BiCAT molecules are those that are highly 

expressed in the target sample but not 

co-expressed in other cells, organs, or tissues. 

Because they should be followed the basic 

cancer antigen concept (a large amount of 

antigen and cancer cells and tissue-specific 

distribution). We can use the BioGPS 

database (30), the Human Protein Atlas 

database (31) and the Human Proteome Map 

database (32), which provide gene and 

protein expression profiles classified by 

organs and tissues for appropriate selection 

if needed (Fig. S4 and S5). These protein 

expression profiles demonstrated that the 

most appropriate CHL1 BiCATs for specific 

targeting seemed to be CHL1-contactin-1 

and CHL1-FGFR3. 

 

Localization of BiCATs in cancer cell 

membrane 

.CC-BY-NC-ND 4.0 International licenseavailable under a
was not certified by peer review) is the author/funder, who has granted bioRxiv a license to display the preprint in perpetuity. It is made 

The copyright holder for this preprint (whichthis version posted October 29, 2018. ; https://doi.org/10.1101/455501doi: bioRxiv preprint 

https://doi.org/10.1101/455501
http://creativecommons.org/licenses/by-nc-nd/4.0/


Bimolecular antigens in cancer cell membrane 

 4

We next examined whether the 

identified BiCATs co-localized in the cell 

membrane. Confocal microscopy showed 

that 2 integrin (Fig. S6A), 1 integrin (Fig. 

S6B), clusterin (Fig. S6C), Na/K ATPase 

(Fig. S6D), FGFR3 (Fig. S6E) and 

contactin1 (Fig. S6F) co-localized with 

CHL1, demonstrating that CHL1 and these 

partner molecules formed BiCATs with each 

other under an optical microscope. Electron 

microscopy using LK2 cells (Fig. 4A–C) 

demonstrated that high levels of gold colloid 

signals of CHL1 (10 nm particles) and 

partner molecules (5 nm particles) were 

located in proximity on the cell membrane. 

The proteins were located relatively close to 

each other, with an interval of approximately 

10 to 50 nm. Moreover, many 5 nm and 10 

nm particles were observed in cellular 

vesicles (Fig. 4A–C), demonstrating that 

BiCATs existed not only in cell membranes 

but also in vesicular membranes.   

 

BiCATs in pathological specimens from 

lung cancer patients 
Histopathological specimens derived 

from 55 mongoloid cases of lung cancer 

patients were stained with antibodies against 

CHL1, 2 integrin, FGFR3 and contactin1. 

We first performed analysis under low 

magnification (×5 objective) to detect 

co-localization signals between CHL1 and 

partner molecules indicated as BiCATs. 

CHL1 and the partner molecules were 

independently expressed in most tissues 

among 55 cases of lung cancer patients, but 

did not show the same expression patterns 

among patients (Fig. S7A–S7C). Both whole 

and local expressions in the sections were 

observed. Representative imaging of CHL1, 

2 integrin, FGFR3 and contactin1 

expression is shown in Fig. 5. Although 

non-specific signals were observed in all 

specimens, some tumor specimens had clear 

or moderate co-localization signals of 

CHL1-2 integrin, CHL1-FGFR3 and 

CHL1-contactin1in the specific areas where 

cancer cells might be densely packed. The 

co-localization area of each tumor specimen 

was then observed under high magnification 

(×20 objective) and clear co-localization 

signals as BiCATs were found in specific 

cancer cells. Next, we classified the tumor 

specimens into two groups: “positive 

BiCATs” and “negative BiCATs” as 

described in Supporting experimental 

procedures and Fig. S7D. Twenty-five cases 

of CHL1-2 integrin (45%), 29 cases of 

CHL1-FGFR3 (53%), and 30 cases of 

CHL1-contactin1 (55%) were classified as 

“positive BiCATs” (Fig. S7E and S7F). 

However, there were no significant 

relationships between positive staining and 

patient basic information (age, sex, clinical 

stage, smoking history; (Fig. S7G–S7I).  

 

In vitro simulation of effective drug 

combination used for multiple drug 

treatment strategy based on BiCAT 

information 
Using BiCAT information, we tried 

a new approach, which was intended for the 

improvement of multiple drug therapy (33), 

involving cancer cell proliferation inhibition 

by multiple antibody/inhibitor administration 

(anti-CHL1 antibody, FGFR3 inhibitor, and 

21 integrin inhibitor) against the 

molecules constituting BiCATs. We 

compared the efficacy between single and 

double administration of these 

antibody/inhibitors under three 

administration protocols (once daily, and 

every-other-day protocols; Fig. 6 and Fig. 

S8) using in vitro proliferation inhibition 

assays. Statistical analyses were performed 

by both Tukey’s and Dunnett's multiple test 

(Fig. 6; Dunnett's multiple test). The results 

of Tukey’s analysis are summarized in Table 

S7. The efficiency between single and 

double administration was examined using 

the statistical significance from the results of 

Tukey’s analysis.  

As shown in Fig. S8A, double 

administration (CHL1+ PD173074, 

CHL1+BTT3033, or PD173074+BTT3033) 

was moderately effective (approximately 

30% average inhibition) in contrast to single 

administration (approximately 10% average 

inhibition) for LK2 cells at Day 2 (Fig. S8A). 

Otherwise, double administration 

(PD173074+BTT3033) was only statistically 

significant for EML4-ALK primary cells at 
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Day 2. The efficacy of double administration 

at Day 5 seemed to be greater variation or 

was weaker than that at Day 2 in both cell 

types. In daily treatments, as shown in Fig. 

6B, double administration was similarly 

effective as single treatments, in contrast to 

no statistically significant inhibition after 

single administration for LK2 cells at Day 2. 

EML4-ALK primary cells at Day 2 showed 

similar results as cells treated with the single 

treatment. On Day 4, the double 

administration was clearly effective for LK2 

cells (approximately 50% average inhibition) 

and moderately effective for EML4-ALK 

primary cells (approximately 30% average 

inhibition). In the every-other-day treatment 

condition (Fig. S8B), double administration 

was slightly less effective than the daily 

treatment protocol at Day 1 and Day 3 for 

LK2 cells except for PD173074+BTT3033 

treatment. For EML4-ALK primary cells, 

double administration showed similar results 

as those with the daily treatment protocol at 

Day 1; however, there was significant 

efficacy in both single and double 

administration at Day 3. 

These experiments under three 

protocols indicated that while the degree of 

inhibitory ratio differed among the protocols, 

we observed not only an additive effect but 

also a synergistic effect for the reagents 

against BiCAT molecules. For instance, the 

synergistic inhibitory effects of around 30% 

were observed at Day 2 by the double 

administration of three reagents in LK2 cells 

(Fig. 6B “LK2-Day 2”). 

To examine the influence of double 

treatment, we performed western blot 

analysis on the reagent treated-cells. The 

UniProtKB database indicated that human 

and mouse CHL1, 2 integrin and FGFR3 

are phosphorylated proteins (data not shown). 

Using Phos-tag® gel, CHL1 was detected as 

two bands, which may reflect the degree of 

phosphorylation (Fig. 6D). The upper bands 

were reduced in only double administration 

samples (CHL1+ PD173074, 

CHL1+BTT3033 or PD173074+BTT3033) 

compared with the control and other single 

administration samples, in spite of equal 

amounts of loaded samples. In addition, the 

upper band in the sample with 

PD173074+BTT3033 double administration 

shifted upward compared with other upper 

bands, indicating that the phosphorylation of 

CHL1 was accelerated when double 

administration of PD173074 and BTT3033 

was carried out in LK2 cells. As with CHL1, 

2 integrin in the samples with double 

administration was reduced, whereas there 

was no significant shift of 2 integrin in the 

PD173074+BTT3033 double administration. 

FGFR3 was detected as two bands and was 

reduced in both CHL1+BTT3033 and 

PD173074+BTT3033 double administration 

samples without a significant band shift. 

 

Discussion 

Various cancer treatments have 

recently been developed based on molecular 

targeted strategies (34). Here, we examined 

whether a BiCAT is useful as a novel cancer 

target for molecular targeted strategies.  

The EMARS method that we 

previously developed (14) can be suitable for 

clarifying BiCATs in primary cancer cells 

under physiological conditions. We selected 

EML4-ALK transgenic mice for the study as 

the primary culture cells can be relatively 

easily established from the lung cancer 

tumor tissue derived from these mice. The 

establishment of primary culture cells from 

human cancer tissues has been reported (35). 

If primary culture cells can similarly be 

developed from human cancer biopsy tissue, 

BiCATs could possibly be simply identified 

using the EMARS method for each patient, 

resulting in personalized cancer medicine. 

Furthermore, the primary cancer cells are 

considered to be important for the in vitro 

simulation of medicine selection described in 

Fig. 6. 

The selected target molecule for 

EMARS probe requires high expression and 

specificity in cancer tissue. It is, therefore, 

necessary to perform preliminary 

experiments (e.g. cDNA microarray) or 

pre-assessment for the decision of 

appropriate molecules. In the EML4-ALK 

transgenic mouse, CHL1 expression was 

restricted to the cancer tissue without any 

correlations to age and sex (Fig. 2B), 
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suggesting that CHL1 seems to be good 

candidate target molecule.  

In the proteomics analysis of 

EMARS products with mass spectrometry, 

there was no overlap of listed candidate 

molecules between EML4-ALK primary cells 

and LK2 cells (Table S2), indicating that the 

partner molecules constituting BiCATs with 

CHL1 were different among cancer cell 

types or species. However, we hypothesized 

that the partner molecule information 

obtained from EML4-ALK primary cells was 

applicable to LK2 cells and vice versa 

because it is sometimes insufficient to 

analyze due to differences in the ionization 

efficiency of molecules in mass spectrometry. 

Using cDNA microarray data, we also 

examined the changes of expression levels of 

representative partner molecules identified 

above. There was no significant change (data 

not shown), indicating that BiCAT formation 

was not simply dependent on the 

overexpression of both constituent molecules 

that occurs in cancer.  

The immunostaining experiment of 

lung cancer tissues derived from lung cancer 

patients provides crucial information for the 

clinical application of BiCATs. Although it 

is a subjective analysis, approximately 

40%–50% of cases were positive for three 

BiCATs (Fig. S7F). In lung cancer treatment, 

epithelial growth factor receptor (EGFR), 

including its mutant form, and EML4-ALK 

are well-known targets for molecular 

targeted lung cancer drugs such as Gefitinib 

(36, 37), Cetuximab (38) and Crizotinib (39). 

A previous study reported that EGFR is 

overexpressed in 40%–80% of non-small 

cell lung cancer patient (40), and EGFR 

mutations have also been detected in 19.4% 

lung cancer patients (41). The EML4–ALK 

fusion gene was detected in 6.7% of 

non-small cell lung cancer patients (25). The 

positive rate of these BiCATs in our study 

was comparable to typical cancer targets 

including tumor markers used for the index 

of lung cancer treatment. It is, therefore, 

possible that BiCATs contribute to diagnosis 

using pathological specimens from cancer 

patients, which has recently attracted 

attention as an effective molecular medicine 

strategy. Interestingly, due to the localization 

of BiCATs in specific cell populations of 

human lung cancer tissues (Fig. 5), BiCATs 

in pathological specimens may be used as a 

benchmark for a specific group of cells 

targeted for medicinal treatment, e.g. cancer 

stem cells (42), if we are able to identify the 

specific BiCATs expressed in these cells.  

Regarding the cancer specificity of 

BiCAT, even if the BiCATs are determined 

by the EMARS method, appropriate BiCATs 

should be selected for further application. If 

there are 1,000 molecules present in a cancer 

cell membrane, there are theoretically 

approximately 500,000 BiCAT candidates 

because of the combination between two 

molecules. This provides a great opportunity 

for discovering new cancer targets, but it 

becomes difficult to select specific and 

appropriate BiCATs. Moreover, the 

existence of BiCATs in other normal tissues 

should also be assessed to determine 

specificity, which is crucial for effective 

molecular target strategies. The appropriate 

partner molecules constituting BiCATs 

should not be co-expressed in normal tissue. 

Using gene or protein expression databases, 

we can partially assess whether the candidate 

molecules are co-expressed in same normal 

tissues (Fig. S3 and S4). Whereas the 

database diversity prevented complete 

determination, some candidate combinations, 

for instance CHL1-2 integrin, 

CHL1-FGFR3 (EML4-ALK primary cells), 

CHL1-2 integrin, CHL1-FGFR3 and 

CHL1-contactin-1 (LK2 cells) were 

considered suitable BiCATs. In addition, it 

should be considered that partner molecules 

that form BiCATs with CHL1 are highly 

likely to form BiCATs with each other. In 

this study, we may also have to consider the 

combinations among FGFR3, 2 integrin, 

and contactin-1.  

Moreover, it would be interesting if 

BiCAT information could contribute to the 

development of bispecific antibody medicine 

(43, 44) in recognizing cancer-specific BiCA 

for cancer treatment. In fact, strategies with 

antibodies recognizing two cell membrane 

molecules have been already developed as a 

molecular targeted bispecific antibody 
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medicine for cancer treatment (43, 44). 

Among them, the bispecific antibodies 

recognizing cis-bimolecules similar to 

BiCAT have only been reported in a few 

cases (EGFR-IGFR (45), EGFR-Met (46), 

CD20-CD22 (47)). These anticancer targets 

are well known and predictable. In our 

strategy, it is an advantage that these can be 

further extended to the combination by 

typical membrane molecules. In addition, 

our strategy can identify multiple partner 

molecules and is also useful for 

Trifunctional antibody technology 

(Triomabs) (48), which has recently been 

drawing attention.  

As a new approach to molecular 

targeted strategy, we attempted to perform a 

simulation of effective drug combinations 

for multiple drug administration (33) that 

inhibit cancer cell proliferation based on 

BiCAT information. This is based on 

previous findings that molecular complexes 

are important for signal transduction 

involved in cell functions through affecting 

other signals (49). For instance, CHL1 and 

integrins cooperatively contribute to signal 

transduction by interacting with each other 

(50–52). Although our results could not 

completely demonstrate whether bimolecular 

interactions in BiCAT contribute to the 

synergistic action of each reagent, BiCAT 

information has the possibility to help 

inform drug selection for multiple drug 

therapy with synergic effects. The efficacies 

of double administration in this study were 

not so powerful (especially for EML4-ALK 

primary cells), and thus it seems necessary to 

improve the selection of appropriate BiCATs 

by further studies. The molecular mechanism 

of this synergistic inhibition based on 

BiCAT information is unclear. Our results 

suggest that the molecules constituting the 

BiCAT are associated in proximal positions 

on the cell membrane so that the expression 

and phosphorylation of each molecule may 

be controlled via common upstream signal 

pathways, similar to that in lipid raft (49).  

 In conclusion, BiCATs have specific 

features and advantages in terms of the 

possibility of the development of novel 

targets and the improvement of antigen 

specificity not present in typical cancer 

targets, and may contribute to the discovery 

of effective and novel molecular targets. 

 

Experimental procedures 

Part of the “Experimental 

procedure” are in the Supporting 

Information. 

 

cDNA microarray  

mRNAs were purified from 

cancerous and non-cancerous parts of tissue 

from EML4-ALK transgenic mice using the 

RNeasy mini kit 74106 (QIAGEN). The 

purified mRNA samples were examined by 

an Agilent 2100 bioanalyzer (Agilent 

Technologies) to assess purity and 

concentration. Each mRNA sample was 

converted to cDNA with Cy3 

(non-cancerous part) or Cy5 (cancerous part) 

labeling using the Agilent RNA Spike-In kit, 

two-color (Agilent Technologies) and Quick 

Amp labeling kit, two-color (Agilent 

Technologies), followed by purification with 

an RNeasy mini kit 74106 (QIAGEN). The 

labeled cDNA samples were mixed with 

hybridization solution in the Gene 

Expression Hybridization kit 5188-5242 

(Agilent Technologies). The mixed samples 

were used in the Whole Mouse Genome 

Microarray Kit, 4x44K (G4122F: Agilent 

Technologies) and then incubated at 65°C 

for 17 h. The cDNA microarray was gently 

washed using the Gene Expression Wash 

Pack 5188-5327 (Agilent Technologies). The 

hybridized DNA microarray was scanned 

using Scanner G2505B (Agilent 

Technologies). The data was digitized and 

analyzed using Feature Extraction ver. 

9.5.3.1 and GeneSpring GX ver. 11.5 

(Agilent Technologies). Microarray 

expression data were deposited in Gene 

Expression Omnibus (NCBI) under the 

accession number GSE94261. 

 

Preparation of HRP-conjugated antibody 

for EMARS reaction 

The human and mouse anti-CHL1 

antibodies were partially reduced and bound 

to HRP using a peroxidase labeling kit SH 

(Dojindo). Anti-HRP antibody (Jackson 
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Immunoresearch) was labeled with FITC 

(Sigma) and Alexa Fluor 647 (Invitrogen) 

for the validation as described below. The 

prepared HRP-conjugated CHL1 antibody 

was validated as follows: EML4-ALK 

primary cells and LK2 cells were incubated 

with HRP-conjugated antibody and then with 

the appropriate secondary antibodies, 

fluorescein-conjugated anti-HRP antibody 

(for LK2 cells) or Alexa Fluor 

647-conjugated anti-HRP antibody (for 

EML4-ALK primary cells). Cells were 

observed with a confocal laser scan 

microscopy as described in Supporting 

experimental procedures.  

 

EMARS reaction for cell membrane 

The EMARS reaction and detection 

of EMARS products were performed as 

described previously (14). Briefly, 

EML4-ALK primary cells and LK2 cells 

were washed once with PBS at room 

temperature and then treated with either 5 

g/ml of HRP-conjugated anti-mouse CHL1 

and anti-human CHL1 antibodies or 4 g/ml 

of HRP-conjugated CTxB (LIST Biological 

Laboratories) in PBS at room temperature 

for 20 min. The cells were then incubated 

with 0.1 mM fluorescein-conjugated 

arylazide or fluorescein-conjugated tyramide 

(15) with 0.0075% H2O2 in PBS at room 

temperature for 15 min in dark. The cell 

suspension was homogenized through a 26 G 

syringe needle to break the plasma 

membranes and samples were centrifuged at 

20,000 g for 15 min to precipitate the plasma 

membrane fractions. After solubilization 

with NP-40 lysis buffer (20 mM Tris-HCl 

(pH 7.4), 150 mM NaCl, 5 mM EDTA, 1% 

NP-40, 1% glycerol), the samples were 

subjected to SDS-PAGE (10% gel, under 

non-reducing conditions). Gels were blotted 

to a PVDF membrane, which was then 

blocked with 5% skim milk solution. The 

membranes were then stained with goat 

anti-fluorescein antibody (0.2 g/ml) 

followed by HRP-conjugated anti-goat IgG 

(1:3000) for FT detection. 

 

Staining of pathological specimens from 

lung cancer patients 

This study used a lung cancer patient 

tissue array (No. OD-CT-RsLug04-003; 

Shanghai Outdo Biotech) that contains lung 

carcinoma tissues derived from 55 lung 

cancer patients (30 male and 25 female cases, 

mongoloid); among the total 55 cases, 53 

cases have both tumor tissue and matched 

control normal tissue and two cases have 

tumor tissue only (53, 54). The specimens 

were deparaffinized with xylene and 70-

–100% ethanol. Antigen retrieval was 

carried out using L.A.B solution 

(Polysciences Inc.) at room temperature for 

10 min. The slides were then gently washed 

with PBS, treated with 5% BSA-PBS for 30 

min and stained with anti-human CHL1 

antibody (4 g/ml) for 40 min followed by 

Alexa Fluor 546-conjugated anti-rat IgG 

(Thermo Fisher Scientific) for 40 min. After 

the CHL1 staining, the samples were 

subsequently stained with anti-2 integrin 

antibody (4 g/ml), anti-contactin1 antibody 

(4 g/ml) or anti-FGFR3 antibody (0.8 

µg/ml) for 40 min, followed by Alexa Fluor 

488-conjugated anti-rabbit IgG (Thermo 

Fisher Scientific) for 40 min. The mounting 

media containing anti-fade reagent 

(DABCO; 1, 4-diazobizyclo (2, 2, 2) octane; 

Sigma-Aldrich) and DAPI (Nacalai Tesque) 

was incubated with specimens before 

observation. The samples were observed 

with an LSM 710 Laser Scanning Confocal 

Microscope (Carl Zeiss) mounted on an 

AxioImager Z2 equipped with a Diode laser 

unit (405 nm/30 mW), Argon laser unit (458, 

488, 514 nm/25 mW)，He-Ne laser unit (543 

nm/1mW) and He-Ne laser unit (633 nm/5 

mW). The objective lenses were EC-PLAN 

NEOFLUAR 5x/0.16 and APOCHROMAT 

20×/0.8 (Carl Zeiss). Image acquisition and 

analysis was carried out with ZEN 2011 

software (Carl Zeiss). Raw images including 

differential interference contrast image were 

captured under the identical settings in the 

case of same experiments and then exported 

to TIFF files. The distinction of positive or 

negative expression of BiCA was 

subjectively performed based on the 

detection of clear merged signals in ×5 

visual fields between CHL1 and a 

bimolecular partner (2 integrin, contactin1 
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and FGFR3) in each patient tumor tissue 

(Fig. S7D). 

 

In vitro proliferation inhibition assay  
EML4-ALK primary cells and LK2 

cells were grown on 96-well culture plates 

(in the case of EML4-ALK primary cells, the 

wells were coated with collagen I). After 72 

h, antibody and/or chemical inhibitors 

against CHL1, FGFR3 and 2 integrin were 

added to medium as follows: anti-mouse 

CHL1 antibody (AF2147; R&D systems; 

final concentration 2.5 µg/ml), anti-human 

CHL1 antibody (MAB2126; R&D systems; 

final concentration 2.5 µg/ml), FGFR 

inhibitor (PD173074; Cayman Chemical; 

final concentration 30 nM) (55) and 21 

integrin inhibitor (BTT3033; R&D systems; 

final concentration; 150 nM) (56, 57). The 

final concentration of each reagent was 

determined based on previous reports (22, 55, 

57) and the data from a pilot study using 

EML4-ALK primary cells and LK2 cells 

(employed highest concentration in the data; 

Fig. S6). After treatment, short-term culture 

(3 to 5 days), additional treatment and cell 

counting were carried out according to three 

protocols: protocol i) single treatment and 

cell counting at Day 2 and Day 5 (Fig. S5A); 

protocol ii) daily treatment and cell counting 

at Day 2 and Day 4 (Fig. 6A); protocol iii) 

every-other-day treatment and cell counting 

at Day 1 and Day 3 with additional treatment 

at Day 2 (Fig. S5B). Cell counting was 

performed using the Cell Counting Kit-8 

(Dojindo) with VarioSkan Flash microplate 

reader (Thermo Scientific) at 450 nm. Each 

protocol was carried out in multiple 

independent experiments (protocol i: n = 6, 

protocol ii: n = 5, protocol iii: n = 4 (in the 

case of EML4-ALK primary cells: n = 3)).   

 

Database search 

The gene expression profile of 

mouse and human organs and tissues was 

obtained from BioGPS database 

(http://biogps.org/). The mouse and human 

datasets of BioGPS used in this study were 

GeneAtlas GNF1M, gcrma (mouse) and the 

GeneAtlas U133A, gcrma (human). The 

expression value of each gene was calculated 

from the average of the expression raw data 

derived from each probe sets (each raw data 

unit includes 1 to 4 samples). The protein 

expression profiles provided by proteome 

experiments were obtained from the Human 

Protein Atlas (http://www.proteinatlas.org/) 

and Human Proteome Map 

(http://www.humanproteomemap.org/). 

 

Data availability 

The information on data availability 

in this study is summarized in Table S8. 

 

Statistical analysis 

Statistical analyses were performed 

with Dunnett's multiple test (comparison to 

control cells) and Tukey's multiple test using 

R software (The R Foundation for Statistical 

Computing, Austria) and EZR (Saitama 

Medical Center, Jichi Medical University, 

Japan) (58), which is a graphical user 

interface for R. We used a statistical 

significance level of 0.05 or smaller. The 

statistical analyses indicated in Fig. 6 were 

performed by Dunnett's multiple test. The 

results of Tukey’s test are summarized in 

Table S7.  

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

.CC-BY-NC-ND 4.0 International licenseavailable under a
was not certified by peer review) is the author/funder, who has granted bioRxiv a license to display the preprint in perpetuity. It is made 

The copyright holder for this preprint (whichthis version posted October 29, 2018. ; https://doi.org/10.1101/455501doi: bioRxiv preprint 

https://doi.org/10.1101/455501
http://creativecommons.org/licenses/by-nc-nd/4.0/


Bimolecular antigens in cancer cell membrane 

 10 

Acknowledgements: We thank Professor Hiroyuki Mano and Dr. Manabu Soda for providing 

EML4-ALK transgenic mice; Professor Tsumoru Shintake for helping with electron microscopic 

analysis; and Kochi University experimental training equipment facility and Saitama Medical 

University Biomedical Research Center for technical assistance. The human squamous cell lung 

carcinoma cell lines LK2 (RCB1970) and RERF-LC-KJ (RCB1313) were provided by the 

RIKEN BRC through the National Bio-Resource Project of the MEXT, Japan. This work was 

supported by Grants-in-aid for Scientific Research in Japan (No. JP24590082, No. JP15K07941 

and No. JP18K06663) (to N. K.), Mizutani foundation research grants (to N. K.), and Japan 

Science and Technology (JST) grants (to N. K.). We also thank Edanz Group 

(www.edanzediting.com/ac) for editing a draft of this manuscript. 

 

Conflict of Interest: The authors declare that they have no conflicts of interest with the 

contents of this article. 

 

Author Contributions: Conceptualization, N.K. and K.H.; Methodology, N.K., A.Y., and 

K.H.; Investigation, N.K., A.Y., T.O., R.K, Y.N., and Y.I.; Resources, R.K. and T.S., T.M., and 

K.H.; Data Curation, N.K.; Writing-Original Draft, N.K., and K.H.; Writing - Review & Editing, 

R.K., T.S., T.N., T.M., and K.H.; Supervision, N.K., and K.H.; Funding Acquisition, N.K. and 

K.H. 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

.CC-BY-NC-ND 4.0 International licenseavailable under a
was not certified by peer review) is the author/funder, who has granted bioRxiv a license to display the preprint in perpetuity. It is made 

The copyright holder for this preprint (whichthis version posted October 29, 2018. ; https://doi.org/10.1101/455501doi: bioRxiv preprint 

https://doi.org/10.1101/455501
http://creativecommons.org/licenses/by-nc-nd/4.0/


Bimolecular antigens in cancer cell membrane 

 11

References 

1.  Terstappen, G. C., Schlüpen, C., Raggiaschi, R., and Gaviraghi, G. (2007) Target 

deconvolution strategies in drug discovery. Nat. Rev. Drug Discov. 6, 891–903 

2.  Tsuruo, T., Naito, M., Tomida, A., Fujita, N., Mashima, T., Sakamoto, H., and Haga, N. 

(2003) Molecular targeting therapy of cancer: drug resistance, apoptosis and survival 

signal. Cancer Sci. 94, 15–21 

3.  Rajendran, L., Knölker, H.-J., and Simons, K. (2010) Subcellular targeting strategies for 

drug design and delivery. Nat. Rev. Drug Discov. 9, 29–42 

4.  Verweij, J., de Jonge, M., Eskens, F., and Sleijfer, S. (2012) Moving molecular targeted 

drug therapy towards personalized medicine: Issues related to clinical trial design. Mol. 

Oncol. 6, 196–203 

5.  Goldenberg, D. M., Sharkey, R. M., Paganelli, G., Barbet, J., and Chatal, J.-F. (2006) 

Antibody Pretargeting Advances Cancer Radioimmunodetection and 

Radioimmunotherapy. J. Clin. Oncol. 24, 823–834 

6.  Sharkey, R. M., Karacay, H., McBride, W. J., Rossi, E. A., Chang, C.-H., and 

Goldenberg, D. M. (2007) Bispecific Antibody Pretargeting of Radionuclides for 

Immuno-Single-Photon Emission Computed Tomography and Immuno-Positron 

Emission Tomography Molecular Imaging: An Update. Clin. Cancer Res. 13, 

5577s–5585s 

7.  Brown, D. A., and London, E. (1998) FUNCTIONS OF LIPID RAFTS IN 

BIOLOGICAL MEMBRANES. Annu. Rev. Cell Dev. Biol. 14, 111–136 

8.  Escribá, P. V. (2006) Membrane-lipid therapy: a new approach in molecular medicine. 

Trends Mol. Med. 12, 34–43 

9.  Mollinedo, F., de la Iglesia-Vicente, J., Gajate, C., Estella-Hermoso de Mendoza, A., 

Villa-Pulgarin, J. A., Campanero, M. A., and Blanco-Prieto, M. J. (2010) Lipid 

raft-targeted therapy in multiple myeloma. Oncogene. 29, 3748–3757 

10.  Bar, D. Z., Atkatsh, K., Tavarez, U., Erdos, M. R., Gruenbaum, Y., and Collins, F. S. 

(2017) Biotinylation by antibody recognition—a method for proximity labeling. Nat. 

Methods. 15, 127–133 

11.  Bar, D. Z., Atkatsh, K., Tavarez, U., Erdos, M. R., Gruenbaum, Y., and Collins, F. S. 

(2018) Addendum: Biotinylation by antibody recognition—a method for proximity 

labeling. Nat. Methods. 15, 749–749 

12.  Kim, D. I., and Roux, K. J. (2016) Filling the Void: Proximity-Based Labeling of 

Proteins in Living Cells. Trends Cell Biol. 26, 804–817 

13.  Rees, J. S., Li, X.-W., Perrett, S., Lilley, K. S., and Jackson, A. P. (2015) Protein 

Neighbors and Proximity Proteomics. Mol. Cell. Proteomics. 14, 2848–2856 

14.  Kotani, N., Gu, J., Isaji, T., Udaka, K., Taniguchi, N., and Honke, K. (2008) 

Biochemical visualization of cell surface molecular clustering in living cells. Proc. Natl. 

Acad. Sci. 105, 7405–7409 

15.  Miyagawa-Yamaguchi, A., Kotani, N., and Honke, K. (2015) Each GPI-anchored 

protein species forms a specific lipid raft depending on its GPI attachment signal. 

Glycoconj. J. 32, 531–540 

16.  Sato, S., Hatano, K., Tsushima, M., and Nakamura, H. (2018) 1-Methyl-4-aryl-urazole 

(MAUra) labels tyrosine in proximity to ruthenium photocatalysts. Chem. Commun. 

(Camb). 54, 5871–5874 

17.  Jiang, S., Kotani, N., Ohnishi, T., Miyagawa-Yamguchi, A., Tsuda, M., Yamashita, R., 

Ishiura, Y., and Honke, K. (2012) A proteomics approach to the cell-surface interactome 

using the enzyme-mediated activation of radical sources reaction. Proteomics. 12, 54–62 

18.  Hashimoto, N., Hamamura, K., Kotani, N., Furukawa, K., Kaneko, K., Honke, K., and 

Furukawa, K. (2012) Proteomic analysis of ganglioside-associated membrane molecules: 

Substantial basis for molecular clustering. Proteomics. 12, 3154–3163 

.CC-BY-NC-ND 4.0 International licenseavailable under a
was not certified by peer review) is the author/funder, who has granted bioRxiv a license to display the preprint in perpetuity. It is made 

The copyright holder for this preprint (whichthis version posted October 29, 2018. ; https://doi.org/10.1101/455501doi: bioRxiv preprint 

https://doi.org/10.1101/455501
http://creativecommons.org/licenses/by-nc-nd/4.0/


Bimolecular antigens in cancer cell membrane 

 12 

19.  Ishiura, Y., Kotani, N., Yamashita, R., Yamamoto, H., Kozutsumi, Y., and Honke, K. 

(2010) Anomalous expression of Thy1 (CD90) in B-cell lymphoma cells and 

proliferation inhibition by anti-Thy1 antibody treatment. Biochem. Biophys. Res. 

Commun. 396, 329–334 

20.  Iwamaru, Y., Kitani, H., Okada, H., Takenouchi, T., Shimizu, Y., Imamura, M., 

Miyazawa, K., Murayama, Y., Hoover, E. A., and Yokoyama, T. (2016) Proximity of 

SCG10 and prion protein in membrane rafts. J. Neurochem. 136, 1204–1218 

21.  Kaneko, K., Ohkawa, Y., Hashimoto, N., Ohmi, Y., Kotani, N., Honke, K., Ogawa, M., 

Okajima, T., Furukawa, K., and Furukawa, K. (2016) Neogenin, Defined as a 

GD3-associated Molecule by Enzyme-mediated Activation of Radical Sources, Confers 

Malignant Properties via Intracytoplasmic Domain in Melanoma Cells. J. Biol. Chem. 

291, 16630–16643 

22.  Kotani, N., Ishiura, Y., Yamashita, R., Ohnishi, T., and Honke, K. (2012) Fibroblast 

Growth Factor Receptor 3 (FGFR3) Associated with the CD20 Antigen Regulates the 

Rituximab-induced Proliferation Inhibition in B-cell Lymphoma Cells. J. Biol. Chem. 

287, 37109–37118 

23.  Ohkawa, Y., Momota, H., Kato, A., Hashimoto, N., Tsuda, Y., Kotani, N., Honke, K., 

Suzumura, A., Furukawa, K., Ohmi, Y., Natsume, A., Wakabayashi, T., and Furukawa, 

K. (2015) Ganglioside GD3 Enhances Invasiveness of Gliomas by Forming a Complex 

with Platelet-derived Growth Factor Receptor α and Yes Kinase. J. Biol. Chem. 290, 

16043–16058 

24.  Yamashita, R., Kotani, N., Ishiura, Y., Higashiyama, S., and Honke, K. (2011) 

Spatiotemporally-regulated interaction between β1 integrin and ErbB4 that is involved in 

fibronectin-dependent cell migration. J. Biochem. 149, 347–355 

25.  Soda, M., Choi, Y. L., Enomoto, M., Takada, S., Yamashita, Y., Ishikawa, S., Fujiwara, 

S., Watanabe, H., Kurashina, K., Hatanaka, H., Bando, M., Ohno, S., Ishikawa, Y., 

Aburatani, H., Niki, T., Sohara, Y., Sugiyama, Y., and Mano, H. (2007) Identification of 

the transforming EML4–ALK fusion gene in non-small-cell lung cancer. Nature. 448, 

561–566 

26.  Soda, M., Takada, S., Takeuchi, K., Choi, Y. L., Enomoto, M., Ueno, T., Haruta, H., 

Hamada, T., Yamashita, Y., Ishikawa, Y., Sugiyama, Y., and Mano, H. (2008) A mouse 

model for EML4-ALK-positive lung cancer. Proc. Natl. Acad. Sci. 105, 19893–19897 

27.  Senchenko, V. N., Krasnov, G. S., Dmitriev, A. A., Kudryavtseva, A. V., Anedchenko, 

E. A., Braga, E. A., Pronina, I. V., Kondratieva, T. T., Ivanov, S. V., Zabarovsky, E. R., 

and Lerman, M. I. (2011) Differential Expression of CHL1 Gene during Development of 

Major Human Cancers. PLoS One. 6, e15612 

28.  Aureli, M., Mauri, L., Ciampa, M. G., Prinetti, A., Toffano, G., Secchieri, C., and 

Sonnino, S. (2016) GM1 Ganglioside: Past Studies and Future Potential. Mol. Neurobiol. 

53, 1824–1842 

29.  Pucci, S., Bonanno, E., Pichiorri, F., Angeloni, C., and Spagnoli, L. G. (2004) 

Modulation of different clusterin isoforms in human colon tumorigenesis. Oncogene. 23, 

2298–2304 

30.  Wu, C., Jin, X., Tsueng, G., Afrasiabi, C., and Su, A. I. (2016) BioGPS: building your 

own mash-up of gene annotations and expression profiles. Nucleic Acids Res. 44, 

D313-6 

31.  Uhlen, M., Fagerberg, L., Hallstrom, B. M., Lindskog, C., Oksvold, P., Mardinoglu, A., 

Sivertsson, A., Kampf, C., Sjostedt, E., Asplund, A., Olsson, I., Edlund, K., Lundberg, 

E., Navani, S., Szigyarto, C. A.-K., Odeberg, J., Djureinovic, D., Takanen, J. O., Hober, 

S., Alm, T., Edqvist, P.-H., Berling, H., Tegel, H., Mulder, J., Rockberg, J., Nilsson, P., 

Schwenk, J. M., Hamsten, M., von Feilitzen, K., Forsberg, M., Persson, L., Johansson, F., 

Zwahlen, M., von Heijne, G., Nielsen, J., and Ponten, F. (2015) Tissue-based map of the 

.CC-BY-NC-ND 4.0 International licenseavailable under a
was not certified by peer review) is the author/funder, who has granted bioRxiv a license to display the preprint in perpetuity. It is made 

The copyright holder for this preprint (whichthis version posted October 29, 2018. ; https://doi.org/10.1101/455501doi: bioRxiv preprint 

https://doi.org/10.1101/455501
http://creativecommons.org/licenses/by-nc-nd/4.0/


Bimolecular antigens in cancer cell membrane 

 13 

human proteome. Science (80-. ). 347, 1260419–1260419 

32.  Kim, M.-S., Pinto, S. M., Getnet, D., Nirujogi, R. S., Manda, S. S., Chaerkady, R., 

Madugundu, A. K., Kelkar, D. S., Isserlin, R., Jain, S., Thomas, J. K., Muthusamy, B., 

Leal-Rojas, P., Kumar, P., Sahasrabuddhe, N. A., Balakrishnan, L., Advani, J., George, 

B., Renuse, S., Selvan, L. D. N., Patil, A. H., Nanjappa, V., Radhakrishnan, A., Prasad, 

S., Subbannayya, T., Raju, R., Kumar, M., Sreenivasamurthy, S. K., Marimuthu, A., 

Sathe, G. J., Chavan, S., Datta, K. K., Subbannayya, Y., Sahu, A., Yelamanchi, S. D., 

Jayaram, S., Rajagopalan, P., Sharma, J., Murthy, K. R., Syed, N., Goel, R., Khan, A. A., 

Ahmad, S., Dey, G., Mudgal, K., Chatterjee, A., Huang, T.-C., Zhong, J., Wu, X., Shaw, 

P. G., Freed, D., Zahari, M. S., Mukherjee, K. K., Shankar, S., Mahadevan, A., Lam, H., 

Mitchell, C. J., Shankar, S. K., Satishchandra, P., Schroeder, J. T., Sirdeshmukh, R., 

Maitra, A., Leach, S. D., Drake, C. G., Halushka, M. K., Prasad, T. S. K., Hruban, R. H., 

Kerr, C. L., Bader, G. D., Iacobuzio-Donahue, C. A., Gowda, H., and Pandey, A. (2014) 

A draft map of the human proteome. Nature. 509, 575–81 

33.  Li, F., Zhao, C., and Wang, L. (2014) Molecular-targeted agents combination therapy for 

cancer: Developments and potentials. Int. J. Cancer. 134, 1257–1269 

34.  Intlekofer, A. M., and Younes, A. (2014) Precision therapy for lymphoma—current state 

and future directions. Nat. Rev. Clin. Oncol. 11, 585–596 

35.  Mitra, A., Mishra, L., and Li, S. (2013) Technologies for deriving primary tumor cells 

for use in personalized cancer therapy. Trends Biotechnol. 31, 347–54 

36.  Lynch, T. J., Bell, D. W., Sordella, R., Gurubhagavatula, S., Okimoto, R. A., Brannigan, 

B. W., Harris, P. L., Haserlat, S. M., Supko, J. G., Haluska, F. G., Louis, D. N., 

Christiani, D. C., Settleman, J., and Haber, D. A. (2004) Activating mutations in the 

epidermal growth factor receptor underlying responsiveness of non-small-cell lung 

cancer to gefitinib. N Engl J Med. 350, 2129–2139 

37.  Paez, J. G., Jänne, P. A., Lee, J. C., Tracy, S., Greulich, H., Gabriel, S., Herman, P., 

Kaye, F. J., Lindeman, N., Boggon, T. J., Naoki, K., Sasaki, H., Fujii, Y., Eck, M. J., 

Sellers, W. R., Johnson, B. E., and Meyerson, M. (2004) EGFR mutations in lung 

cancer: correlation with clinical response to gefitinib therapy. Science (80-. ). 304, 

1497–1500 

38.  Kawamoto, T., Sato, J. D., Le, A., Polikoff, J., Sato, G. H., and Mendelsohn, J. (1983) 

Growth stimulation of A431 cells by epidermal growth factor: identification of 

high-affinity receptors for epidermal growth factor by an anti-receptor monoclonal 

antibody. Proc. Natl. Acad. Sci. U. S. A. 80, 1337–41 

39.  Choi, Y. L., Soda, M., Yamashita, Y., Ueno, T., Takashima, J., Nakajima, T., Yatabe, Y., 

Takeuchi, K., Hamada, T., Haruta, H., Ishikawa, Y., Kimura, H., Mitsudomi, T., Tanio, 

Y., Mano, H., and ALK Lung Cancer Study Group (2010) EML4-ALK Mutations in 

Lung Cancer That Confer Resistance to ALK Inhibitors. N. Engl. J. Med. 363, 

1734–1739 

40.  Arteaga, C. L. (2003) ErbB-targeted therapeutic approaches in human cancer. Exp. Cell 

Res. 284, 122–30 

41.  Mitsudomi, T., and Yatabe, Y. (2007) Mutations of the epidermal growth factor receptor 

gene and related genes as determinants of epidermal growth factor receptor tyrosine 

kinase inhibitors sensitivity in lung cancer. Cancer Sci. 98, 1817–1824 

42.  Nguyen, L. V., Vanner, R., Dirks, P., and Eaves, C. J. (2012) Cancer stem cells: an 

evolving concept. Nat. Rev. Cancer. 12, 133–143 

43.  Byrne, H., Conroy, P. J., Whisstock, J. C., and O’Kennedy, R. J. (2013) A tale of two 

specificities: bispecific antibodies for therapeutic and diagnostic applications. Trends 

Biotechnol. 31, 621–632 

44.  Kontermann, R. (2012) Dual targeting strategies with bispecific antibodies. MAbs. 4, 

182–197 

.CC-BY-NC-ND 4.0 International licenseavailable under a
was not certified by peer review) is the author/funder, who has granted bioRxiv a license to display the preprint in perpetuity. It is made 

The copyright holder for this preprint (whichthis version posted October 29, 2018. ; https://doi.org/10.1101/455501doi: bioRxiv preprint 

https://doi.org/10.1101/455501
http://creativecommons.org/licenses/by-nc-nd/4.0/


Bimolecular antigens in cancer cell membrane 

 14 

45.  Lu, D., Zhang, H., Ludwig, D., Persaud, A., Jimenez, X., Burtrum, D., Balderes, P., Liu, 

M., Bohlen, P., Witte, L., and Zhu, Z. (2004) Simultaneous Blockade of Both the 

Epidermal Growth Factor Receptor and the Insulin-like Growth Factor Receptor 

Signaling Pathways in Cancer Cells with a Fully Human Recombinant Bispecific 

Antibody. J. Biol. Chem. 279, 2856–2865 

46.  Castoldi, R., Ecker, V., Wiehle, L., Majety, M., Busl-Schuller, R., Asmussen, M., 

Nopora, A., Jucknischke, U., Osl, F., Kobold, S., Scheuer, W., Venturi, M., Klein, C., 

Niederfellner, G., and Sustmann, C. (2013) A novel bispecific EGFR/Met antibody 

blocks tumor-promoting phenotypic effects induced by resistance to EGFR inhibition 

and has potent antitumor activity. Oncogene. 32, 5593–5601 

47.  Rossi, E. A., Goldenberg, D. M., Cardillo, T. M., Stein, R., and Chang, C.-H. (2009) 

Hexavalent bispecific antibodies represent a new class of anticancer therapeutics: 1. 

Properties of anti-CD20/CD22 antibodies in lymphoma. Blood. 113, 6161–71 

48.  Ruf, P., and Lindhofer, H. (2001) Induction of a long-lasting antitumor immunity by a 

trifunctional bispecific antibody. Blood. 98, 2526–34 

49.  Simons, K., and Toomre, D. (2000) Lipid rafts and signal transduction. Nat. Rev. Mol. 

Cell Biol. 1, 31–39 

50.  Buhusi, M., Midkiff, B. R., Gates, A. M., Richter, M., Schachner, M., and Maness, P. F. 

(2003) Close Homolog of L1 Is an Enhancer of Integrin-mediated Cell Migration. J. Biol. 

Chem. 278, 25024–25031 

51.  Katic, J., Loers, G., Kleene, R., Karl, N., Schmidt, C., Buck, F., Zmijewski, J. W., 

Jakovcevski, I., Preissner, K. T., and Schachner, M. (2014) Interaction of the Cell 

Adhesion Molecule CHL1 with Vitronectin, Integrins, and the Plasminogen Activator 

Inhibitor-2 Promotes CHL1-Induced Neurite Outgrowth and Neuronal Migration. J. 

Neurosci. 34, 14606–14623 

52.  Maness, P. F., and Schachner, M. (2007) Neural recognition molecules of the 

immunoglobulin superfamily: signaling transducers of axon guidance and neuronal 

migration. Nat. Neurosci. 10, 19–26 

53.  Gao, X., Feng, J., He, Y., Xu, F., Fan, X., Huang, W., Xiong, H., Liu, Q., Liu, W., Liu, 

X., Sun, X., He, Q.-Y., Zhang, Q., and Liu, L. (2016) hnRNPK inhibits GSK3β Ser9 

phosphorylation, thereby stabilizing c-FLIP and contributes to TRAIL resistance in 

H1299 lung adenocarcinoma cells. Sci. Rep. 6, 22999 

54.  Zhao, Q. (2015) RNAi-mediated silencing of praline-rich gene causes growth reduction 

in human lung cancer cells. Int. J. Clin. Exp. Pathol. 8, 1760–7 

55.  Mohammadi, M., Froum, S., Hamby, J. M., Schroeder, M. C., Panek, R. L., Lu, G. H., 

Eliseenkova, A. V, Green, D., Schlessinger, J., and Hubbard, S. R. (1998) Crystal 

structure of an angiogenesis inhibitor bound to the FGF receptor tyrosine kinase domain. 

EMBO J. 17, 5896–5904 

56.  Miller, M. W., Basra, S., Kulp, D. W., Billings, P. C., Choi, S., Beavers, M. P., McCarty, 

O. J. T., Zou, Z., Kahn, M. L., Bennett, J. S., and DeGrado, W. F. (2009) 

Small-molecule inhibitors of integrin alpha2beta1 that prevent pathological thrombus 

formation via an allosteric mechanism. Proc. Natl. Acad. Sci. U. S. A. 106, 719–24 

57.  Nissinen, L., Ojala, M., Langen, B., Dost, R., Pihlavisto, M., Käpylä, J., Marjamäki, A., 

and Heino, J. (2015) Sulfonamide inhibitors of α2β1 integrin reveal the essential role of 

collagen receptors in in vivo models of inflammation. Pharmacol. Res. Perspect. 3, 

e00146 

58.  Kanda, Y. (2013) Investigation of the freely available easy-to-use software ‘EZR’ for 

medical statistics. Bone Marrow Transplant. 48, 452–458 

 

 

 

.CC-BY-NC-ND 4.0 International licenseavailable under a
was not certified by peer review) is the author/funder, who has granted bioRxiv a license to display the preprint in perpetuity. It is made 

The copyright holder for this preprint (whichthis version posted October 29, 2018. ; https://doi.org/10.1101/455501doi: bioRxiv preprint 

https://doi.org/10.1101/455501
http://creativecommons.org/licenses/by-nc-nd/4.0/


Bimolecular antigens in cancer cell membrane 

 15 

 
Fig. 1 Overview of BiCAT analysis for cancer cell membrane 

Schematic illustration of BiCAT analysis. Before the EMARS method, the cancer tissues from 

EML4-ALK transgenic mouse were applied to cDNA microarray analysis, and primary cell 

inoculation and cultivation.  
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Fig. 2 CHL1 expression in lung tumor from EML4-ALK transgenic mouse 

(A) EML4-ALK transgenic mouse lung cancers (Arrows). Two representative tumor formations 

in the lung (Upper panel) and HE staining of cancer tissue (Lower panel; indicated as the dotted 

area of “T”). Scale bar; 100 m (B) RT-PCR analyses of Gjb4, MMP13, CHL1, Claudin2, and 

EML4-ALK mRNAs show potent expression in lung cancer tissue. The mRNA signals of 

beta-actin were used as a housekeeping gene control. Tissues derived from 12 and 24 weeks old 

male and female mice were used for the analysis, respectively. N: Normal tissue T: Tumor 

tissue. (C) Immunohistochemical staining of lung tissues from EML4-ALK transgenic mouse. 

CHL1 staining (Upper panel) and Claudin2 staining (Lower panel) were performed using 

anti-CHL1 and anti-Claudin2 antibodies with DIC images. Tumor tissue (T) was indicated as 

the dotted area. (D) Protein expression of CHL1 in cancer tissue. Tissue lysate from lung cancer 

tissue and normal tissue were subjected to western blot analysis using mouse CHL1 antibody. 

N: Normal tissue T: Tumor tissue.  
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Fig. 3 BiCAT analysis for cultured cancer cells 

(A) Representative image of EML4-ALK primary cells. (B, C) Partner molecules with CHL1 in 

EML4-ALK primary cells were labeled with fluorescein-arylazide (B) and fluorescein-tyramide 

(C) reagent. EMARS products were respectively subjected to western blot analysis followed by 

the staining using anti-fluorescein antibody. “CTxB” indicates as the positive control sample 

using CTxB probe, “CHL1” as the samples using CHL1 probe, and “(-)” as negative control 

samples (no probe). (D) EMARS products labeled with fluorescein-tyramide in LK2 cells. 

Protein expression level of CHL1 in LK2 and RERF cells (Left column). EMARS products by 

CTxB and human CHL1 probes (Right column). Abbreviations were same as Fig. 3C. (E) 

Human RTK antibody array analysis of EMARS products from LK2 cells. EMARS samples 

were applied to Human RTK antibody array according to the manufacture's instruments. “CHL1 

probe (+)” indicates as the sample using CHL1 probe, and “CHL1 probe (-)” as negative control 

samples (no probe). The proteins correspond to positive RTKs were indicated on the array data. 
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Fig. 4 BiCATs located in lung cancer cell membranes and cellular vesicles 
(A to C) Morphological observation of BiCATs in LK2 cells using electron microscopy. 

Cultured LK2 cells were fixed and co-stained with CHL1 (indicated as 10 nm particles) and 

partner molecules identified in cell membrane. 2 integrin (A), FGFR3 (B), and contactin1 (C) 

were indicated as 5 nm particles. Arrows indicate as the locations of gold particles. Scale bar; 

100 to 500 nm. 
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Fig. 5 BiCATs located in the pathological specimens from lung cancer patients 

(A to C) Representative images of BiCAT-positive specimens from 55 cases of lung cancer 

patients. The lung cancer specimens were co-stained with anti-CHL1 antibody (red) and the 

antibodies recognizing 2 integrin (A), FGFR3 (B), contactin1 (C) (green), respectively. DAPI 

solution was used for the nuclear DNA staining. Then, the resulting specimens were observed 

with confocal microscopy (x5 objective). Both tumor tissues (Upper panel) and normal tissue 

(Middle panel) were stained under the same conditions. (Lower panel) Representative images at 

high magnification observation (x20 objective) in part of the positive region of BiCATs 

indicated as the merged area (yellow). 
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Fig. 6 In vitro simulation of effective drug combination to inhibit cancer cell proliferation 

based on BiCAT information. 

(A) The single and double administration under daily treatment protocol (n = 5). The 

administration timing is indicated by closed triangles. The cell numbers of the treated cells were 

measured on Day 2 and Day 4. (B) The relative ratio (% of non-treated cells as control) of cell 

proliferation rates in LK2 cells and EML4-ALK primary cells. The statistical analysis was 

performed using Tukey’s and Dunnett's multiple test. The results from Dunnett’s test was in Fig. 

6 *P<0.05; **P<0.005; ***P<0.001. (C) Double administration of molecular targeted reagents 

leads to changes in the expression and phosphorylation of partner molecules. The samples of 

single and double administration under daily treatment conditions (3 days) in LK2 cells were 

subjected to phos-tag SDS-PAGE and then western blot analysis using CHL1, 2 integrin, and 

FGFR3 antibodies. The CBB staining image indicates load control. The molecular weight 

markers were not shown in this figure because phos-tag SDS-PAGE cannot show the correct 

molecular weight of sample proteins. 
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