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Dysregulation of Carcinoembryonic Antigen Group
Members CGM2, CD66a (Biliary Glycoprotein), and
Nonspecific Cross-Reacting Antigen in Colorectal
Carcinomas

Comparative Analysis by Northern Blot and in Situ
Hybridization
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Genes coding for CD66a (biliary glycoprotein), carci-
noembryonic antigen (CEA) group member 2
(CGM2), and nonspecific cross-reacting antigen
(NCA) are members ofthe human CEA gene subgroup.
We investigated a series of 11 colorectal carcinomas
by Northern blot and isotopic in situ hybridization
(ISH), demonstrating underexpression of CD66a and
CGM2 in the majority of the carcinomas as compared
with the normal mucosa, whereas NCA was overex-

pressed. ISH for CD66a and CGM2 mRNA revealed that
large areas of the carcinomas remained without or

with only faint hybridization signals. However, in
every carcinoma, at least some positive foci were ob-
served, indicating remaining cell populations that ac-

tively transcribe CD66a and CGM2. In contrast, ISH
for NCA displayed strong and extensive autoradio-
graphic signals. By analysis of step sections, foci of
CD66a and CGM2 expression were shown to co-local-
ize. Furthermore, these foci contained relatively few
nuclei immunohistochemically positive for the pro-

liferation-associated nuclear antigen Ki-67. Our data
indicate a dysregulation of the three genes possibly
with a common transcriptional control for CD66a and
CGM2 and a different control for NCA. The focal ex-

pression of CD66a and CGM2 could be interpreted as

due to a focal, incomplete, and abortive differentia-
tion or, alternatively, as a consequence of genetic
heterogeneity with foci of slow-proliferating sub-
clones. (AmJ Pathol 1997, 151:521-530)

The human carcinoembryonic antigen (CEA) gene sub-
group contains 11 genes, among which are those coding
for CD66a (biliary glycoprotein (BGP)), nonspecific
cross-reacting antigen (NCA), and the product of the
CEA gene family member 2 (CGM2).1 At the genomic
level, members of the CEA subgroup are arranged in a

tight cluster on the long arm of chromosome 19.2 Al-
though several mRNA isoforms are generated in the nor-

mal colonic epithelium from the CD66a gene by alterna-
tive splicing, only one mRNA is transcribed from the
CGM2 and the NCA genes, respectively.1' 3 Gene prod-
ucts of NCA and CGM2 as well as of other members of
the CEA gene subgroup are tethered to the cytoplasmic
membrane by a glycosyl-phosphatidylinositol anchor. In
contrast, CD66a has a transmembrane domain followed
by either a short or a long cytoplasmic tail.4`6 Function-
ally, in vitro data indicate that CD66a is involved in signal
transduction pathways.7-9 Furthermore, it was proposed
that CD66a might participate in the generation and main-
tenance of microvilli.10-12 Supporting an adhesive func-
tion, CD66a and NCA have been shown in vitro to mediate
cell aggregation via homophilic and heterophilic binding
(reviewed in Ref. 6).

In previous studies, we could demonstrate by Northern
blot analysis of a series of colorectal carcinomas that, as

compared with the normal adjacent mucosa, CD66a and
CGM2 were underexpressed in more than 80% of the
cases. In contrast, in these tumors, NCA mRNA was
detected in abundance, indicating a strong overexpres-
sion.13 14 At present, the mechanisms for these phenom-
ena are completely unknown. As mutations in the CD66a,
the CGM2, and the NCA genes have not been described
so far and the frequency of gross genomic alterations of
chromosome 19 in colorectal cancer15 is clearly below
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the frequencies of deregulations observed in our studies,
we hypothesized that underexpression of CD66a and
CGM2 and overexpression of NCA could occur through
an altered transcriptional control operative in colorectal
carcinomas.

Cellular changes in colorectal carcinomas have been
analyzed in great detail. In the normal colonic crypt, cells
spawned from the cell divisions in the basal replicative
zone of the colonic crypt are pushed upwards, maturing
on their way. With maturation, the cell cycle control ma-
chinery is dismantled and the crypt epithelium enters the
Go phase of the cell cycle, which can be demonstrated
immunohistochemically by negativity for the proliferation-
associated nuclear antigen Ki-67.16 Previously, we dem-
onstrated that transcription of CD66a proceeds in an
orderly fashion starting just above the replicative zone
and attains a maximum in the mature superficial absorp-
tive epithelium.i7 In contrast to the normal proliferation
pattern, the growth of adenomas and carcinomas results
from an expansion of the replicative zone of the normal
generative basal epithelium to the upper regions of the
colonic crypt.18'19 In distinction from adenomas, carcino-
mas possess the additional capacity of stromal invasion,
which is characterized by profound matrix remodeling.
However, apart from the nuclear atypia, adenoma cells
and cells of well or moderately well differentiated carci-
nomas share ultrastructural cytoplasmic features and the
morphology of the cytoplasmic membrane with the nor-
mal immature crypt epithelium.20 23
As studies on the expression of CD66a and CGM2 in

colorectal carcinomas were done exclusively by Northern
blot analysis, to date, it remains unknown which cells
within colorectal carcinomas transcribe these genes and
what characterizes these cells. To answer these ques-
tions, we applied isotopic in situ hybridization (ISH) to a
series of 11 well to moderately well differentiated colo-
rectal carcinomas of the standard type and investigated
the cellular distribution of CD66a, CGM2, and NCA ex-
pression at the transcriptional level. Specifically, we ad-
dressed the question of whether or not the deregulation
of these genes could be assigned to the same cells.

Materials and Methods

Tissue Samples
Tissue from 11 well or moderately well differentiated colo-
rectal carcinomas and from the adjacent normal mucosa
were obtained from surgical resection specimens. For
Northern blots, a small tissue sample was excised imme-
diately after surgical removal and snap-frozen in liquid
nitrogen. The remaining specimen was subsequently im-
mersed in a large volume of buffered formalin (10% v/v),
fixed for 12 to 24 hours at ambient temperatures, and
embedded in paraffin according to standard procedures.
Paraffin blocks for ISH comprised the carcinoma at the
central infiltrative border and its margin as well as the
adjacent normal mucosa.

RNA Extraction and Northern Blot Analysis
RNA was isolated from tissues pulverized in liquid nitro-
gen using Trizol reagent (Gibco/BRL, Eggenstein, Ger-
many) according to the manufacturer's instructions. RNA
was further purified by lithium chloride extraction. Nucleic
acid preparations were quantified spectrophotometrically
at 260 nm, and the integrity of the RNA was tested by gel
electrophoresis. Fifteen micrograms of total RNA of each
sample was analyzed by gel electrophoresis under de-
naturing conditions.24 After ethidium bromide staining,
capillary transfer to Genescreen Plus membranes was
performed according to the manufacturer's instructions
(NEN DuPont, Bad Homburg, Germany). For the detec-
tion of CD66a mRNA, a 396-bp Pstl restriction fragment
of the 3'-untranslated region (3'-UTR) was used. The
probe was 32p labeled to a specific activity of 4 x 1 o8 to
9 x 108 cpm/,ug DNA by random priming using the
Megaprime labeling system (Amersham, Braunschweig,
Germany). Hybridization was carried out for 16 hours at
420C in rapid hybridization buffer (Amersham). After hy-
bridization, membranes were washed at 370C twice in 2X
standard saline citrate (SSC), 0.1% sodium dodecyl sul-
fate (SDS) for 10 minutes, followed by two washes at
500C in 0.1X SSC, 0.1% SDS for 15 minutes each.

Oligonucleotide probes specific to amino-terminal do-
mains were employed for the detection of CGM2 (5'-
ACTATCGAATTATAGGATATGTAAA-3') and NCA (5'-
ACAGTCTAATTGTAGGATATGTAAT-3') transcripts. For
cytokeratin 18, an oligonucleotide probe (5'-CCAATGA-
CACCAAAGTTCTGAGGCAT-3') specific to the 3' end of
the gene was used.25 Oligonucleotides were 32P end
labeled to high specific radioactivities.24 Hybridization
was carried out in rapid hybridization buffer (Amersham)
at 420C for 12 to 16 hours. Subsequently, membranes
were washed at 370C in 2X SSC for 10 minutes followed
by two washes in 1X SSC, 0.1% SDS for 15 minutes each
at 520C for CGM2, at 530C for NCA, and at 600C for
cytokeratin 18. Filters were exposed to x-ray films at
-800C for 24 to 48 hours. For rehybridizations, mem-
branes were stripped in 0.66 mol/L formaldehyde, 0.05
mol/L Tris/HCI (pH 7.9), 0.1% SDS for 15 minutes at room
temperature. Signals were quantified by scanning of x-
ray films using an AGFA Arcus scanner and subse-
quently analyzed using the densitometry software IMAGE
1.42 (public domain software of the National Technical
Information Service). Expression levels of CD66a, CGM2,
NCA, and cytokeratin 18 were calculated from the integer
over the mRNA signals as previously described.13 14 Tu-
mor to normal ratios were assessed using the formula REy
= Ytu X YN -1 X CYtN X CytTU -1, where Y is the expres-
sion of either CD66a, CGM2, or NCA and Cyt is the
expression of cytokeratin 18 in tumor (TU) and normal
tissue (N), respectively.

Generation of Riboprobes for in Situ
Hybridization
For CD66a and NCA, the corresponding 3'-UTR of the
human cDNAs subcloned into the Bluescript 11 KS+ vec-
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tor (Stratagene, Heidelberg, Germany) were em-
ployed.4,13 The full-length human CGM2 cDNA (kind gift
of Dr. J. Thompson, Institute of Immunobiology, Univer-
sity of Freiburg, Freiburg, Germany) was subcloned into
the EcoRl and Hindlll restriction sites of the Bluescript 11
KS+ vector. Riboprobes were then generated by run-off
transcription from linearized plasmid with [35S]UTP using
T3 or T7 RNA polymerase (Boehringer Mannheim, Mann-
heim, Germany), followed by alkaline hydrolysis to allow
better tissue penetration. On average, riboprobes were
labeled to specific radioactivities of 4 x 107 to 6 x 107
cpm/,ug RNA. The specificity of these riboprobes had
previously been confirmed by Northern blot.13,14

In Situ Hybridization and Autoradiography
Four-micron step sections were mounted on 3-aminopro-
pyltriethoxysilane (APES)-coated slides, deparaffinized in
xylene for 12 hours, and rehydrated to phosphate-buff-
ered saline (PBS) through graded ethanol solutions. Pre-
treatment with 0.2 mol/L HCI for 20 minutes was followed
by digestion with Pronase (Boehringer Mannheim) at 600
,tg/ml for 10 minutes at room temperature, postfixation
with freshly prepared paraformaldehyde (4% w/w) in PBS
for 20 minutes on ice, and acetylation. Rinsing in PBS
followed each step. After dehydration in graded ethanol
solutions and drying, hybridization was performed at
520C for 16 to 18 hours with 4 x 105 cpm antisense or
sense probe in 50 ,tl of hybridization solution containing
50% formamide, 10% dextran, 10 mmol/L Tris/HCI (pH
7.5), 10 mmol/L Na3PO4 (pH 6.8), 300 mmol/L NaCI, 5
mmol/L EDTA, 10 mmol/L dithiothreitol, 1 mg/ml yeast
transfer RNA (Boehringer Mannheim) and 1X Denhardt's
solution (Sigma, Deisenhofen, Germany). Slides were
subsequently washed in modified hybridization buffer
(without yeast tRNA and Denhardt's solution) for 4 hours
at 520C, subjected for 20 minutes at 370C to RNAse A (20
jig/ml; Boehringer Mannheim) followed by additional
washing for 30 minutes at 370C in 100 mmol/L Tris/HCI
(pH 7.5), 500 mmol/L NaCI, 1 mmol/L EDTA and two
washes for 30 minutes each at room temperature in 2X
SSC and 0.2x SSC. After dehydration in graded ethanol
solutions/600 mmol/L ammonium acetate, drying slides
were coated with Kodak NTB-2 photographic emulsions
diluted at equal volumes with 600 mmol/L ammonium
acetate. Slides were exposed for autoradiography at 40C
for 28 to 42 days, developed in Kodak D19 developer for
5 minutes, rinsed in 1% acetic acid, and fixed in Kodak
fixer for 6 minutes. After washing in tap water, slides were
stained with hematoxylin and coverslipped using a syn-
thetic mounting medium.

Immunohistochemistty
Deparaffinized slides were rehydrated in Tris-buffered
saline (50 mmol/L Tris, 150 mmol/L NaCI, pH 7.4) and
blocked with normal goat serum (Dako, Glostrup, Den-
mark) diluted 1/20 in Tris-buffered saline. Monoclonal
antibody MiB-1 (anti Ki-67; Dianova, Hamburg, Germany)
was applied at 10 jig/ml for 16 hours at 4°C after micro-

wave treatment at 500 W for 30 minutes in 10 mmol/L
sodium citrate (pH 6.0). The detection was carried out
with alkaline phosphatase-anti-alkaline phosphatase
(APAAP) reagents and color development with new fuch-
sin according to standard procedures.

Microscopic Evaluation of in Situ Hybridization
and Immunohistochemistry
For the semiquantitative analysis of ISH, the slides were
viewed in representative fields at x250 magnification
using an ocular eye grid of 100 ,um square length with
evaluation of 120 to 220 squares for each hybridization.
The autoradiographic signals overlying squares contain-
ing atypical epithelium were evaluated and by arbitrary
classification were scored as strongly (>100 grains
above background), moderately (30 to 100 grains), or
weakly (<30 grains) positive or negative. Autoradio-
graphic signals from hybridizations with different probes
and with the immunohistochemical stain for Ki-67 were
correlated at the cellular level by taking microphoto-
graphs of selected corresponding regions in 4-,um sec-
tions immediately adjacent to each other. The micropho-
tographs were subsequently projected in parallel for
direct comparison, and the distributions of autoradio-
graphic signals for different probes were recorded.

Results

Northern Blot Analysis of Colorectal Carcinomas
Demonstrates Underexpression of CD66a and
CGM2 but Overexpression of NCA
Northern blot analyses were performed with total RNA
prepared from 11 colorectal carcinomas and their adja-
cent normal mucosa. Confirming the specificity of the
cDNA probe and the oligonucleotide probes, hybridiza-
tions with RNA from the normal mucosa yielded the ex-
pected transcripts for CD66a, CGM2, and NCA of 3.9,
2.5, and 3.0 kb, respectively (Figure 1).
On the rationale that carcinomas and normal mucosa

contain different amounts of epithelia in relation to
stroma, the filters were rehybridized with an oligonucleo-
tide probe specific for cytokeratin 18,25 and the expres-
sion levels of CD66a, CGM2, and NCA were quantified as
ratios according to the formula given in Materials and
Methods. Based on these calculations, complete loss or
marked underexpression (RE ' 0.3) was observed in 6 of
11 carcinomas (55%) for CD66a and in 90% of the spec-
imens (9 of 10) for CGM2 (see Figure 5, A and B).
Moderate decrease of expression (RE > 0.3 and < 0.8)
was found in three tumors for CD66a and in one tumor for
CGM2, respectively. Only one of the carcinomas showed
overexpression of CD66a (Ti, see Figure 5A). In contrast,
marked overexpression of NCA (RE in the range of 1.3 to
3.6) was observed in 8 of 11 carcinomas (73%). How-
ever, only weak overexpression was found in tumor 6
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Figure 1. Northern blot analysis of five representative colorectal carcinomas
(T) and their adjacent normal mucosa (N) for CD66a, CGM2, NCA, and
cytokeratin 18. A 15-jug aliquot of total RNA was electrophoresed on form-
aldehyde gels, transferred to nylon membranes, and hybridized with a
32P-labeled 396-bp restriction fragment from the 3'-UTR of the CD66a cDNA
or 32P-labeled oligonucleotides specific for the amino-terminal domains of
CGM2 and NCA, respectively, and to the 3' end of cytokeratin 18. The results
from densitometric evaluations for all carcinomas with corrections for cyto-
keratin 18 are represented in Figure 5.

(RE = 1.1), and marked underexpression of NCA (RE s
0.3) was observed in 2 of 11 carcinomas (T5 and T9, see
Figure 5C).

In Situ Hybridization Reveals a Focal Expression
of CD66a, CGM2, and NCA in the Atypical
Epithelium of Carcinomas
In a second set of experiments, we carried out ISH to
resolve the summative hybridization signals from North-
ern blots morphologically. Riboprobes were hybridized to
paraffin sections from the carcinomas and their adjacent
normal mucosa. Validating the specificity of the results of
the Northern blots, the autoradiographic signals were
restricted to the normal colonic epithelium and the atyp-
ical epithelium of the carcinomas. Hybridizations with
sense probes always remained negative.
When probes for CD66a, CGM2, and NCA mRNAs

were applied to normal colonic mucosa, dense clusters
of autoradiographic grains were observed overlying the
absorptive surface epithelium and the apical crypt epi-
thelium (Figure 2). This expression pattern has recently
been published for CD66a,17'26 a finding that hereby can
be extended to CGM2 and NCA, respectively.

Hybridizations for CD66a and CGM2 revealed large
areas of the carcinomas without or with only faint hybrid-
ization signals (Figure 3). Furthermore, autoradiographic
signals for CD66a and CGM2 overlying the atypical epi-
thelium in many carcinomas were very irregular in their

Figure 2. A: CGM2 expression in the apical crypt epithelium and the superficial absorptive epithelium of normal colonic mucosa (arrows) using the antisense
probe. See higher magnification inset for details. B: Hybridization with the sense probe as control. Autoradiographic exposure, 42 days: magnification, X362 and
X725 (inset).
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Figure 3. Underexpression of CD66a in a colorectal carcinoma. A: Hybndization with the antisense probe. Note the absence of autoradiographic grains over the
carcinoma cells (demarcated by thick arrows, bottom) whereas strong autoradiographic signals are seen overlying the apical crypt epithelium and the superficial
absorptive epithelium (demarcated by thin arrows, top). Less intensive signals are found over mature absorptive cells in the middle region between crypts. B: Same
region hybridized with the sense probe as control. Autoradiographic exposure, 42 days; magnification, x362.

distribution. However, at least some positive foci were
observed in every carcinoma, indicating that, despite a
net underexpression of CD66a and CGM2, there remain
cell populations that actively transcribe CD66a and
CGM2 (Figure 4). A careful analysis of the underlying
conventional histology by the pathologists in our group
gave no clue to the nature of these cell populations; ie,
they were clustered neither at the infiltrative margins nor
in the central regions or preferentially within lymphatic
vessels. In contrast, hybridizations for NCA resulted in
stronger and far more extensive autoradiographic signals
over the atypical epithelium. However, some small foci
with weaker hybridization signals for NCA could be dem-
onstrated in the majority of the cases (see Figure 6A).

By semiquantitative analysis, the hybridization signals
were compared with the Northern blot data. The summa-
rized results presented in Figure 5 allow the general
conclusion that carcinomas with underexpression of
CD66a or CGM2 as demonstrated in Northern blots dis-
played fewer autoradiographically positive fields with sig-
nals frequently of lesser intensity. For NCA, overexpres-
sion in Northern blots was generally accompanied by
intense positive autoradiographic signals covering most
of the tissue areas. A strict correlation, however, is not
tenable.

CD66a and CGM2 Are Co-Expressed in the
Same Subpopulations of Carcinoma Cells and
Do Not Co-Localize with Immunohistochemical
Stains for the Proliferation Antigen Ki-67

In view of the focal nature of the expression of CD66a,
CGM2, and NCA, we addressed the question of co-
expression of these transcripts. Four cases were se-
lected for further analyses, and 4-Am sections were
strictly taken in sequence. ISH resulted in a series of
slides with hybridization signals for NCA 4 ,tm adjacent to
CD66a and 4 ,um adjacent to CGM2, respectively. The
slides were screened for areas with focal expressions,
and from each case, three or more regions were micro-
photographed. These microphotographs were subse-
quently projected in parallel allowing the direct com-
parison of cell populations. Reviewing pairs of
microphotographs demonstrated that the autoradio-
graphic signals for CD66a and CGM2 consistently co-
localized (compare Figure 6, C and D). Furthermore, cell
populations expressing CD66a and CGM2 always
showed expression of NCA. However, as would be ex-
pected from the net overexpression of NCA, autoradio-
graphic signals for NCA were found in many regions
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Figure 4. CD66a expression in colorectal carcinomas. Focal pattern with
some areas without and some areas with strong autoradiographic signals
(demarcation by arrows). Autoradiographic exposure, 36 days; magnifica-
tion, x362.

negative for CD66a and CGM2 (compare Figure 6, A and
B).

Finally, monoclonal antibody MiB-1 specific for the
Ki-67 antigen was applied to the step sections to relate
the focal expression of CD66a, CGM2, and NCA to the
proliferative status of cells. Areas with clearly demar-
cated autoradiographic clusters were sought, micropho-
tographed, and compared in parallel projection to micro-
photographs of the corresponding regions stained for the
proliferation antigen Ki-67. The selected foci contained
relatively few stained nuclei as compared with areas with
less autoradiographic labeling, indicating that carcinoma
cells focally expressing CD66a and CGM2 are predom-
inantly in a Go state (compare Figure 6, C, D, and E). In
contrast, even highly proliferative areas of the carcino-
mas with a large fraction of nuclei stained for the Ki-67
antigen displayed fairly strong autoradiographic signals
for NCA. However, the comparison of the nuclear (ie, the
immunohistochemical staining) and the cytoplasmic fea-
tures (ie, autoradiographic signals) in step sections can
be problematic as the cytoplasm and the nuclei of a
given cell are not necessarily retrieved in the adjacent
plane. Also, our observations naturally can make use only
of clearly demarcated foci of autoradiographic signals,
which do not constitute the majority of regions positive for
CD66a and CGM2 expression.
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Figure 5. Comparison of semiquantitative evaluation of ISH and quantified
Northern data. The percentage of fields with absent (E), low (El), moderate
(U), or strong (U) autoradiographic labeling is given by layered columns to
the left. Relative levels of CD66a (A), CGM2 (B), and NCA (C) are repre-
sented in columns to the right (U) determined by Northern blot analyses.
Due to technical reasons, no Northem blot data were available for the relative
levels of CGM2 expression in tumor 6 (T6).

Discussion
In this communication, we describe for the first time the
patterns of mRNA expression of the CEA family members
CD66a, CGM2, and NCA at the cellular level in colorectal
carcinomas. For these transcripts, a marked dysregula-
tion has been demonstrated as a frequent event with
more than 80% of the carcinomas affected.13,14 In this
study, a series of 11 standard-type well to moderately
well differentiated colorectal carcinomas and their adja-
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Figure 6. A: Strong NCA expression indicated by
extensive aUtoradiographic signals in a ctolorectal
carcinoma. Note that amniong these there renmain
sparse atreas with wseaker laheling (arrows). Au-
toradiographic exposuLre, 42 days; magnification.
X362. B: Step section 4 lim acijacent to the plane
of A hyhridized for CD66a in the same- hyhridiza-
tion experiment with near ahsence Of acitoradio-
graphic signals. Autoradiographic exposuLre, 42
days; imiagnification, X362. C: Focal hybriclization
signals for CD66a over carcinoma cells (focuLs
delineated hy arrows). AuLtoradiographic expo-
scire, 24 days; mnagnification, X725. D: Co-local-
ization to CD66a of acltoradiographic signails fro)m
a hyhridization for CGM2 of a step section 4 jam
adjacent to C in the samie hyhridization experi-
ment. ALItoradiographic exposcire, 24 days; mag-
nification, X725. E: Immiunohistochemistry for
Ki-67 in a step section 4 jlim adjacent to the
section from D demonstrates a ielative sparsity of
stained nLIclei in a location positivse for focal tran-
scription of CD66a and CGM2. APAAP detection;
magnification, X725.
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Northern blot analyses. Consistent with our previous re-
ports, underexpression of CD66a and CGM2 as well as
overexpression of NCA was observed by Northern blot
with comparable frequencies.
When conclusions are drawn from mRNA expression

patterns revealed by isotopic ISH, two aspects have to be
considered. First, for some of the CEA family members,
different mRNA splice variants have been described.
Whereas only one mRNA species appears to exist for
NCA, two splice variants have been described for CGM2.
Results from Northern blots, cDNA cloning experiments,
and polymerase chain reaction amplifications suggest
the existence of 10 CD66a splice variants.26 Second, the
mRNA expression patterns do not always reflect the pro-

tein expression patterns. For example, there is no signif-
icant quantitative difference between the CEA mRNA
levels in normal colonic mucosa versus colorectal carci-
nomas.13 However, immunohistochemical methods re-
veal a significantly higher staining intensity in colorectal
carcinomas as compared with normal colonic mucosa.27
Furthermore, CEA tissue concentrations are up to 400
times higher in colorectal carcinomas in comparison with
normal colonic mucosa.28
As only one NCA transcript has been described so far,

isotopic ISH should reflect the actual mRNA levels. For
CGM2, a transcript of 3.2 kb has been observed in some
colorectal carcinomas in addition to the major transcript
of 2.5 kb.14 However, as isotopic ISH revealed a down-
regulation of CGM2 mRNA in most carcinoma speci-
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mens, the 3.2-kb transcript appears to be of minor quan-
titative significance. For the detection of mRNA(s)
encoding CD66a, a probe complementary to the 3'-UTR
was applied. In Northern blots, the 3'-UTR probe reveals
a major CD66a transcript of 3.9 kb.413 In addition to this
transcript, a second major transcript in the range of 1.5 to
2.2 kb has been detected by probes complementary to
sequences encoding either the A2 domain or the cyto-
plasmic domain of CD66a.4'5,1329 According to our pre-
vious results, the second transcript of 1.5 kb is also
down-regulated in colorectal carcinomas.13
When CD66a is analyzed on the protein level by West-

ern blots using a CD66a-specific monoclonal antibody, a
major band corresponding to 160 kd is detected in ex-
tracts from normal colonic mucosa.30 According to our
previous results, the CD66a isoform of 160 kd contains an
A2 and complete cytoplasmic domain.31 Data of the lit-
erature and our unpublished polymerase chain reaction
amplification data suggest that the 160-kd isoform is
encoded by the 3.9-kb mRNA species. In the majority of
colorectal carcinomas, the band corresponding to the
160-kd isoform is either absent or significantly reduced in
intensity (data not shown). In transfection studies per-
formed with the murine counterpart of CD66a, only the
cDNA encoding the complete cytoplasmic domain sup-
pressed tumor growth whereas a cDNA encoding a
shortened cytoplasmic domain lacked this effect.32 As
pointed out above, the CD66a probe used in the present
study hybridizes with the 3.9-kb mRNA species encoding
a complete cytoplasmic domain. The down-regulation of
this mRNA reported in this study and the concomitant
reduction in the expression of the putative encoded
CD66a isoform of 160 kd most probably indicates the
loss of an important tumor suppressive function.

In extracts from colorectal carcinomas, a major band
of 130 kd was revealed in Western blots by the CD66a-
specific monoclonal antibody (data not shown). A corre-
sponding band was not found in normal mucosa. Using
different probes, a putative mRNA splice variant encod-
ing the 130-kd antigen could not be identified. A probe
corresponding to the cytoplamic domain detected the
two transcripts of 3.9 and 1.5 kb mentioned above. Iden-
tical transcripts were identified by an amino-terminal
probe that should reveal all CD66a splice variants de-
scribed so far (data not shown). As mentioned above,
both transcripts are down-regulated in colorectal carci-
nomas.

At present, the nature of the 130-kd antigen remains
obscure. Possibly, the CD66a antibody cross-reacts with
an epitope of a different member of the CEA family that
becomes available due to incomplete glycosylation. The
antigen may be identical with the 128-kd CEA variant
described previously.33 The presence of the 130-kd an-
tigen in colorectal carcinomas may explain our immuno-
histochemical results, which do not reflect the mRNA
expression data. In contrast to the isotopic ISH results
presented here, the monoclonal CD66a antibody shows a
positive staining reaction in the majority of colorectal
carcinomas.
As demonstrated by ISH, the transcription of CD66a,

CGM2, and NCA begins with maturation in an orderly

concomitant pattern in the apical region of the colonic
crypt in normal mucosa. In this zone, microvilli are fully
developed and the crypt epithelium has attained the Go
state of the cell cycle. 16,20,34-36 The immature basal crypt
epithelium proved negative.

Carcinomas displayed underexpression of CD66a and
CGM2 in large areas without or with only little transcrip-
tional activity, but small foci of transcriptional activity
were observed in all carcinomas that co-localized in step
sections. In contrast to CD66a and CGM2, an overex-
pression of NCA was observed in the great majority of
carcinoma cells displaying strong autoradiographic pos-
itivity for NCA. In step sections, the distribution of NCA
expression differed from the patterns of CD66a and
CGM2 expression. In conclusion, our analysis of step
sections suggests that the CD66a and the CGM2 genes
in colorectal carcinomas are regulated similarly whereas
a different transcriptional control operates on the NCA
gene.
The attempt to correlate the Northern blot data with the

results obtained by ISH failed to yield a strict correlation
but could demonstrate that principally the data are in
accord. The discrepancy is not entirely surprising con-
sidering that tissues for RNA extraction were excised
from a different location than the material for ISH obtained
form the paraffin blocks. Second, the evaluation of the
Northern blots is based on densitometric values from
carcinomas related to those of normal mucosa and, for
this reason, is of a nature disparate from the semiquan-
titative evaluation of the mottled autoradiographic pattern
belonging to the carcinomas only.
The occurrence of CD66a- and CGM2-expressing foci

within carcinomas was an unexpected finding and merits
consideration. Two explanatory hypotheses can be put
forward.

First, focal expression of CD66a and CGM2 could be a
consequence of a partial differentiation of carcinoma
cells reminiscent of maturing normal crypt epithelium.
CD66a is located in many epithelia carrying microvilli in a
wide range of normal human tissues.30 Furthermore, the
expression of Cell-CAM, the rat homologue of CD66a,
was shown to locate to bile canaliculi in the process of
hepatocyte differentiation in culture and in regenerating
rat liver after experimental injuries as well as in fetal
development and apically in cultured enterocytes, sug-
gesting a functional role in the generation of microvil-
li.10-12 Possibly, the inability of carcinoma cells to tran-
scribe sufficient quantities of CD66a is among the causes
for the inadequately and incompletely developed mi-
crovilli in these cells,20-23 and perhaps even for the par-
tial loss of cellular polarity. In addition, in vitro studies
make CD66a a likely participant in signal transduction
pathways7-9 that, by the lack of CD66a in carcinoma
cells, might be compromised.
An attractive unifying scenario is that CD66a links the

elaboration of microvilli and cellular polarity to signal
transduction, which confers a control of cellular prolifer-
ation inducing the transition to the Go state during the
process of maturation in the normal crypt epithelium. To
juxtapose similarities and dissimilarities in the light of the
above hypothesis, the expression patterns of CD66a,
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Figure 7. Schematic overview representing the ultrastructural phenotype and
patterns of CD66a, CGM2, and NCA expression as derived from the hybrid-
ization experiments of normal cells in various stages of differentiation in
comparison to well differentiated (left) or moderately well differentiated (far
left) carcinoma cells.

CGIo2,and NCA and the phenotype of immature and
mature normal crypt epithelium and of well and moder-
ately well differentiated carcinoma cells are schemati-
cally represented in Figure 7. Undifferentiated stem cells
and immature absorptive cells as well as well to moder-
ately well differentiated carcinoma cells proliferate and
have underdeveloped microvilli. These cell types lack the
expression of CD66a and CGM2. Presumably, in the
normal crypt epithelium, maturation of stem cells and
immature cells follows a programmed series of events:
transcription of CD66a,CGaVe2, and NCA is turned on,
microvilli are formed, and proliferation ceases. On the
other hand, in carcinoma cells, microvilli are not fully
developed,202 and only a partial, abortive differentia-
tion is attained in small foci expressing CD66a and
CGIsV2. By analysis of step sections, these foci were
shown to co-localize preferentially with the low expres-
sion of the proliferation-associated nuclear antigen Ki-67,
which according to the above hypothesis could be inter-
preted as growth arrest induced by CD66a.

Alternatively, focal expression may reside in subclones
that, by expressing CD66a and possibly CGIV2, are at a
disadvantage in proliferation or survival in comparison
with the non-expressor clone(s).

In the course of colorectal tumorigenesis, epithelial
cells acquire a sequence of genetic defects finally result-
ing in genetic instability and heterogeneity."5 A particular
genetic defect in a tumor cell may be associated with the
down-regulation of CD66a andCGMIo2, respectively. As
CD66a-negative carcinoma cells proliferate faster 12,37 or
may escape apoptosis, expressor cells would be over-
grown by the subclone(s) of non-expressor cells. In com-
parison with the former hypothesis, this model would
account for the finding that, in carcinoma cells, the reg-
ulation of CD66a and CGIV2 expression appears to be
uncoupled from the regulation of NCA expression. To test
this model, it will be important to establish at which point
of the adenoma to carcinoma sequence the dysregula-
tion of these CEA family members becomes apparent.

In conclusion, our data indicate a profound transcrip-
tional dysregulation of CD66a, CGM2, and NCA in col-

rectal carcinomas. Conceivably, in colorectal carcino-
mas, the regulation for CD66a and CGM2 proceeds by
the same mechanisms of transcriptional control whereas
a different mechanism might operate on the NCA gene.
The focal expression could occur in the context of an
incomplete and abortive differentiation within carcinomas
or, alternatively, result from genetic heterogeneity in
which CD66a- and CGM2-negative subclones would
overgrow the positive subclones.
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