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Introduction

A major problem in the treatment of breast cancer is that present therapies lack specificity for tumor
cells and are extremely toxic to normal cells. The development of therapies with high specificity for tumor are
an utmost priority in breast cancer research. Exciting progress has been made in the elucidation of key
molecules found specifically overexpressed or underexpressed in breast cancer cells. However, effective ways
to exploit these tumor-associated targets for therapy have not yet been developed. A means to specifically
direct therapeutic-agents to these defined molecular differences between tumor cells and normal cells is
critically needed. Many high molecular weight targeting agents, antibodies in particular, have been identified
which are specifically directed against tumor-associated molecules. However, coupled to cytotoxic agents or
alone, the performance of antibodies (Abs) or Ab fragments in clinical trials has been disappointing [18, 36-39].
Results with Herceptin, an antibody which recognizes the clinically important breast cancer target ExbB2, have
been more promising than most antibody trials, and confirm the value of ErbB2 as a target. However, the
clinical responses with Herceptin are far from ideal [11, 65]. Failure of antibodies in the clinic is likely due to
the unfavorable pharmacokinetics, lack of tumor penetration, and immunogenicity of molecules this large, as
well as their non-specific uptake by the reticuloendothelial system [12, 26, 31, 45]. Smaller single chain Fv
(sFv) Ab fragments have been developed with high affinity to ErbB2 [59, 60] and it will be interesting to see
how these molecules perform in the clinic. However, the vast majority of effective drugs are of much lower
molecular weight than sFvs (25kD) and the discovery of smaller tumor-specific ligands would be extremely
valuable. As has become apparent with the Herceptin trials, and also in Judah Folkman’s promising work with
antiangiogenesis factors, large proteins are also difficult to synthesize in amounts necessary for clinical use.
Furthermore, many of the most promising cancer-specific targets are intracellular or intranuclear. ‘Antibodies
are not likely to be effective against these intracellular targets. Because of this disappointing progress in tumor-
targeted therapy over the past decades, it is clear that dramatically innovative approaches are needed.

Our lab is attempting to identify novel small ligands (1-2 kD) which bind specifically to tumor cells.
Small ligands may have therapeutic activity alone, as does Herceptin, presumably by inhibiting a target molecule
which actively plays a role in carcinogenesis. Small ligands can also be coupled to cytotoxic agents and used to
mediate the specific destruction of tumor cells, even if their target molecules do not play an active role in cancer
progression, as long as they are specifically present on the tumor (or on blood vessels specifically supplying
tumor.) Ligands much smaller than antibody fragments may have important advantages in targeted therapy including
improved tumor to non-tumor uptake ratios, better penetration of solid tumors, and non-immunogenicity. Small
molecules are also easier to synthesize in the large amounts necessary for clinical use, are less likely to interfere
with the effects of conjugated cytotoxic drugs, and may have improved specificity as there is less surface to
interact non-specifically with other body components. Identification of small tumor-specific or tumor-
associated ligands will greatly facilitate the development of more effective targeted therapeutics.

Large libraries of small compounds are a rich source of small ligands which may target tumors. Several
types of these libraries which consist of millions or even billions of different peptides, oligonucleotides, or
synthetic molecules have been constructed and used to isolate small ligands or lead compounds to many targets.
The construction of libraries like these and their use in the identification of specific ligands, known as
combinatorial technology, has revolutionized the field of drug discovery [21]. Our lab is using this technology
to search for small peptide ligands which will specifically bind to tumor cells and not to normal cells.

Although peptides have traditionally been discounted as potential therapeutics due to an assumption of
their instablility in vivo, peptides can form an almost infinite number of shapes and are exactly what nature uses
to specifically target molecules both intracellularly and extracellularly. Many peptides have important biologic
functions and potent in vivo activities. Furthermore, the exciting work of Ruoslahti et al [3, 47, 48, 53]
(described below) has demonstrated that many peptides are stable enough in serum to home specifically to
tumors and to various organs. Elegant experiments from Affymax [14, 72] also demonstrated that, with
minimal modification, peptides are capable of strong binding and effective agonist activity in vivo to clinically
important cell surface receptors.
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Furthermore, small peptide ligands which are identified to tumor targets, even if lacking in vivo stability,
can be modified and/or used as a prototype in order to develop a peptidomimetic which will be more stable and
effective in vivo. As described below, we have identified a small peptide ligand to a potential tumor target,
Grb2, and our collaborators have modified it into a peptidomimetic that retains binding activity in cell lysates
[46]. Peptide structures are readily determined by NMR and greatly facilitate design of such peptidomimetics.
The structure of peptide ligands can also provide important information about the structure of both their receptor
targets and the natural ligands of those targets. Identification of peptide ligands can also facilitate the discovery
of natural ligands to orphan receptors such as ErbB2 by searching protein databases with the sequence of the
identified peptide ligands, although ligands identified from RPLs may or may not bear amino acid homology to
natural ligands. :

There are several methods of peptide modification which can be used to enhance ir vivo stability without
prior knowledge of the three-dimensional structure. Cyclic peptides are more stable in vivo and are often more
selective for their targets. Many peptide libraries, including those used in our lab, are biased for cyclic peptides.
Substitution of D-amino acids, non-natural amino acids, and pseudo-peptide bonds for “normal” amino acids or
peptide bonds may also confer greater in vivo stability to peptides. A novel and intriguing method of obtaining
mimetics that may be more stable in vivo involves using a D-amino acid synthesized target. Screening with the
D-amino acid target can result in the identification of D-amino acid peptide ligands to natural L-amino acid
targets [61]. '

Peptides can have direct agonist or inhibitory activity on therapeutic targets. As described later in this
report, our lab is attempting to identify peptides which directly inhibit the dimerization of ErbB2, an effect
which may result in therapeutic activity as ErbB2 dimerization is thought to stimulate cell proliferation.

Alternatively, peptide motifs can be used to direct other agents which have therapeutic activity, such as
cytotoxic drugs, immune modulating agents, ribozymes, and gene therapy delivery systems such as liposomes or
- viral particles, to a specific molecular target. In a remarkable recent report, a short peptide sequence was grafted
onto a 41kD protein capable of inhibiting growth factor receptor signaling [58]. The peptide allowed the protein
to penetrate the cell membrane and to be delivered into the cytosol from the extracellular environment without
detectable proteolysis. The delivered protein was successful in inhibiting growth factor signal transduction.
This work is especially interesting to our group as we have identified a small peptide, G1, which disrupts this
same signal transduction pathway. We are presently synthesizing the reported membrane permeating peptide
fused to our peptide G1 to try to increase the anti-proliferative activity of G1 in vivo.

Peptides can also potentially target imaging agents for diagnostic purposes.

Peptides and peptidomimetics are very promising targeting agents because they can potentially bind
targets with the same exquisite specificity as antibodies, and are likely to have far more favorable
pharmacokinetics. Other advantages of peptide ligands for tumor targeting are that they can be easily
synthesized in the large amounts needed for clinical use, their chemistry is well known, and conjugation
methods are routine.

Using a combinatorial approach, large random peptide libraries (RPLs) have been constructed in several
systems. The RPLs used in our work so far have been constructed in a phage-display system [15, 17, 63, 66],
although our lab is presently constructing additional libraries in other biological systems as well, as described
later in this report. Phage-displayed libraries are made using filamentous phage (M13 or fd) which infect and
multiply in E. coli. Gene III of filamentous phage codes for a minor coat protein, pIll. Each phage particle has
five copies of pIll located at one end. Random peptide libraries are created by cloning synthesized random
DNA oligos into the N-terminal coding region of gene IIl. The foreign inserts are expressed as random peptides
“displayed” at the N-terminus of the gene ITI minor coat proteins, each phage particle displaying five copies of
one particular peptide. The power of phage-displayed and other biological RPLs lies in the physical linkage of
the potential peptide ligands to their encoding DNA within an easily amplified unit. DNA is easily amplified
for sequencing, either by amplification of phage containing DNA in E. coli, or directly by PCR. Thus, even one
binding peptide-phage out of millions can be amplified in E. coli to obtain enough phage DNA to sequence and
deduce the amino acid sequence of the displayed peptide ligand. In addition, the small size of the phage
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particles allows manipulation of millions of different potential binding units in just a few microliters. The
binding affinity of phage-displayed peptides are usually similar to those of the corresponding free peptides.

Many groups also use a similar display system using the gene VIII major coat protein of filamentous
phage. There are several thousand copies of major coat protein per phage particle and only small peptides can
be displayed from each copy with phage viability maintained. Therefore, most gene VIII systems employ a
phagemid system which results in the display of a controlled number of fusion gene VIII proteins in
combination with wild-type major coat protein supplied by helper phage. This gene VIII system allows a
different spatial presentation of peptides: farther apart from each other than on gene III systems, but present in
much greater copy number, typically several hundred, per phage particle. There are also phagemid gene III
systems which allow expression of just one peptide per phage particle [40]. The ability to manipulate the
valency of displayed peptides is an important advantage in RPL screening as described below.

Phage-displayed RPLs have been used by our lab and others to isolate small ligands, some with
nanomolar and even picomolar affinity, to a large variety of targets including several potential tumor targets and
other clinically important targets [3, 14, 26, 47, 48, 53-56, 72]. Most of these ligands have been identified using
in vitro screening techniques: binding purified target protein to a matrix, incubation of the immobilized protein
with the peptide-phage library, washing away non-specific binders, elution of specifically bound phage,
followed by phage amplification and DNA sequencing to determine the identity of the peptide responsible for
binding activity.

This project describes the use of phage-displayed RPL technology to identify small peptide ligands to breast
cancer-specific targets by in vitro screening with both purified tumor-associated proteins and live tumor cells. In
future studies, these peptides will be modified if necessary to optimize in vivo stability, coupled to cytotoxic or other
therapeutic agents, and used to mediate the specific destruction of breast tumor cells. Proof of concept for our project
is found in several exciting recent reports [3, 14, 26, 47, 48, 53-56, 72], one which describes in vivo screening of
RPLs similar to ours in mice bearing human tumor xenografts and the identification of peptides which home
specifically to tumor blood vessels. Administration of peptide-doxorubicin conjugates to tumor-bearing mice resulted
in a marked decrease in doxorubicin toxicity, selective tumor destruction, and excellent animal survival [3, 4]. The
same group has also identified peptides which bind preferentially in vivo to at least 10 different organs [48, 53],
further demonstrating the powerful ability of small peptides to home to specific molecular “addresses” in the
body. As mentioned above, Affymax has also identified peptides from libraries similar to ours which bind with
high affinity in vivo to clinically important cell targets. The use of small peptides (8 and 12 mer) in targeting
tumors has also been reported by Renschler et al. [54-56] who used phage displayed RPLs to identify peptides
which bind to the antigen binding receptor of B-lymphoma cells and induce apoptosis iz vitro. In addition,
small peptide ligands to the tumor-associated target TAG72 were identified and shown to bind human colon
adenocarcinoma and not normal colon mucosa [26]. These important findings have introduced a whole new
field of exploration in the search for more specific and effective breast cancer therapeutics.

In this final report we describe the development of binders by our lab to several clinically important
breast cancer targets.

The primary tumor target for which we are seeking a small ligand, is the class I tyrosine kinase growth
factor receptor ErtbB2. ErbB2 is a promising target as it is overexpressed on the tumor cells of approximately
30% of breast cancer patients, is associated with poor prognosis, appears to be homogeneously expressed by all
cells within a tumor, and is found only minimally on normal cells. In addition, in breast cancer patients with

cancer cells found in their bone marrow, 67% of these patients had ErbB2 overexpressed on these metastatic

cells [74] which makes ErbB2 an even more compelling target. Because of its clinical importance, there has
been an intensive search for a natural ligand to ErbB2. To the best of our knowledge, there has been no specific
ligand of small or moderate size identified to ErbB2 although the ErbB2 extracellular domain (ECD) is known
to interact with larger molecules such as Abs and the ECDs of EGFR, ErbB3 and ErbB4, as well as its own
ECD. In addition to providing clues in the identification of a natural ligand, small ligands to ErbB2 could be
used to specifically deliver cytotoxic compounds to tumor cells. Another intriguing potential use of a ligand to
ErbB2 is for the specific delivery of therapeutic antisense oligos [20, 28].



Two recent reports from Affymax [14, 20, 28, 72] have been extremely inspirational for our own work
as they describe the identification of small peptide ligands to the extracellular domains of two type I cell surface
receptors which have a general structure very similar to ErbB2: an N-terminal ECD, a single helical
transmembrane domain, and a C-terminal intracellular domain (ICD). Binding of the natural ligands to these
two receptors, erythropoietin receptor (EPOR) and thrombopoietin receptor (TPOR), induces activation via
dimerization, a mechanism which has been proposed for ErbB2 activation as well. The peptide ligands they
identified (and modified slightly) were unrelated to the much larger natural ligands, had high affinity
. (nanomolar to picomolar), and had significant agonist activity in vivo to these therapeutically important targets.
This elegant work is especially exciting for our lab in that an important premise of our project is no longer a
“hypothesis”: small, specific peptide ligands to targets which are only known to bind much larger ligands can
not only be isolated, but can bind with high affinity and maintain activity in vivo. While combinatorial
technology was quite new when work on this project began, the technology has grown exponentially in just a
few years. The work of other groups, particularly that of Affymax, who has been kind enough to supply us with
many valuable vectors, bacterial strains, and detailed protocols, has expanded the initial technology greatly, and
has allowed us to incorporate many new ideas and techniques into our own work, which, along with our recent
purification of ErbB2, heretofore elusive on being paired with a ligand, should allow us to more rapidly achieve
our goals. Some of the highlights of these new ideas, schemes and techniques are listed below.

Two types of peptide libraries other than phage display have emerged which have both advantages and
disadvantages over phage display:

Peptides-on-plasmids [13]: This system allows the display of library peptides from a Lac repressor
protein, which binds to the plasmid carrying its coding DNA, thus physically linking the displayed

_peptides with their coding DNA. Four Lac repressor protein subunits assemble into the larger
DNA-binding protein and therefore four copies of peptide are displayed per plasmid. This system
should not be restricted by the biological biases known to occur in phage display [50]. In addition,
because the plasmids are much smaller than phage particles, many more different peptides can be
screened at one time. Importantly, peptides are displayed from the C-terminus of the protein, while
phage displayed peptides are displayed from the N-terminus of phage coat proteins. This is of
importance if the most active portion of potential peptide ligands is located at either their C-terminus or
N-terminus. The system is somewhat more difficult technically than phage display.

Polysome display[42, 43]: This system allows the display of library peptides directly from the mRNA
which codes for them. . Amplification of binding peptides occurs via synthesis of the corresponding
c¢DNA and PCR. The principle advantage of this system is that the complexity of the library can be
enormous- up to 10" to 10", In addition, the technique, as is also the case for the peptides-on-
plasmids system, should not result in the biological biases present in phage-display. However, this
system is somewhat more involved technically than phage display, as the RNA used for screening is far
more susceptible to degradation than phage particles.

A “portfolio” of different types of libraries is important [8, 25] , as ligands are found to some targets with
only one type of library. Besides the obvious differences in phage-displayed libraries vs. peptides-on-plasmids -
libraries, or gene III vs. gene VIII phage-display systems (described above), there are differences even between
gene III systems. For example, Cwirla/Dower’s gene III system [15] displays peptides at the extreme end of
the N-terminus of the gene III protein, where Smith’s gene III system [63] contains four amino acids
N-terminal to the random peptide sequence. Because of biological biases, and the fact that different peptides
may assume optimal binding conformations within different flanking amino acid contexts, one of either of
these gene III systems may work better for certain peptide ligands. '

In the case of combinatorial technology, bigger is definitely better. When phage displayed peptide libraries
were first reported, libraries were often the size of ours, on the order of 10”. Peptide libraries as large as 10!
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are now being reported [1]. Such huge libraries allow a sampling of a much greater percent of all the possible
peptides within libraries that contain peptides longer than 6 or 7 amino acids.

It is often better to begin screening with a library which presents multiple copies of the potential ligand on
each DNA “package”, for example, the gene VIII phage display system or the peptides-on-plasmids system.
Because of an avidity effect, a ligand is more likely to be discovered, albeit with perhaps lower affinity than
ligands isolated from a monomeric presentation system. The consensus sequences identified from these initial
screens are then used to design mutagenesis libraries presented on a (relatively) monomeric system such as a
phagemid gene III phage display system or the headpiece dimer version of the peptides-on-plasmids system
[22]. Screenings of these mutagenesis libraries are more likely to yield much higher affinity binders.
However, peptides displayed on the gene VIII protein are probably not as close to each other as peptides
presented on the gene III protein. Avidity effects are not expected in the gene VIII system only when the target
is presented bound to a matrix at high density (Jamie Scott, personl communication).

RPLs are usually more successful at yielding specific binders when disulfide loops are incorporated into the
design. Libraries containing peptides flanked by cysteines, with the potential of forming a disulfide loop, often
yield more binders to targets than linear libraries [8, 14, 35, 41, 72, 73] particularly to targets known to interact
with discontinuous epitopes, also known as “assembled” epitopes. Although such constrained libraries will
not represent as many different spatial conformations as a linear library, any binder identified will more likely
have higher affinity than a linear binder, as linear peptides can usually assume many conformations other than
the active binding conformation. Constraints introduced by the presence of a beta-turn inducing Gly-Pro
sequence have also been used successfully [14, 72]. However, linear peptide libraries have been more fruitful
in yielding binders to certain targets. The bottom line seems to be that a variety of libraries is optimal in
identifying ligands to any given target.

Libraries designed with random “flanker” regions of 3 or 4 amino acids outside the disulfide loop have
yielded binders when disulfide loops alone failed [14, 72].

Amino acid variety may be optimal. For example, G-protein coupled receptors are now known to bind ligands
that must be amidated at the C-terminus. C-amidated peptide libraries are more likely to yield small ligands to
these receptors, particularly from a library such as peptides-on-plasmids which presents peptides with a free C-
terminus. Synthetic and polysome peptide libraries can also be constructed with unnatural amino acids. Hits
from these libraries may have in vivo activity without further modification.

Several techniques used by Affymax were necessary to obtain any hit or to increase the affinity of binders -
. isolated:

1) Presentation of the receptor ECD was via an Ab bound to a matrix. Such a presentatlon may simulate
dimerization spatially and may be required to obtain ligands to certain targets, especially receptors and other
molecules which, as a dimer, bind their natural ligands most optimally.

2) In the case of the initial EPOR screens, the EPOR had to be engineered to contain a thrombin
cleavage site. Only elutions by thrombin cleavage were successful in yielding binders.

3) For the high affinity screens, the target was preeluted with natural ligand in order to compete off

lower affinity binders so that only high affinity sequences would be identified.

Many of these techniques have been incorporated into our own work. Our lab is presently focusing
maJor efforts in the construction of a large panel of libraries which will present an enormous number of peptides
in a variety of structural contexts.
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Construction of a constrained RPL

We have constructed a phage-displayed RPL containing 20 million different peptides (11 mer) which
have the potential of being constrained by a disulfide loop in that each peptide is flanked by cysteine residues.
Peptides which are conformationally constrained in this way often possess higher affinity for a target than their
linear counterparts. This library was constructed using George Smith’s fuseS gene III system [63] which
displays 1-5 copies of each peptide at one end of each filamentous phage particle as a fusion with the
N-terminus of the gene Il minor coat protein using the half-site cloning method described by Cwirla et al [15].

 DNA sequencing of the N-terminal region of gene III confirmed the presence of an insert consisting of 27
random bases (coding for 9 random amino acids) flanked by cysteine codons. It should be noted, however, that
there are more rigorous tests of true randomness [8] and that after sequencing analyses of many clones from this
library we have noticed a paucity of cysteines, especially unpaired cysteines. :

From this library we have identified binders to several different targets including two targets relevant to
breast cancer therapy: the Grb2 SH2 domain [46] and the epitope of a MAb to a tumor-specific carbohydrate.
The peptide which binds to the MAD epitope has promising potential in vaccine development. Screenings with
the important breast cancer target ErbB2 have identified several consensus amino acid sequences. We have also
identified specific, small ligands to streptavidin, polystyrene, and other monoclonal antibody antigen binding
sites.

Aptamer library construction :

We are also collaborating with John Burke’s “ribozyme” lab, and will use aptamer libraries to try to
identify additional novel ligands to ErbB2. The aptamer library has already been synthesized and now that we
have an adequate source of purified ErbB2, we are proceeding with ErbB2 screenings of the aptamer library.

The original DNA aptamer library was constructed by solid-phase synthesis of a 60 base random
sequence tract flanked by 20 base fixed-sequence primer binding sequences. The initial analysis of this library
suggested that as few as 1078 moles of the aptamer could be successfully amplified by PCR. This will allow for
very sensitive detection of aptamers which bind to the target protein. Sequence analysis of a small number of
clones from this population, however, indicated that the diversity of the population was severely limited. This is
very likely due to PCR contamination with significant amount of a few specific sequences. A second starting
pool has since been synthesized. This pool has been designed with two specific changes from the previous
randomized templates. First, the random sequence has been reduced to 40 bases. Several investigators have
reported obtaining high affinity aptamers with this length of random sequence or shorter sequences [51]. In
practice, the potential diversity of a populatlon of molecules w1th 40 randomized positions (4*° different
sequences) should be more than adequate, since only about 10" different molecules can be obtained from
oligonucleotide synthesis. The second change is the incorporation of a T7 RNA polymerase promoter into the
5’PCR primer. This modification will enable us to select for RNA aptamers, in addition to DNA aptamers,
which bind to ErbB2. The start site for transcription will be at a guanosine immediate before the start of the
randomized sequence. RNA aptamers may be capable of tighter binding to the target, since the RNA backbone
contains an additional hydrogen bond donor or acceptor in the 2’0OH group. Using RNA aptamers also obviates
the need to purify single-stranded molecules from a duplex PCR product, since a single-stranded RNA product
is synthesized from the promoter by T7 RNA polymerase. The laboratory of the co-PI (Burke) is expert with in
vitro selection techniques, developed in out laboratory for the optimization of the activity of catalytic RNAs [6,
9, 32]. T7 RNA polymerase is routmely purified in the laboratory and is used for in vitro transcription
reactions.

The synthe51s of this second random template pool has been completed with excellent yield of full length
product (10 moles). Transcription of a portion of this pool yielded 25 copies of each template molecule.
Reverse transcriptase sequencing of this product indicated that the pool is very diverse. Each lane on a
sequencing gel contained a band of equal intensity. PCR controls also indicate that there is no template
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contamination in our experiments. Selection for ErbB2 binding aptamers from DNA and RNA pools can now
be carried out.

Phage RPL construction, screening, and analysis of peptide-phage clones

Screening phage-displayed RPLs and analysis of peptide-phage ligands is routine in our lab. We achleve
very low backgrounds in both screening and analysis. We have developed technical improvements for screening
and analysis which minimize degradation of the displayed peptides, maximize formation of disulfide bonds
within the peptides, and increase the likelihood of a “hit” by employing several novel elution schemes (listed
below). Techniques for analysis of clones such as DNA sequencing, ELISA, enrichment assays (phage titering),
IFA, and spot blotting are also routine in our laboratory. We have also developed a novel colony screening
assay adapted from related assays [7, 10, 23, 27, 30, 64, 67, 68, 70, 71, 73] which will allow us to select higher
affinity clones earlier in screenings, can potentially discriminate between high and low affinity clones, is capable
of screening many more clones at once, and is far less labor-intensive than other phage clone assays (Figures 7-
9). We anticipate that this assay will be very useful for discriminating tumor binders from normal tissue binders
by using biotinylated protein extracts from both normal and tumor tissues. '

Technical improvements we have implemented to decrease background or to increase the chance of obtaining a

specific binder or “hit”in RPL screening and analysis:

1. Filter with 0.45 micron filters to remove bacteria completely to help reduce background. This also avoids
the heating at 70° C treatment that many groups use to completely eliminate bacteria which may damage
displayed peptides.

2. Use a protease inhibitor cocktail during growth of phage and in phage solutions to minimize degradation of
displayed peptides. Stability can be increased at a later stage.

3. Relatedly, we pan only freshly prepared peptide-phage to minimize degradation of the peptides and keep
them on ice as much as possible.

4. We have determined that treatment of phage with air oxidation or DMSO does not affect viability of phage.
Considering the importance of the disulfide loops, we will further experiment with this technique. Such
treatment might facilitate the formation of disulfide loops on the phage-displayed peptides and optimize our
chance of obtaining a hit (although this treatment may damage more labile amino acids such as tryptophan.)

5. We found that low pH elutions resulted in only 15% viability of phage. For the first pan especially, other
less destructive elution methods such as competitive elutions or high pH elutions may be optimal. An
interesting and logical elution scheme [5, 48] involves adding the E. coli cells to be infected directly to the
phage bound to target.

6. Immediate dilution of eluted phage into cells or better yet, eluting with cells directly, as above, may prevent
phage from rebinding target after pH neutralization which may decrease its ability to infect E. coli and be
amplified, especially for a target as large as ErbB2.

7. For ELISA, we use phage directly from culture supernatants (no PEG). Ultrafiltration can be used for

concentration but has not been necessary for us with binders of even moderate affinity.

For phage ELISA, Nunc Maxisorb plates with “C” wells are optimal.

9. Phage amplifications can be minimal (most investigators amplify overnight) which will allow sufficient
amplification of specific binders to obtain enrichment but will allow more efficient elimination of
background binders during preclearing. Presenting less displayed peptide to the target after the first pan or
two will not only decrease background but will select for higher affinity binders.

10. We have tested many blockers for phage clone assays and have found 0.1% Tween to be optimal for most of

“our purposes, except that casein blocker (Pierce) works somewhat better than Tween as a polystyrene
blocker for ELISA.

11. For both screening and analysis, excess peptide-phage or peptlde ligands are washed at least five times in
Tween TBS and fresh wash vessels are used whenever possible.

12. Use of a colony screening assay after the first or second pan can sidestep background problems in that one
positive colony producing tumor-binding peptide-phage out of thousands can be detected. A colony-
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screening assay can also identify highly-specific binders which, for biological or unknown reasons, are not

well amplified and enriched for during routing screening.
13. Competitive elutions with known ligands to a target may yield useful specific small peptide binders.

Library screening with streptavidin
The quality of the RPL was confirmed by screening with streptavidin, a target used by several other

groups with success. The identification of small peptides which bind specifically to streptavidin is very

'CONSENSUS OF SA BINDERS IDENTIFIED
BY OTHER GROUPS

AMINO ACID CONSENSUS OF SA BINDERS FREQUENCY

‘ . . DEVLIN 2
ISOLATE FRIQUENCY 3
1 ' V Q E C 1 1
2 C W L C 1 2
3 c K Y ¢ 2 1

4 c v Y ¢ 1
5 c 1 L C 3 KAY , g

¢ DX I cC 2
: - 7
o2

' McLAFFERTY
- Figure la v Figure 1b

interesting in that the peptides were determined to bind to the site which normally binds biotin, a small organic

molecule with little resemblance to a peptide. This finding supports the possibility that small peptide ligands

can be identified to a wide variety of targets, even to those that do not naturally bind peptides. We obtained

- excellent enrichment as 2.2x10* times more enriched phage bound to target compared to random phage. DNA

~ sequencing of clone inserts revealed the same core consensus sequence identified by other groups [17, 34, 44] as
well as other consensus amino acids flanking this same sequence not previously identified (Figures la and 1b).

We also identified a completely novel binding sequence (isolate 5 in Figure 1a) which, by number of clones

isolated, ELISA, and spot blot assays, seems to bind with a higher affinity than the HPQF peptides. These

results demonstrate that our library is a rich source of potential small hgands and that its design offers some

advantages over the libraries used in the other streptavidin studies. :

ErbBZ is a promising breast cancer associated target

Our primary tumor target is the class I tyrosine kinase growth factor receptor ErbB2. Recent chmcal ,
trials have been performed using the monoclonal antibody, Herceptin, which binds to ErbB2 ECD, as a targeting
agent in breast cancer patients [11, 65]. Results are encouraging and provide further evidence that ErbB2 is a
promising target. We believe a much smaller targeting agent will greatly improve these initial results.

Purification of the extracellular domain of ErbB2 as an alkaline phosphatase fusion protein

To facilitate RPL screening with ErbB2, a DNA construct was engineered that allowed production of the
ErbB2 ECD with alkaline phosphatase (AP) fused to the C-terminus (ECD-AP) from transfected mouse
fibroblast 3T3 cells. This erbB2/3T3 cell line was the generous gift of Dr. Matthias Kraus. The ECD-AP
fusion protein was harvested from culture supernatants and was partially purified by affinity purification with
anti-AP Sepharose. The resulting preparation was highly purified but still contained 2 or 3 contaminants
(Figure 2, leftmost lane, ECD-AP is the top band). We call this “crude” ECD-AP and our yield is about 10 ug
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Figure 2 Figure 3 Figure 4

Figure 2. Purification of ECD-AP by electroelution from native gels. The left lane is ECD-AP partially purified
by affinity purification on anti-AP Sepharose. The middle and right lanes are dimer and monomer, respectively,
electroeluted from native gels and rerun on an SDS gel. Reanalysis of electroeluted dimer, but not monomer,
results in the appearance of two previously undetected bands, in addition to ECD-AP.

Figure 3. Purification of ECD-AP from serum-free media by affinity purification on anti-AP Sepharose.

Figure 4. Purification of ECD-AP by affinity purlﬁcatlon on anti-AP Sepharose followed by 1on-exchange
FPLC.

of ECD-AP per 100 ml of media. We used several different methods to get rid of these contaminants including
preparative tube electrophoresis from both native and SDS gels, gel filtration, lectin affinity chromatography,
hydrophobic interaction FPLC, ion exchange FPLC, electroelution from native gels, and affinity purification
with anti-AP Sepharose from serum-free media. The three latter methods resulted in highly purified ECD-AP
which migrated as a single band on SDS-PAGE stained with a sensitive Coomassie blue stain as illustrated in
Figures 2-4.

The development of the above effective ErbB2 purification protocols was not trivial and took many

months of work. Details of these experiments were reported in previous reports. In addition, purification of
ErbB2 is ongoing and we are stockpiling it for future experiments. Our original yields of ErbB2 ECD were

- much higher during the first year of production (100 ug per 100 ml) and we have put forth considerable effort to

try and increase protein production by manipulation of several variables including thawing fresh lines, recloning

the line, and altering the amount of G-418 (selection agent used during the initial transfection of the line with

erbB2) used in the culture media.

Very recently, a biotechnology company called Creative Biomolecules has sent us 12 mg of purified
ErbB2 ECD. This is the same source of ErbB2 ECD which was used in the development of scFv fragments
which recognize ErbB2 ECD [59, 60]. This extremely generous gift will greatly facilitate future RPL screening
and binding clone analysis with ErbB2 ECD and will free up time for our technician, who presently spends a
large amount of time purifying ErbB2 ECD, to focus on other aspects of the project. It is also of great value to
~have ErbB2 ECD expressed from two different animal species in the event that one species produces the protem
in a post-translational form more similar to the human protein.

We have also cloned DNA coding for the ECD of ErbB2, without any of the transmembrane domain
coding sequence, into a C-terminal poly-histidine tagged bacterial expression system for future use, if necessary.
While it is technically much easier to obtain large amounts of pure protein via expression from bacteria, ErbB2
ECD has a complicated folding structure, with many disulfide bonds, and it may be difficult to recover correctly
folded protein from bacteria. Therefore, although the cloning is complete, further development of this bacterial
expression system was postponed once we received the ErbB2-overexpressing eukaryotic cell line described

above.
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“Native” purified ErbB2 ECD-AP forms dimers
The contaminants from partially purified ECD-AP either did not enter or ran off 5% native gels, while

ECD-AP was found in both dimeric and monomeric form. On overloaded gels, multimeric forms larger than
dimers forming a ladder were also easily visible (Figures 5 and 6). .

Figure 5 Figure 6
Figure 5. Western unmunoblot of purified ECD-AP analyzed by native gel electrophoresis, probed with an
antibody to ErbB2 ECD (gift of Dr. Nancy Hynes) and detection via ECL (Amersham). Both dimer and
monomer form are clearly visible. The right lane contains control protein contaminants (Figure 2, lefimost lane,
lower 2 or 3 bands) and shows no signal.
Figure 6. Coomassie-blue stained SDS-PAGE analysis of ECD-AP by native gel electrophoresis, dehberately
overloaded with sample. Both lanes are 1dent1ca1

- Complete‘ puriﬁcation of ECD-AP was achieved by electroelution of either the dimer or monomer bands
from native gels. The presence of dimers is interesting in that others have speculated that the transmembrane
domain of ErbB2 is involved in dimerization. Our ECD-AP does not contain any transmembrane domain
residues, which suggests that the ECD alone is sufficient for dimerization. Since AP can also form multimers,
we ran pure AP on the gels, to see if both monomer and dimer forms were present. While we only saw one
band, one cannot rule out that this could be dimer form. However, if the AP portion of the ECD-AP dimer was
responsible for the dimers we saw on native gels, then extensive preincubation of the ECD-AP with excess pure
AP should cause at least partial dissociation of the dimers. Incubation of the ECD-AP dimers with an excess of

" AP for 40 min at RT had no effect on the amount of ECD-AP dimer present (data not shown). In addition, no

new band appeared as might be expected if an ECD-AP/AP complex had formed (MW of AP 58kD). -

An interesting and relevant question regarding these results is: why are the dimers forming? It is
supposed that ligand is necessary to stabilize the dimer complex. Could there be ligand present, produced either
by the mouse cell line or present in the calf bovine sérum component of the media? Does the overexpression of
ErbB2 by a mouse cell line induce production of the mouse equivalent of a natural ErbB2 ligand? The dimer,
but not the monomer, upon re-running on a regular SDS gel, showed the presence of 2 novel lower MW bands.
We plan to analyze these bands as they may represent previously undetected ligand to ErbB2. Clearly,
identification of a natural ligand to ErbB2, whatever its size, would aid tremendously in our search for small
ligands to ErbB2. Also, importantly, if the dimers already have ligand bound, then they will not serve as
effective “targets”, since the site most likely to bind a peptide in our library will be masked. If this is the case, it

~ will be important for us to remove the ligand before assembling the target presentation system. On the other

hand, considering Affymax’s results with the EPO and TPO receptors, it is possible that a dimer of ErbB2 ECD
is an optimal presentation form of the target. In one of the screenings described below, the monomer and dimer
forms were presented separately to the library in case one form has a higher affinity for ligands than the other.
Also as described below, a dimerized presentation was enhanced by using an anti-AP capture antibody in some
of the screenings.

We have developed this easily detected dimerization of ECD-AP, using native PAGE analysis, as an
assay for investigating the process of ErbB2 dimerization, thought to be essential for signal transduction. ErbB2
ECD-binding peptides may inhibit dimerization, subsequent signal transduction, and cell proliferation. In a
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collaboration with Marc Lippman at Georgetown, we will also test the ability of small peptides derived from the
ECD of ErbB2 to inhibit dimerization. Such peptides have the potential for therapeutic utility.

ErbB2 ECD-AP Screenings (Pans): Overview

We have screened our library with the breast cancer target ErbB2 in several forms: live human cells
expressing ErbB2; purified native ErbB2; and purified ErbB2 ECD-alkaline phosphatase fusion protein. These
ErbB2 screenings have identified several strong consensus amino acid sequences (see alignment). Many inter-pan
consensus sequences were detected, sometimes from pans using two different forms of ErbB2. Such inter-pan
consensus sequences are strongly suggestive that the sequences are binding to the only common element in the
different presentation systems, ErbB2 ECD. It is especially encouraging that the peptide isolated from whole
cells overexpressing ErbB2 lines up with one of the major consensus sequences from purified ErbB2 pans.
Although the affinity of the putative ErbB2-binding peptides we have identified is not high enough to give a positive
ELISA signal, the consensus sequences are valuable since higher affinity binders can often be identified from libraries
biased for the consensus sequence of the initially identified peptides [14, 41, 72, 73]. Also, one random library is
often not adequate to obtain high affinity binders to any given target [8, 62]. A large panel of random libraries which
present a vast number of peptides presented in a variety of structural contexts is more likely to yield a high affinity
binder. Such libraries are presently being constructed in our lab as described later in this section.

ErbB2 ECD-AP Screenings (Pans): Summary of technical details

We have used whole ErbB2 from cell extracts and ErbB2 ECD-AP purified as described above to
extensively pan ErbB2 with our peptide library. The ErbB2 was presented on several different matrices and in’
several different presentation contexts as follows: :

1) 1-28-93 Pan: Whole ErbB2 was presented as expressed on the surface of live MCF-7/erbB2 cells, as
described in detail below, using extensive subtractive incubations of the library with MCF-7 cells, and a
gradient pH elution. :

2) 7-22-94 Pan: Whole ErbB2 was bound to magnetic particles coated with streptavidin (Promega) via a
biotinylated Ab to the intracellular domain of ErbB2 and presented to the library. Elution was with pH 2.3
buffer.

3) 3-22-95Pan: Whole ErbB2 was bound to Protein A-Sepharose (PAS) beads via an Ab to the intracellular
domain, using subtractive incubations with PAS bound to a control Ab and low pH elutions.

4) 12-5-95: Same as the 3-22-95 pan except that a specific competitive elution was used by adding an excess
of a monoclonal antibody to ErbB2 ECD (kindly provided by Dr. Nancy Hynes).

5) 2-5-97 Pan: ECD-AP was presented bound to an anti-AP MAb which was covalently bound to Sepharose.
Approx1mately 10 ug of ECD-AP bound to 5 ul of anti-AP Sepharose was used per pan. The phage (about
1x10"") were precleared of binders to other components of the presentation system by incubation with anti-
AP Sepharose before adding the unbound phage to ECD-AP/anti-AP Sepharose. Phage were eluted
successively with both a low pH (2.3) buffer and a high pH (12) buffer.

6) 3-16-97 Pan: ECD-AP was presented on nitrocellulose (NC) paper by cutting out the appropriate sections
of a native ECD-AP Western blot. Both monomer and dimers sections were used. Elutions were performed
with a high pH buffer, followed by a low pH elution.

7) 4-1-97 Pan: Partially purified ECD-AP was plated directly onto polystyrene wells in 96-well NUNC
Maxisorb) plates as was control protein isolated from elution of anti-AP Sepharose incubated with 3T3

. supernatants only. Phage were precleared on the control protein wells before incubation with ECD-AP.
These control wells were also eluted to moniter for enrichment. Elution was with both low and high pH
buffers.

8) 4-16-97 Pan: ECD-AP was presented on NC as on 3-16-97 except this time phage were incubated
separately with the dimer and monomer form of ECD-AP. Elution was with both high and low pH buffers.
After the first pan, half the amplified phage were incubated with a control, blank piece of NC to moniter for
enrichment. '
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9) 5-12-97 Pan: Highly purified ECD-AP was covalently coupled to Sepharose using NHS coupling chemistry.
Elution was with high pH buffer only. During the third and last pan, half of the input phage were incubated
with an anti-AP Sepharose control to moniter for enrichment.

10) 5-26-97 Pan: Highly purified ECD-AP and control AP was covalently coupled to tosyl-activated Dynabeads
M-280 (Dynal) as per the manufacturer’s instructions. A magnet was used to separate the beads from
incubation mixtures and wash fluids. Input phage were precleared with the AP-Dynabeads and, for the last
pan only, the AP preclear beads were eluted to moniter for enrichment. Elution was with high pH buffer
only. ‘ ,

11)7-21-97 Pan: Similar to the 4-1-97 pan except highly purified ECD-AP was plated on polystyrene wells in
24-well plates to allow for incubation of a less viscous phage solution which may allow more rapid binding.
Free AP was added to the phage solution to eliminate binding of AP-binding phage in the library to the AP
portion of the ECD-AP bound to the polystyrene. Elution was performed first with a cocktail of two
different monoclonal antibodies which see two different epitopes on the ErbB2 ECD, followed by a high and
low (in that order) pH elution. For the last pan, half the input phage were incubated with and eluted from a
control (AP only) well to moniter for enrichment.

12) 8-21-97 PanA: Highly purified ECD-AP was presented to the library in solution form to try and isolate only
high affinity binders (solution presentation of ECD-AP may minimize avidity effects which may occur when
presenting target at high density on a matix) followed by incubation of the ECD-AP/phage solution with
anti-AP Sepharose. Elution was by high and low pH. A total of four pans were performed.

13) 8-21-97 PanB: In contrast to the above pan which should limit “hits” to relatively high affinity binders,
this pan was performed by adding highly purified ECD-AP to anti-AP plated at 10 ug/ml (high density) on
96-well polystyrene wells. This presentation may be advantageous for two reasons: a) it may allow
identification of at least some binder, albeit low affinity, due to avidity effects and b) it may allow adjacent
ECDs to be positioned closely enough on the matrix so as to assume the dimer conformation, although, as
seen in Figure 5, at least half of our purified ECD-AP is in dimer form already. It is possible, and is strongly
suggested by the EPO and TPO work at Affymax, that presentation of the target in dimer form is necessary
to obtain a reasonably high affinity binder. Elution was with high and low pH buffers. A total of four pans
were performed. ~

Library screening with live cells overexpressing ErbB2

Our first screening attempt was with live MCF-7 cells which had been transfected with and
overexpressed erbB2. We first incubated the peptide-phage library with MCF-7, grown on NUNC Lab-Tek
chamber slides, to subtract out peptide-phage binders to non-ErbB2 surface components of MCF-7. Any ErbB2
present in low amounts on MCF-7 cells was blocked by a saturating amount of anti-ErtbB2 ECD Ab. The Ab
was specific for MCF-7/erbB2 and the fluorescence was stable for at least 2 hours, a finding which supports the
feasibility of screening with live cells. The MCF-7 subtracted library was then incubated with MCF-7/erbB2.
Cells were washed well with media and the phage were eluted with a gradient of pH 5.5, pH 4.3, and pH 2.3
buffers [57]. Phage eluted at pH 2.3 were amplified in K91Kan E. coli [63, 66]. After 3 such pannings, 1000
times more phage were eluted from the MCF-7/erbB2 cells after the third pan as compared to the first pan.
Eluted phage were assayed for cell surface binding with an immunofluorescence assay (IFA) on live cells using
an anti-M13 antibody and a FITC-conjugated secondary antibody. The assay appeared positive for ErbB2
specificity on the first attempt with phage purified by PEG, but was negative when repeated with phage
concentrated directly by ultrafiltration from culture supernatant. It is possible that the initial positive result was
an artifact of the PEG causing the phage to form aggregates. On the other hand, the same PEG-purifed phage
preparation was used in the IFA on the MCF-7 control and was negative. Therefore it is possible that phage
aggregation was necessary to obtain a high enough fluorescent signal in this system. This possibility is
corroborated by a report [49] which describes a whole-cell binding assay for peptides which, instead of being
labeled directly with FITC, were biotinylated at the N-terminus via a glycine linker. By incubation with a form
of avidin with four binding pockets, the binding peptides were presented to the cells as tetramers, although the
authors do not mention whether they ever attempted a monomeric binding assay. Indeed, others have found in
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other types of assays, that forming multimers with the primary probe (which, in our case, is phage) before
incubation with the target was necessary to obtain a signal with low affinity, but nevertheless specific, binders
[64, 68]. We will reanalyze this peptide using multivalent probes.

Other groups have assayed cell-binding peptides on fixed cells [7, 26, 49]. We chose to do our first
experiments on live cells because the MCF-7 lines adhere tightly to glass and by omitting fixatives we are less
likely to destroy potential ErbB2 ligand-binding sites. Fixed cells, however, will be able to withstand more
stringent washing conditions. We will explore the use of fixed cells in our future attempts at analysis of ErbB2-
binding and other tumor-binding peptides.

Inserts of clones eluted from the third pan were sequenced and a strong consensus sequence was
observed in that 15/16 clones sequenced expressed the same peptide: CMTDRTLGMGC. While the peptide
was not highly homologous to any sequences in protein data bases, interestingly, its coding DNA, which begins
with an ATG codon, did have high homology to an intron of cathepsin, a proteinase associated with tumors. We
synthesized the peptide displayed by this clone and conjugated it to FITC. IFA using this FITC-peptide was
negative. As mentioned above, an IFA of peptide-bearing phage was also negative. However, there are many
variables in the assay that could account for a negative result. Conjugation of FITC could render the peptide
inactive. The monomeric binding of peptide labeled with a single FITC molecule may not be sufficient for
detection of fluorescence. While Ab to the ECD stays on the surface for at least 2 hours, bound peptides much
smaller than Abs, or phage particles much bigger than Abs, may be shed and/or endocytosed during the course
of the assay. We will retry similar assays using fixed cells to avoid some of the above complications. We will
also try an assay using biotinylated peptides [7, 26, 49] which is likely to be more sensitive for detecting cell
surface binding by peptides.

The identification of a consensus peptide which apparently binds to live tumor cells, whether or not it
recognizes ErbB2, is important to our goal of identifying small ligands which bind specifically to cancer cells in
patients. Of particular note is that this whole cell screening technique yielded a strong amino acid consensus
which was related to sequences which were identified using purified protein screenings (see alignment).

Library screening with purified ErbBZ

Purified ErbB2 was presented on several different matrices including Sepharose beads magnetic
particles, polystyrene (both small and large wells), and nitrocellulose. ErbB2 was presented in several different
contexts such as via an antibody, alone, in both dimer and monomer form separately, and presented intially to
the library at both high density (allows isolation of low affinity binders) and in solution (favors isolation of
high-affinity binders.) Elutions were performed by competitive elution with antibodies to the ECD, elution
with both high and low pH buffers, and often with both. Before screening with ErbB2, all libraries were first
incubated with the target presentation system without ErbB2 to eliminate binders non-specific for ErbB2. In
addition, while using ECD-AP bound to a matrix alone for screenings (i.e. not presented via an antibody to AP),
free AP was added during the incubation of library with target to eliminate binders to AP.

Sequence analysis of clones from purified ErbB2 pans

An average of 16 clones were sequenced from each pan. While one pan did not identify any consensus
sequences (data not shown), as seen in the alignment below, some pans yielded especially strong consensus
sequences. For example, the 2-5-97 pan yielded 16 identical clones. Many inter-pan consensus sequences were
detected (see alignment), sometimes from pans using two completely different forms of ErbB2 (whole native vs.
the ECD-AP fusion construct). Such cross-pan consensus sequences are strongly suggestive that the sequences
are binding to the only common element in the different presentation systems: ErbB2 ECD. It is especially
exciting that the peptide isolated from whole cells overexpressing ErbB2 lines up with one of the major
consensus sequences in three positions and has similar amino acids at two more.

Alignments of amino acid sequences of phage clones isolated from several pans are listed in the tables
below. Amino acids which occur at least twice in a vertical column are underlined. Only sequences with at
least two amino acids identical to the consensus (albeit sometimes the consensus is degenerate with 2 or 3
amino acids) are entered into each alignment group. Additionally, the alignments contain many “similar” amino
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acids (most “degenerate” consensus amino acids are similar amino acids). Highlighting similar amino acids has
been omitted for the sake of clarity. All sequences also have cysteines at each end in common, by design.

These sequences were aligned by visual inspection. The sequences were also input into the Genetics Computing
Group’s “Pileup” program, both as individual pans and within pans. The new GCG Pileup algorithm gives more
‘weight to certain amino acids, such as tryptophan, which may be appropriate for alignments of natural proteins,
but is probably not optimal for our purpose. The “pileups” we obtained did not detect anything interesting we

~ had not already detected by visual inspection. Visual inspection did yield interesting relationships not detected
by Pileup. We will rerun the analyses on the old Pileup program and also the MEME program offered by the
San Diego Supercomputing group.

Visual lineup of selected peptides isolated from ErbB2 pans

QLLKLSTYG 3-16-97
GQLLSWMDM 12-5-95
LOSNLLRFM 7-22-94
NLLAIMARS - 7-22-94
- NLLEMMGFV ~ (3)* 7-22-94
SALDYMTRS (9) 3-22-95
SLDRYDHFG , 3-22-95
MTDRTLGMG (15) 1-28-93 Isolated from cells overexpressing ErbB2
MAATIQTDRG (2) 3-22-95
IVNRKSILD 3-16-97
DFILDLDLS 7-22-94
LVSKGRSID ' 5-12-97
LNRLLSEGK 9-8-97
TOMGRSPAI 4-1-97

Note: Q,S are similar to N; A is similar to L; D is similar to E.

. VHWWLEING (2) 8-21-97
VHLELTPSW - 4-16-97
VHVELTHSW 4-16-97
FSWIL.SWHDG 3-16-97
SYSVWYDSW ~ 3-16-97
AWNSVMTEG (2) 5-12-97
GMGLSTFYN 5-12-97
VEYFELGLS 5-12-97
FELMRGQIA 5-12-97
WLDELMSHL o 12-5-95
GQMRAMLGL 12-5-95
KVMAMTLGI 12-5-95
YASAFFPWS 5-26-97
YWGEFFSRV  (16) 2-5-97
M-QSQWG--F , 4-1-97
WVKGEFPRD 8-21-97

*Numbers in parentheses after the sequence indicate the number of clones isolated if more than one.

Note: Pans dated 97 used ErbB2 ECD-AP. Pans dated pre-97 used whole ErbB2 from cell extracts from the tumor cell line BT474.
ErbB2 ECD is the only protein in common in the target presentation systems of pre-97 vs. 97 pans. Some have a common matrix
(Sepharose) although other pre-97 vs. 97 cross-pan similarities are from targets presented on completely different matrices.
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Peptides displayed by clones isolated from native ErbB2 bound to SA magnetic paricles via
biotinylated Ab to the intracellular domain, 7-22-94
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Peptides displayed by clones isolated from native ErbB2 bound to Protein A Sepharose via an

antibody to the intracellular domain, 3-22-95
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Peptides displayed by clones isolated from native ErbB2 bound to Protein A Sepharose via an
antibody to the intracellular domain and eluted with an antibody to the ECD, 12-5-95
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Peptides displayed by clones isolated from the ECD-AP/aAP-Sepharose pan 2-5-97
Number of clones
YWGEFFSRYV 16

Peptides dzsplayed by clones isolated from the Nitrocellulose-ECD-AP pan 3-16-97
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e VOQSAWMTHD
c VFHPQNLSG

e=clones eluted from ECD from the last pan.
c=clones eluted from control target from the last pan. They are included since, if any enrichment did take place during pans 1 and 2,
ECD binders would also be expected to be eluted from any pan 3 target.

Peptides displayed by clones isolated from the Polystyrene-ECD-AP pan 4-1-97
: Number of clones

IQMGRSPAI 1
GAMSQOSONOQ 1
VKMEQAQOUHWW 1
EGRLQGLUWG 1
SPWKWLWGW 1
AIRPVHWNGGTI 1
WGIPEARAH 1
VDVATGTGE 1
Consensus: M-QSQWG- -F
~ R ~ o~ o~ o~
-, e m L o~ o~
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Peptides displayed by clones isolated from the Nitrocellulose-ECD-AP pan 4-16-97
d VHLELIPSHW
do VHVELTHSW

db AGGSSPPL
m S SIVFS
d EWSRTTTW
d SKTMPAYVS
d GLARGMPF
d LPSGQLTITP
db WRVCNSDR
m THAASRNYV

MSPGTLGG
m NLEAWTSV
m ERRIGTTFL
mb EPKRSGGTF
mb KVRTHYNW
mb GEPLLWLY

Peptides displayed by clones is
AW

AN

EM

VEYZE
' E
*W LD
c
R

QO RIHEIEIE @@

<obkE =2«
QAR 2k 9k
Hiknh o B Wik ik
lnsluammmm»alzrz

SGIL

L

T

S

M d=dimer pan

cC m=monomer pan

S b=clones eluted from the blank NC control of the
P last pan; see footnotes to 3-16-97 pan alignment.
K . .
R

T

9

L

isolated from the Sepharose-ECD-AP pan 5-12-97

IEG ‘ '

IEG

TF

TFYN

QIA

L

S EL

S GA

*Note: this peptide is from a past whole ErbB2 pan without AP.

Peptides displayed by clones isolated from the Dynabead-ECD-AP pan with Dynabead-AP control and preclear

5-26-97

MVTLESWEPR

KKVWCVSGYV

EDPWGGLVT

GWETIYMNTL -

YASAFFPWS
FNVTGWRMYV
DGYWRFWAG

Number of clones

3 (le,2a)
3 (a)

2 (ie,la)
2 (e)

1 (a)

1 (e)

1 (e)

e=clones eluted from ECD-Dynabeads after the last pan.
a=clones eluted from AP-Dynabeads after the last pan. See footnotes to 3-16-97 lineup.
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Peptides displayed by clones isolated from the ECD-APpan A 8-21-97
VEWWLEING
VHEHWHWL NG

ft=1 |
=

\%
PRD

A F YEA
VKG

= i
o I

Peptides dzsplayed by clones isolated from the Polystyrene-aAP-ECD-AP pan B §8-21-97

SGRSGEATY
MVTARSGVF

LTSLPERRS

IFSGDWMUYP

NFREGVSGA
DLIQYRILGP
AGIRTLAGN

Searches

The “FINDPATTERNS” program from the GCG soﬁware package was used to search protein databases
- for similarity to our consensus sequences. No matches were found with either 0 or 1 mismatches allowed. The
few that occurred with 2 mismatches (data not shown) did not appear to be related to any protein we might
expect, such as growth factors, receptors or AP substrates. At 3 allowed mismatches, the SALDYMTRS motif
had homology with several tyrosine kinase receptors.

ELISA analysis of clones from ErbB2 pans

Our ELISA assay appears to be reliable in that both SA-binding clones and Grb2-binding clones give
clear positive signals on SA and Grb2, respectively, and give negative signals with other proteins (ELISA table
below). In addition, from the magnitude of the signal with anti-ErbB2 ECD MAWD, it is clear that ErbB2 ECD

ELISA with phage clones

2.258 | ND | 0.067 |

NOTE: 1:10 dilutions of phage were in PBS.
Undiluted phage from streptavidin pan does not react due to competition from biotin in media.
ND = not done
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has been effectively plated on the wells. Development of a reliable assay for the assessment of clone binding to
target was not trivial and required over 30 experiments. Unfortunately, none of the clones isolated from ErbB2
pans are positive by ELISA for ErbB2. Results shown are representative of many such assays of putative ErtbB2
ECD-binding clones. However, not all of SA-binding clones were positive in the ELISA, although they have a
strong consensus sequence known to bind SA (HPQF) [17, 24, 33, 34, 44]. Therefore the putative ErbB2-
binding clones may still bind ErbB2, albeit with low affinity. Although the affinity of the peptides is not high
enough to give positive ELISA results, the sequences of low affinity binders are valuable since higher affinity
binders can often be identified from libraries biased for the consensus sequence of the initially identified
peptides [14, 41, 72, 73].

Further technical improvements in RPL construction and screening

Technical improvements which may be especially relevant to screening ErtbB2 which we have either
tried or will try include:
1) In Affymax’s work [14, 72], presentation of the receptor ECD via an Ab bound to a matix was required to
obtain binders. Such a presentation may simulate dimerization spatially and may be required to obtain ligands.
We have presented ErbB2 this way in many of our screening attempts. We have also presented ErbB2 in several
other contexts in order to maximize our chances of obtaining both high and low affinity “hits”.
2) In the case of Affymax’s initial erythropoietin receptor (EPOR) screens, the EPOR had to be engineered to
contain a thrombin cleavage site. Only elutions by thrombin cleavage were successful in yielding binders.
Engineering a similar site in ErbB2 ECD may be expedite identification of high affinity binders.
3) Competitive elution with ligands is sometimes the most efficient way to identify binders. We have
attempted such elutions with the only known “ligand” to ErbB2 ECD: Mabs that recognize ErbB2 ECD.
4) Pre-elution with other ligands allows identification of higher affinity peptides. We have collected phage
which remained bound to target after elution with Mabs.
~ 5) In some cases of whole cell screens only elutions by direct incubation of bound phage with E. coli were
successful in yielding binders. We have employed similar phage elutions by direct incubation with E. coli.
6) Libraries which present peptides as dimers may be optimal in the discovery of binders to certain targets
such as cell receptors which dimerize. Another means of obtaining high affinity binders is suggested by several
observations. Much of our purified ErbB2 is in dimer form. Affymax obtained binders to cell receptors only
when the target was presented via an antibody, which may position the target monomers spatially as a dimer.
The peptide binders obtained by Affymax to cell receptors similar to ErbB2 were also in dimer form. These
observations suggest that 1) ErbB2 may be most optimally presented in dimer form and 2) libraries which
present peptides as dimers may be a more fruitful source of ligands. In a collaboration with Jamie Scott
presently underway at this writing (March 1999), ErbB2 is being screened with a RPL which presents peptldes
in dimer form, as well as at least 16 other RPLs.

ErbB2 screenings- summary and future directions

ErbB2 ECD has not been an easy target so far for RPL screening. Even a natural ligand has not yet been
clearly defined despite an intensive search. However, there are at least 3 different epitopes on the ECD
recognized with high affinity by MADbs, so there are areas on the molecule’s surface which are clearly targetable.
To extend our capability to obtain peptide ligands to ErbB2 and to the variety of tumor-specific targets likely to
be present of the tumor cells of breast cancer patients, we will construct at least 20 new libraries. Incorporating
the new combinatorial technology techniques and design improvements discussed above, these libraries will be
much larger than our original library, and will display peptides in a variety of different structural contexts and
display systems. Construction of such a large panel and variety of libraries will supply us with a rich source of
potential peptide ligands to a wide variety of potential breast tumor targets.

Panning procedures are now routine in our lab and have incorporated many of the improved screening
techniques discussed above. Once the new libraries are complete, we should be able to rapidly “plug” them into
our panning procedures. We believe the new libraries will have a much greater chance of yielding high affinity
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binders to ErbB2, as similar libraries at Affymax were successful in yielding binders to receptors very similar to
ErbB2.

While ErbB2 is a promising breast cancer target, RPL technology, with the improvements listed above,
can be used to identify ligands to any tumor target, and may also be used to identify other novel tumor targets.

Pans with other tumor targets _

Muc-1 Pan: In a collaboration with O. J. Finn, who is a leading investigator of the promising tumor specific
target, MUC-1, we screened our library with 100 mer MUC-1 provided by her laboratory. A weak consensus
sequence WN(M/T) was detected in a few clones, but these clones were not positive in an ELISA for MUC-1
and may represent binders to polystyrene (see below). One might imagine that the “knobby” [19] surface of the
MUC-1 target might be better targeted by peptides from a library containing more concave surfaces rather than
our library, which may be more “loopy”. Viewing conotoxin molecules in Rasmol (Protein Data Base)
suggested that conotoxin peptides are more likely to present a surface which might “fit” over and bind to a knob.
We will screen conotoxin libraries in a collaboration with Jamie Scott at PhageScreen. Alternatively, bigger
_and “better” random libraries, presently being constructed, may well result in the identification of small, specific
MUC-1 binders. Such binders have the same promising potential as ErbB2 binders to specifically target breast
tumor cells. We will certainly continue this exciting work once the new libraries are constructed.

Identification of a peptide which binds to the antigen binding site of a tumor-protective MAb to MUC-1. In a
collaboration with Dr. Hella Gollasch, a peptide has been very recently identified from our library which has
promising potential in the development of a breast cancer vaccine [19, 29, 69].

CEA Pan/ Isolation of binders specific for polystyrene: CEA, “98% Pure” purchased from Vitro Diagnostics,
Littleton, Co., was plated at 10 ug/ml in PBS on polystyrene Nunc Maxisorb wells on 96 well plates. While no
consensus was isolated from the CEA wells, a strong consensus was detected from polystyrene wells coated
with casein blocker only:

Peptides displayed by phage eluted from CEA-coated wells: =~ VLKVGWLSA
YPLGSPRFK
WKGEAHMPY

Peptides displayed by phage eluted from blocker-coated wells: HWNYFFGW
' RHWNYFFGW
RYKHFNEPW

RLMGLNRGW

This was surprising, as no such consensus was detected from several other pans which had target
presented on polystyrene. These phage clones gave a strong ELISA signal over non-specific phage on wells
blocked with either casein or 0.1% Tween (no casein present). While these binders may not be immediately
relevant to breast cancer research per se, the finding has exciting potential application as a general research tool:
these specific polystyrene-binding small peptides, assuming they do not displace bound target, may serve as a
superior “blocker” for ELISA assays. In addition, if their affinity is high enough (and affinity may be increased,
as for any peptide binder isolated through this technology), they could be linked to peptides or proteins and
assist them in binding to plastic for ELISA assays, as some peptides and proteins do not bind well to
polystyrene, or become denatured in the process. Another group has reported on peptide-phage that bind plastic
[2]. However, they do not identify a specific consensus sequence, but rather note that the clones bear peptides
generally enriched for Tyr and Trp, which is consistent with our results.
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The CEA pan will be repeated with new, improved libraries. In addition, the commercial CEA we used -
was analyzed by SDS-PAGE and contained several bands. A more pure preparation of CEA may optimize
future screenings.

Identification of a peptide, G1, which binds to Grb2 (Oligino, et al., 1997)

Antagonists of signal transduction proteins are promising potential anti-cancer agents. Src homology
(SH2) domains, which play a key role in signal transduction, bind phosphotyrosyl residue-containing proteins
with specificity and high affinity. Phosphopeptides derived from the phosphotyrosine domains of SH2 binding
partners are efficient antagonists. However, the potential therapeutic use of these phosphopeptide antagonists is
limited due to the instability of the phosphate group within the cell. The same peptide sequences which are non-
phosphorylated lack SH2-binding activity. Using our phage-displayed peptide library, in collaboration with
Rick King’s lab, we have identified a novel (nonphosphorylated) peptide (G1) [46] which specifically binds the
SH2 domain of Grb2, an intracellular signal transduction protein involved in transmitting signals from tyrosine
kinase growth factors such as ErbB2. Identification of G1 took less than two weeks with purified Grb2 target.
Free G1 peptide binds Grb2 with an affinity similar to a phosphorylate peptide derived from a natural ligand and
cyclization of G1 is required for activity [46]. ‘

G1 Sequence . CEL YENVGMYZC
Experimental pY X N
SHC(Y317) FDDPSpPY VNVOQN
EGF receptor (Y1092) LPVPEPYINQSYV
EGF receptor (Y1138) VGNPEPYLNTVQ
erbB2 (Y1139) QNPEDPYLNTVQ
CONSENSUS . PEDpPYLN

The sequence of the variable region of the G1 phage in comparison with known Grb2 binding phosphopeptide sequences. The
experimental sequence refers to the optimal amino acids identified using combinatorial libraries of phosphopeptides. pY denotes
phosphorylated tyrosine residues. Note that the tyrosines in G1 are not phosphorylated.

G| binds to the phosphotyrosine-binding pocket of the Grb2-SH2 domain

A structure of the Grb2-SH2 domain complexed with a peptide ligand was reported [52] which,
interestingly, described the ligand in a “novel” binding mode, that is, in a beta-turn conformation, unlike other
peptide ligands described for other SH2 domains which bound in a more linear fashion. This is very consistent
with our finding here that a ring (or loop) conformation of G1 is necessary for binding to Grb2-SH2. A
phosphorylated form of G1 bound Grb2 with even higher affinity than phosphorylated SHC peptide, which is
strong evidence that G1 is binding in the phosphotyrosyl binding pocket of the Grb2 SH2 domain. Investigators
at the NIH and Georgetown University are presently attempting to determine the structure of G1 using NMR
and to model the structure of G1 bound to Grb2.

G| inhibits the association of Grb2 with its targets in cell lysates
The discovery of the G1 peptide is particularly exciting in that a nonphosphorylated peptide is binding to

a site which normally binds only phosphorylated protein. Highly charged phosphate groups will probably

preclude using these “natural” peptides as therapeutic inhibitor agents, as it will be difficult to deliver them
- through the cell membrane due to their charge, and intracellular phosphatases would quickly remove the
phosphate group which is essential to their binding activity. The nonphosphorylated SHC peptide had no
binding activity. G1’s non-dependence on a phosphate group for binding offers a considerable advantage in the
development of therapeutic SH2 antagonists. When added to cell lysates, an analogue of G1, GITE, prevented
the association of Grb2 with its major intracellular target ErbB2 [46]. Cell lysates were derived from a breast
cancer cell line which contains an amplified erbB2 gene and overexpressed ErbB2. The binding of Grb2 to
SOS1 is unaffected by G1TE addition. Recent experiments also show that G1TE inhibits the colony growth of



breast cancer cells in soft agar. Assuming that the overexpression of ErbB2 is part of the pathogenesis of many
breast cancers, compounds such as G1 which disrupt the ErbB2 signal transduction pathway may well be useful
in the treatment of breast cancer. ’ _

Further development of G1 as a potential cancer therapeutic

Construction of G1 mutagenesis libraries in George Smith’s gene Il system is already in progress in
order to identify G1 analogues with even higher affinity to Grb2. Biased oligos have been synthesized and
purified and are ready for cloning. This library will be screened by presenting the Grb2 target at low density and
low concentration to select for binders with high affinity. The colony screening assay we have developed and is
described below will be especially useful in that it may allow discrimination of the tightest binders at an early
stage in panning. Again, when the group from Affymax used low affinity consensus sequences as a basis for
mutagenesis libraries, they obtained very high affinity binders.

An exciting development in our progress with this peptide is that G1TE inhibits the interaction of Grb2
with its major intracellular target, Erb2, as well as disrupting already established Grb2-ErbB2 complexes in cell
lysates. An inhibitor to the ErbB2 and other signal transduction pathways has considerable promise as an anti-
cancer agent. It is especially promising that the modified peptide works in the context of cell lysates, complete
with its enzymes and reducing agents. This data suggests that G1TE may work inside the cell itself, once we
succeed in getting it there. A very interesting recent report by Rojas et al [58], especially relevant to our G1
studies, describes the delivery of proteins into cells directly from the extracellular environment into cells
without proteolysis by using a small (12-mer) peptide membrane-translocating sequence (MTS). Delivery of
Grb2SH2-MTS into cells resulted in inhibition of signal transduction by epidermal growth factor (EGF). This
MTS peptide should also effect efficient intracellular delivery of our much smaller G1 peptide which inhibits
the same pathway. In fact, G1 inhibits the same interprotein interaction described in Rojas’s paper, although
G1 binds to Grb2 rather than to the phosphotyrosine residue on the EGF receptor as did the much larger SH2
domain inhibitor described by Rojas et al. The MTS may be able to deliver smaller peptides into the cell even
more effectively than it does larger proteins like the SH2 domain. MTS linked to a G1 analog may result in a
useful cancer therapeutic. Further peptidomimetics and MTS conjugates will be synthesized through
collaborations already established with modeling facilities and peptide chemists at the University of Vermont
and NIH.

The G1 project is important in that G1 may serve as a lead compound for an effective anti-proliferative
cancer drug. It is also valuable to our other small ligand projects in that methods to determine binding
specificity and affinity of peptide-phage and peptides to any tumor target are now well established. Also,
collaborations have been established which will allow rapid development of ErbB2-binding and other tumor-
binding peptides into stable peptidomimetics if necessary. :

Other tumor targets: summary ~ :

Other promising tumor targets we will consider are VEGF, an erbB2 transcription factor, and the mutant
form of p53, an extremely interesting target that is found in a large percentage of all tumor cells examined. One
group has already obtained peptide binders specific to p53 [16], however they do not appear to recogmze the
tumor-specific mutant form.

Some targets are much easier to “hit” than others due to great differences in the molecular surface
“topography” of different targets. For example, targets with deep binding cleft such as streptavidin and the
antigen binding site of many antibodies have been easy targets. While a combination of drugs will be likely
needed to achieve complete cures for advanced cancers, it is not likely that every possible target will need to be
hit to achieve effective therapy. A few effective specifically targeting drugs may be enough. Therefore,
considering that a screening and analysis can be achieved for “easy” targets in as little as two weeks, as we did
with Grb2, it is important that we explore as many promising targets as possible, hopefully through
collaborations with other investigators who have already purified the target.
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Summary of RPL in vitro screening studies

We perform RPL screenings routinely using many different presentatlon strategies. The characterlzatlon
of binding clones by enrichment, ELISA, colony screening, and DNA sequencing is also routine in our lab. We
have also developed a novel colony screening assay that greatly increases the number of clones which can be
assessed for target binding and an ErbB2 dimerization assay that can be used to detect peptides which inhibit
dimerization.

We have identified binders to several different targets including two targets relevant to breast cancer
therapy: the Grb2 SH2 domain [46]and the epitope of a MAb to a tumor-specific carbohydrate which has
promising potential in vaccine development. Screenings with the important breast cancer target ErbB2 have
identified several consensus amino acid sequences.

Colony assay developed for efficient analysis of thousands of peptide-phage clones (manuscript in preparation)

Analysis of peptide-phage clones for target-binding is traditionally performed by growing each clone
separately and purifying the phage particles for DNA sequencing or ELISA analysis. This limits analysis, which
is labor intensive and financially prohibitive in the case of sequencing, to several hundred clones per week. We
have recently developed a novel, consistently reliable screening assay which allows the simultaneous screening
of thousands of clones for target-binding in a day. This assay involves binding phage particles directly from
their parent colony to nitrocellulose membranes via an anti-M13 capture antibody using a double membrane
system to avoid non-specific backround signals [64]. We have also got the assay to work doing a colony “lift”
(laying a piece of nitrocellulose directly on top on the colonies growing on an agar plate for a few seconds).

However, the two-membrane system gives much more consistently reliable results. This finding was
corroborated by a personal communication from Dr. Blond [7], the author of one of the few publications we
found which describes a colony lift phage screening assay, who called the lift assay “fussy”. In the double
membrane method, colonies are grown on the surface of a low protein binding membrane, with a high protein
binding membrane underneath, both membranes on top of an agar plate. The top membrane helps minimize the
amount of bacterial debris that ends up on the lower membrane. Since the lower membrane is preincubated with
anti-M13 capture antibody and blocked, only phage particles should bind to the lower membrane. The lower
membrane is probed with multivalent target in solution. We have demonstrated that the use of capture antibody
and a specific multi-valency of target (enhanced) are critical for specific and sensitive detection of colonies
giving rise to target-binding phage (see Figures 7-9). A non-enhanced assay did not give any signal at all
(Figure 8b). The assay works equally well with biotinylated targets and non-labeled targets probed with directly
or indirectly labeled antibodies.

Our assay allows effective screening of thousands of clones easily and will greatly facilitate our efforts
to identify tumor-specific ligands. The ability to assay many clones is especially important for targets which
have only rare ligands in a given library. Using related assays, others have found that the intensity of signal is
related to peptide binding affinity [27]. While we have not yet corroborated this finding with our assay, this
feature would be of great value in isolating high affinity binders.

Synthesis and analysis of peptides and peptidomimetics

Synthesis, cyclization, HPLC purification, and mass spectroscopy analysis of peptides is routine in our
lab with major assistance from the Vermont Cancer Center Core Lab (see Appendix). We will label peptides
via biotin using a structureless glycine linker as described by Pennington et al to measure the affinity of free
peptides directly [49]. Loss of binding activity after biotin conjugation is not likely since the peptides will be
originally isolated with a relatively huge phage particle attached at the C-terminus. Biotinylated peptides have
worked in cell-binding assays with biotinylation at either the C or N-terminus. Most free peptides identified
from RPL screening have binding affinity for target comparable to the original peptide-phage binder. In
addition, from our G1 studies, we have technical expertise available for consultations not only on Biacore
peptide binding analysis, but for peptide development into useful peptidomimetics. In future studies,
conjugation of tumor-specific small ligands to cytotoxic compounds such as doxorubicin will be performed in
collaboration with Peter Roller, a peptide chemist at NIH, and Martin Kuehne, a chemist at the UVM NCI
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Figure 7a. Double membrane colony screening assay with capture antibody. G1(specific) colonies show much stronger signal than
El(nonspecific) colonies.

Figure 7b. Double membrane colony screening assay without capture antibody. There is no preference for either G1 or E1 colonies.

1M 1.1 M | 12 M- 1:3M non-enhanced
Figure 8a A Figure 8b

Figure 8a. Enhanced double membrane colony screening assay with capture antibody. Several molar ratios of primary:secondary

probes were premixed before screening. 1:1 M enhanced method provides the best results. Primary probe=GSTGrb2; secondary

probe=antj-GST antibody. - _
Figure 8b. Non-enhanced double membrane colony screening assay with capture antibody. The primary and secondary probes were

added sequentially. No signal was obtained.

Figure 9

Figure 9. Double membrane colony screening assay with capture antibody. G1(specific) was diluted 1:10 and 1:100 in El(nonspecific)
colonies. Signal is obtained only from G1 colonies. The number of colonies on the original plates which were incubated with the
membranes contained roughly ten times as many colonies as showed signal in the 1:10 figure.
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de51gnated Comprehensive Cancer Center Core Laboratory who has extensive experience in the synthesis of
anti-cancer compounds.

Construction of a large panel of random peptide libraries.

We have constructed a phage displayed random peptide library that contains 2x107 different 11-amino
acid cyclic peptides. We have used this library to identify peptide binders to several important tumor targets.
To extend our capability to obtain peptide ligands to any presented target, and especially to obtain binders with
higher affinity to our primary target, the extracellular domain (ECD) of ErbB2, we will construct at least 20 new
libraries. Peptides in these libraries will contain cysteine disulfide-constrained loops ranging in size from 8
amino acids to 12 amino acids, flanked by 3-4 random amino acids. These random peptide loops will be
presented in several different systems: (1) the gene IIl phage display system of George Smith and Jamie Scott
[63], which presents 1-5 copies of each peptide from the amino terminus of the gene III protein with four extra
defined (wild-type) amino acids at the N-terminus of the peptide coded by the insert; (2) the gene III phage
display system of William Dower and Steve Cwirla [15], which differs from Smith’s system in that the N-
termini of the displayed peptides are displayed directly to the environment as well as employing a different
vector; (3) the gene VIII phagemid phage display system of Steven Cwirla at Affymax, which displays many
more copies of each peptide per particle, however the peptides may be farther apart from each other than in the
gene III system; (4) the peptides-on-plasmids and headpiece dimer systems of Peter Schatz at Affymax [13, 22];
and (5) a polysome display system [42, 43]. The descriptions and relatlve advantages and disadvantages of
these systems are described earlier in this report.

New Library Designs
Gene III, library (Smith) X4 CXs12CXy
Gene I, library (Dower) X4 CXz10 CXy
Gene VIII library X4 CXs.12CXy
peptides-on-plasmids library X34 CXs.12CXy
polysome library X4 CXs12CXy
X=random amino acid residues

While the construction of this number of libraries sounds like a daunting task, all of the required
degenerate oligos have been prepared and purified for the first four systems. In addition, for the first four
systems described, all the required vectors and host strains have been obtained, and we have already performed
large scale preparation of the required vectors for the first three systems. All that remains to complete library
construction for the first three systems is the cloning of degenerate inserts into digested vector. Both George
Smith and Affymax have published detailed cloning protocols, along with providing updated protocols with the
vectors they have generously provided, and the appropriate reagents have already been obtained and prepared.
The cloning techniques described in these protocols are standard and used routinely in our lab.” As described,
we have already made a library in Smith’s system which was successful on the first try and took only a few days
once the oligos and vector were prepared. We also used Affymax’s half-site cloning method for the first library,
and therefore do not anticipate any difficulties with Affymax’s gene Il system. A self-priming oligo/insert
method [10] will be attempted as one method of overcoming any cloning difficulties we may encounter. We
have heard of others having difficulty with certain vectors, the New England BioLabs phage-display system, in
particular, so it is certainly possible that one of the systems will present us with some cloning and/or screening
difficulties. However, all the systems we are planning have been well-published, resulting in the identification
of many ligands to a wide variety of targets. In addition, the suppliers have been extremely helpful with
technical assistance and we are very optimistic about construction of this large panel of random peptide
libraries. We have improved our electrotransformation efficiency to 2 x 10'° transformants per ug of DNA
(pUC in MC1061) which will greatly facilitate obtaining libraries of much larger complexity (10° to 10" ]) in the
phage display and peptides-on-plasmids systems.
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Screening procedures using libraries constructed in the geneVIII phagemid system of Affymax differ in
in a few ways from gene III library screenings, such as requiring the use of helper phage and arabinose to induce
phage production, but is otherwise very similar. The peptides-on-plasmids system, although hlghly novel, is not
much more technically demanding than phage display.

In addition to constructing our our new panel of libraries, we have also recently formed a collaboration
with Dr. Jamie Scott, one of the pioneers of phage-displayed RPLs and a leading investigator in the field. Her
lab has already constructed their own large panel of over 16 libraries which present peptides in a large variety of
structural contexts, different in design from our new libraries. Her group has at least two libraries which are
especially unique and may be very useful in obtaining ligands to both ErbB2 and other tumor targets we are
screening such as MUC-1, for reasons discussed earlier: dimer libraries and conotoxins libraries, neither of
which have yet been reported in the literature. Dr. Scott’s group is presently screening their panel of RPLs with
ErbB2 provided by us and will perform ELISA analysis of binding clones.

It is clear from our past results, and especially upon review of the recent exciting successes of Affymax
discussed in the introduction, that screening such a large number and variety of new libraries, which incorporate
many of the improvements discussed, will greatly increase our chances of obtaining higher affinity binders not
only to ErbB2, but to any given tumor target.
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Conclusions
Conclusions will be addressed in relation to the Statement of Work outlined in the original proposal.

Task 1. Construct small ligand libraries.

We have constructed a phage-displayed RPL containing 20 million different peptides (11 mer) which
have the potential of being constrained by a disulfide loop in that each peptide is flanked by cysteine residues.
We have used this library successfully to 1dent1fy small peptide ligands to several clinically important breast
cancer targets.

A large panel of libraries which will present many more peptldes in a much greater variety of structural

. context is presently under construction in our lab. We have also recently established a collaboration with Jamie
Scott who has already constructed a large panel of RPLs with different designs than our new libraries. Access
to such a large number and variety of libraries will greatly increase our ability to identify high affinity ligands to
any given tumor target.

A vastly diverse 40-mer aptamer ssDNA library with the potential of being used to develop an RNA
aptamer library as well has also been constructed.

Task 2. Develop methods to affinity isolate ligands which bind to ErbB2, a cell surface protein associated with
breast cancer.

Screening phage-displayed RPLs and analysis of peptide-phage ligands is now routine in our lab. We
achieve very low backgrounds in both screening and analysis. We have developed technical improvements for
screening and analysis which minimize degradation of the displayed peptides, maximize formation of disulfide
bonds within the peptides, and increase the likelihood of a “hit” by employing several novel elution schemes.

We perform RPL screenings using many different presentation strategies. RPL screening and binding
analysis with ErbB2 has been greatly facilitated by our development of a purification protocol for an ErbB2
ECD fusion protein. We have used whole ErbB2 from live cells and cell extracts, and purified ErbB2 to
extensively pan our peptide library with ErbB2. ErbB2 was presented on several different matrices including
intact cell membranes, Sepharose beads, magnetic particles, polystyrene (both small and large wells), and
nitrocellulose. ErbB2 was presented in several different contexts such as via an antibody, alone, in both dimer
and monomer form separately, and presented intially to the library at both high density (allows isolation of low
affinity binders) and in solution (favors isolation of high-affinity binders.) Elutions were performed by
competitive elution with antibodies to the ECD, elution with both high and low pH buffers, and often with
both. Before screening with ErbB2, all libraries were first incubated with the target presentation system without
ErbB2 to eliminate binders non-specific for ErbB2. In addition, while using ECD-AP bound to a matrix alone
for screenings (i.e. not presented via an antibody to AP), free AP was added during the incubation of library
with target to eliminate binders to AP. We have also screened several other targets using a variety of presentation
strategies and have identified specific, small ligands to Grb2, streptav1d1n polystyrene, and monoclonal antlbody

- antigen binding sites.

The characterization of binding clones by DNA sequencing, ELISA, enrichment assays (phage titering),
IFA, and spot blotting is also routine in our laboratory. We have also developed a novel colony screening assay
adapted from related assays which greatly increases the number of clones which can be assessed for target
binding, will allow us to select higher affinity clones earlier in screenings, can potentially discriminate between
high and low affinity clones, and is far less labor-intensive than other phage clone assays (Figures 7-9). We

anticipate that this assay will be also be very useful for discriminating tumor binders from normal tissue binders

by using biotinylated protein extracts from both normal and tumor tissues.

We have also developed an ErbB2 dimerization assay that can be used to detect peptldes Wthh inhibit
dlmerlzatlon
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Task 3. Isolate and characterize peptide-phage and ssDNA molecules which bind to ErbB2.

We have screened our library extensively with ErbB2 in several forms and have identified several strong
consensus amino acid sequences (see alignments). An especially strong consensus sequence was observed in RPL .
screening with live cells overexpressing ErbB2 in that 15/16 clones sequenced expressed the same peptide:
CMTDRTLGMGC. The identification of a consensus peptide which apparently binds to live tumor cells,
whether or not it recognizes ErbB2, is important to our goal of identifying small ligands which bind specifically
to tumor cells in cancer patients.

Many inter-pan consensus sequences were detected, sometimes from pans using two different forms of
ErbB2. Such inter-pan consensus sequences are strongly suggestive that the sequences are binding to the only
common element in the different presentation systems: ErbB2 ECD. It is especially encouraging that the
peptide isolated from whole cells overexpressing ErbB2 has homology with one of the major consensus
sequences from purified ErbB2 pans. Although the affinity of the putative ErbB2-binding peptides we have
identified is not high enough to give a positive ELISA signal, the consensus sequences are valuable since higher
affinity binders can often be identified from libraries biased for the consensus sequence of the initially identified
peptides. These libraries biased for putative ErbB2-binders are presently being developed.

ErbB2 ECD has not been an easy target so far for RPL screening. Even a natural ligand has not yet been
clearly defined despite an intensive search by many investigators. However, there are at least 3 different
epitopes on the ECD recognized with high affinity by MAbs, so there are areas on the molecule’s surface which
are clearly targetable. One random library is often not adequate to obtain high affinity binders to any given target.

" The large panel of random libraries presently being constructed in our lab, which present a vast number of peptides
presented in a variety of structural contexts will greatly extend our capability to obtain peptide ligands to ErbB2
and will be a rich source of potential peptide ligands to a wide variety of potential breast tumor targets.

Panning procedures are now routine in our lab and have incorporated many improved screening
techniques. Once the new libraries are complete, we should be able to rapidly “plug” them into our panning
- procedures. We believe the new libraries will have a much greater chance of yielding high affinity binders to

ErbB2, as similar libraries at Affymax were successful in yielding binders to receptors very similar to ErbB2.

While ErbB2 is a promising breast cancer target, RPL technology, with the improvements listed above,
can be used to identify ligands to any tumor target, and may also be used to identify other novel tumor targets.
This is important, as our work with ErbB2 and Grb2 so aptly illustrates: some targets are considerably easier to
“hit” than others.

Using our phage displayed peptide library, in collaboration with Rick King’s lab, we have 1dent1ﬁed a
novel (nonphosphorylated) peptide (G1) which specifically binds the SH2 domain of Grb2, an intracellular
signal transduction protein involved in transmitting signals from tyrosine kinase growth factors such as ErbB2.
Identification of G1 took less than two weeks with purified Grb2 target. Free G1 peptide binds Grb2 with an
affinity similar to a phosphorylate peptide derived from a natural ligand and cyclization of G1 is required for
activity. When added to cell lysates, an analogue of G1, GITE, prevented the association of Grb2 with its
major intracellular target ErbB2. G1TE also inhibits colony growth of breast cancer cells in soft agar.
Assuming that the overexpression of ErbB2 is part of the pathogenesis of many breast cancers, compounds such
as G1 which disrupt the ErbB2 signal transduction pathway may well be useful in the treatment of breast cancer.
G1 is presently being developed as a potential cancer therapeutic.

The G1 project is important in that G1 may serve as a lead compound for an effective anti-proliferative
cancer drug. It is also valuable to our ErbB2 project in that methods to determine binding specificity and
affinity of peptide-phage and peptides to any tumor target are now well established. Also, collaborations have

“been established which will allow rapid development of ErbB2-binding and other tumor-binding peptides into
stable peptidomimetics if necessary.

Although the aptamer library is ready, and we have ample purified ErbB2 to initiate aptamer 11brary
screening, that work has been delayed as it has become apparent that additional personnel are needed to carry
out this project. With only two full-time workers to carry out the peptide library screening work, already large
in scope (library construction, RPL screening, clone analysis, tissue culture and ErbB2 purification, peptide
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synthesis, etc.), it has not been possible for us to further pursue the aptamer aspect of the proposed project. We
have applied for funding for an additional worker for the aptamer studies.

Task 4. Synthesize and characterize small ligands to ErbB2.

The putative Erb2-binding peptide identified from screening live cells overexpressing ErbB2 was
-synthesized and conjugated to FITC. An IFA has been performed with this peptide, on the same cell line used
during the RPL screening, with negative results. However, both the FITC conjugation and IFA with peptides

are techniques still under development and evaluation in our lab. Recent reports have successfully used
biotinylated peptides to assay for cell binding and we will employ their techniques in the future.

Synthesis, cyclization, HPLC purification, and mass spectroscopy analysis of peptides is routine in our
lab with major assistance from the Vermont Cancer Center Core Lab. We have successfully synthesized free
cyclic peptides which we identified from our streptavidin and Grb2 RPL screenings (see Appendix). The Grb2-
binding peptide had binding activity similar to the Grb2-binding peptide-phage particles, and was used to
determine the peptide’s binding affinity. '

In addition, our G1 studies have provided us with technical expertise on Biacore peptide binding
analysis and peptide development into useful peptidomimetics. In future studies, conjugation of tumor-specific
small ligands to cytotoxic compounds such as doxorubicin will be performed in collaboration with Peter Roller,

- apeptide chemist at NIH, and Martin Kuehne, a chemist at the UVM NCI designated Comprehensive Cancer
Center Core Laboratory who has extensive experience in the synthesis of anti-cancer compounds.

In summary, this work has resulted in the identification of small ligands to several important breast
cancer targets. Small ligands such as these may be used to develop greatly improved breast cancer therapeutics.
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Phage DNA sequence (anti-sense strand) of the degenerate insert region (bp 123-149) of the cyclic, nonapeptide =
phage displayed library. The sequence data confirms the presence of 27 base pairs of random DNA, immediately

flanked by cysteine codons. Sequencing was performed by Applied Biosystems, using T7-dye terminator
chemistry and an Applied Biosystems Model 373 A DNA sequencer.




Library Pan with Streptavidin

L R

l Pan 1 Pan 2 Pan 3
Enriched phage 1.5x10" 0.34x10"
input
Random phage 1.7x10" 1.5x10" 0.34x10"
input
Phage eluted: | - 8x107 1.3x107
enriched input |
Phage eluted: 1.1x10° 3x10* 6x102
random input :

Enriched input - 0.56% 0.38%
bound :
Random input 5.9x10%% 2x10*% 1.76x10%%
bound
Enrichment’ --- 2.7x103 2.2x10*
"Number of enriched phage bound/number of contro! phage bound
Library pan with live cells overexpressing ErbB2
Pan # Input phage # Phage $Input bound Enrichment
eluted
1 3.0 x 10" -8.80 x 10* 2.90 x 10% ———=
2 1.0 x 10" 1.85 x 10° 1.85 x 107 60 fold
3 4.5 x 10° 1.36 x 10° 3.00 x 10°% 1000 fold
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Library Pan with ErbB2 bound to Protein A Sepharose

Pan 1 Pan 2 Pan 3

Enriched -- 3.6x10" 2.8x10"
phage input .
Random 1.7x108 3.1x10" -3
phage input
Phage eluted: 2.3x10* 1.6x107 1.7x108
enriched (random
input input)
Phage eluted’ - 5.1x10° 4.4x107
from PAS-Ab:
enriched
input
Phage eluted - 7.7x10° 5.0x107
from PAS-ADb:
random input
Enrichment - 3 fold’ 4 fold'

2 fold? 3.4 fold?

! Relative to random input negative control.
2 Relative to SA-Ab only negative control.
3 Input 1.2 times more 0.D. ¢4, "units™ of random phage; titer not done.
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the amino acid sequence of linear peptide. : - : :

SPEC: dk723 ‘ ‘ 23-JUL-96 Elapse: .00:04.8 1

Samp: grb 2al, recal inst , ‘ Start : 15:13:08 1
Comm: ESI/MS std cond ‘ , ‘ - ‘ ‘
Mode: ESI +QIMS LMR AVER UP PROF - . v Study : grb 2

Oper: JCB Client: test/maint : -Inlet :.

Base: 1231.2 v Inten : 15621193: Co Masses: 500 > 1500
Norm: - 1231.3 s RIC : . 9398376 #peaks: 2

Peak: 1000.00 mmu

- | | | 12313 e 07
100 7 : | | W | | | =+ O
| , . ; <
80 - ‘ | |
60 -
40 - .
X 616.2
20 - '
) 759.8 816.4 947.9 1110.8 4 1253.3
. _ 4 ‘ 1327.4

600 800 1000 | 1200 1400




Mass spectroscopy of the G1 peptide after cyclization by air oxidation. The ‘main peak has decreased by oxmozw
two protons, consistent with ring formation via a cysteine disulfide-bridge. _ ,

SPEC:

.dk818b

18-AUG-96

Elapse:

00:04.4 1

Samp:  Grb 2al-1, O%OHWO~,:UHO pk Start : 20:57:37 1
Commm: ESI/MS, std cond ’
Mode: ESI +QIMS LMR AVER UP PROF
. Oper: JCB Client: Krag Inlet : :
Base: 1229.1 Inten 80672512 Masses: 500 > 1400
Norm: ' 1229.2 RIC 21265716 tpeaks: 2
Peak: 1000.00 mmu
_ 1229.2 E+ 07
100 ; i 8.07
80 -
60 - 615.2
40 -
20 -
] 201.6 641.8 751.9 838.0 910.9 968.1 1127.2 1238.0
. \ont 1 : . f . ”
.— L] 13 T T _ 1 ) T L} —‘ L T 1 L — T L [{ i 4 T 4 ~ T T LN — T T L) — T L T 1 — 1 T T T —
600 800 1000 1200 1400
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Immunoprecipitatiog contains:

Blot:

anti-phosphotyrosine

anti-SOS

Grb2 Immunoprecipitates

Lysate

Addition of G1TE and SHC phosphopeptide to lysates of cells
inhibits the immunoprecipitation of complexes between Grb2
and ErbB2. The binding of Grb2 to SOS1 is unaffected by
peptide addition. Cell lysates were derived from the breast
cancer cell line MDA-MB-453 which contains an amplified
erbB2 gene and overexpressed ErbB2.
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Computer model of G1 binding to the SH2 domain of Grb2.
Red: alpha helix
Yellow: beta sheets
Green: loop regions
Blue: cyclic G1
Much greater detail (i.e. the arrangement of atoms) is predicted from this same model (data not shown).
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Ab

Abs
anti-X
AP
BT474
C-amidated
cDNA
CEA
C-terminus
D-amino acids
DNA
ECD
ECD-AP
ECL
EGF
EGFR
ELISA
EPO
EPOR
erbB2
ErbB2
ErbB3
ErbB4

fd

FDA

Fig.

FITC
FPLC
fuses
FVB

Fv

Gl

GITE
GCG
GCRC
gene III
gene VIII
G-protein
Grb2
HAMA
Herceptin
ICD

IFA

IND

v

kD
K91Kan
L-amino acids
Mab
MC1061
MCF7
MEME
MTS
MUC-1
MW

NCI

NIH
NMR
N-teminus

ACRONYMS AND SYMBOL DEFINITION

Antibody

Antibodies

Antibody to protein

Alkaline phosphatase

Breast cancer cell line which overexpresses ErbB2

Refers to a peptide with an amide group at the C-terminus instead of a carboxy! group
DNA transcribed from mRNA; coding DNA

Carcinoembryonic antigen

The carboxy-terminal end of a peptide

The “D” enantiomer of an amino acid; natural amino acids are the “L” form
Deoxyribonucleic acid

Extracellular domain

Fusion protein of ErbB2 extracellular domain and alkaline phosphatase
Enhanced chemiluminescence

Epidermal growth factor

Epidermal growth factor receptor (also called ErbB1)

Enzyme linked immunosorbent assay

Erythropoietin

Erythropoietin receptor

erbB2 gene (also called HER2 or neu)

The protein product of the erbB2 gene (also called HER2 or neu)

The protein product of the erbB3 gene

The protein product of the erbB4 gene

Strain of filamentous phage

Food and Drug Administration

Figure

Fluorescein isothiocyanate

High performance liquid chromatography from Pharmacia

Phage replicating form used as a vector for phage display

Normal mouse strain

25kD antibody variable region fragment

Peptide identified by our lab which binds to the Grb2 SH2 domain
Analogue of G1 with a thioether linkage instead of a disulfide bond loop
Genetics Computing Group

General Clinical Research Group

Gene coding for a minor coat protein of filamentous phage

Gene coding for the major coat protein of filamentous phage

Small signal transduction associated with GTPase activity

Signal transduction/adaptor protein

Human anti-mouse antibody

Humanized monoclonal antibody which binds to ErbB2 ECD used as a breast cancer therapeutic
Intracellular domain

Immunofluorescence assay

Investigational New Drug

Intravenous

kiloDalton

Strain of E. coli used to propagate fd phage

See “D-amino acids”

Monoclonal antibody

Strain of E. coli optimal for electrotransformations

Cell line established from breast tumor cells; expresses a very low level of ErbB2
Sequence alignment computer program

Membrane translocating sequence

epithelial cell mucin

Molecular weight

National Cancer Institute

National Institute of Health

Nuclear magnetic resonance

The amino end of a peptide
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plII A minor coat protein of filamentous phage

p53 A tumor suppressor protein

PBS Phosphate buffered saline

PCR Polymerase Chain Reaction

PEG Polyethylene Glycol

pfu Plaque-forming units

Phase III Clinical trials designed to evaluate if a new procedure/therapy is better than present ones
pUC Common E. coli plasmid vector

PI Principal Investigator

Rasmol Molecular visualization freeware; can be used in conjunction with the Protein Data Bank
RPL Random peptide library

SA Streptavidin

scFv Single-chain Fv

SDS Sodium dodecyl sulfate

SDS-PAGE Sodium dodecy! sulfate-Polyacrylamide gel electrophoresis
SH2 A protein domain termed a Src homology region 2

SHC A protein substrate of tyrosine kinases

ssDNA Single-stranded deoxyribonucleic acid

SOS!1 A signal transduction protein in the Ras pathway

TPO Thrombopoietin

TPOR Thrombopoietin receptor

Trp Amino acid tryptophan

Tyr Amino acid tyrosine

VEGF Vascular endothelial growth factor

313 A mouse fibroblast cell line

$X174 Strain of E. coli bacteriophage
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Critical intracellular signals in normal and malignzint
cells are transmitted by the adaptor protein Grb2 by

means of its Src homology 2 (SH2) domain, which binds |

to phosphotyrosyl (pTyr) residues generated by the ac-
tivation of tyrosine kinases. To understand this impor-
tant control point and to design inhibitors, previous
investigations have focused on the molecular mecha-
nisms by which the Grb2 SH2 domain selectively binds
pTyr containing peptides. In the current study, we dem-
onstrate that the Grb2 SH2 domain can also bind in a
pTyr independent manner. Using phage display, an 11-
amino acid cyclic peptide, G1, has been identified that

binds to the Grb2 SH2 domain but not the sr¢ SH2 do- -

main. Synthetic G1 peptide blocks Grb2 SH2 domain
association (ICs, 10-25 um) with a 9-amino acid pTyr-

containing peptide derived from the SHC protein .

(pTyr317). These data and amino acid substitution anal-
ysis indicate that G1 interacts in the phosphopeptide
binding site. G1 peptide requires a YXN sequence simi-
lar to that found in natural pTyr-containing ligands, and
phosphorylation of the tyrosine increases G1 inhibitory
activity. G1 also requires an internal disulfide bond to
maintain the active binding conformation. Since the G1
peptide does not contain pTyr, it defines a new type of
SH2 domain binding motif that may advance the design
of Grb2 antagonists.

The binding characteristics of Src homology 2 (SH2)! do-
mains determine their important role as regulators of intracel-
lular signaling (1, 2). Signal flow requires a phosphotyrosyl
(pTyr) residue in the target protein for binding by the SH2
domain (1, 8, 4). Interaction of SH2 domains with specific
pTyr-containing proteins activates distinct signaling path-
ways. SH2 domains modulate the activities of c-src (5), alter the
substrate specificity of c-abl proto-oncoproteins (6, 7), and

* This research was supported in part by a generous gift from Mr.
William Baker. The costs of publication of this article were defrayed in
part by the payment of page charges. This article must therefore be
hereby marked “advertisement” in accordance with 18 U.S.C. Section
1734 solely to indicate this fact.
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Ctr., 3970 Reservoir Rd., Washington, D. C. 20007. Tel.: 202-687-1340;
Fax: 202-687-7505; E-mail: kingr@gunet.georgetown.edu.

! The abbreviations used are: SH2, Src homology 2; pTyr, phospho-
tyrosyl; GST, glutathione S-transferase; ELISA, enzyme-linked immu-
nosorbent assay; SPR, surface plasmon resonance; DTT, dithiothreitol;
PBS, phosphate-buffered saline; Ru, resonance unit; Ru,,,,, maximum
Ru; Ru,,, equilibrium Ru.
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transduce signals initiated at growth factor receptors (8) and
cellular attachment systems (9). SH2 domains have been sug-
gested as promising sites for therapeutic intervention (10).
Consequently, there has been significant effort to understand
the structural basis of SH2 domain binding to pTyr-containing
targets (11-21).

The Grb2 SH2 domain binds pTyr-containing motifs within
several proteins including the adapter proteins SHC (22, 23),
growth factor receptors such as members of the erbB family
(23-27), morphology-determining proteins such as FAK (9),
and cellular oncogenes such as BCR-ab! (25, 28). SH2 domain
binding leads to activation of important downstream pathways
by bringing the nucleotide exchange factor SOS1 to the mem-
brane environment of p21™* (29). Other pathways may be
initiated through action of the Grb2 SH3 domain as well. These
pathways are suggested by experiments showing that the SH3
domains of Grb2 can bind to other proteins including dynamin
(30), Vav (31, 32), Cbl (33), and several as yet unidentified
targets (34). A particularly important role for Grb2 in human
cancer has been proposed for cells transformed by high levels of
erbB2 (HER-2 or neu) expression (35, 36). In these cells, the
SH2 domain of the Grb2 protein is primarily associated with
pTyr residues on p5257C and on the p185°7°B2 (34-36). Recent
studies have indicated that Grb2 function is required for cell
transformation by the neu and ber-abl oncogenes (37, 38).
Moreover, communication by the epidermal growth factor re-
ceptor to the mitogen-activated protein kinase can be inhibited
by interference at the Grb2 SH2 domain (39). In this study we
identify a new small nonphosphorylated peptide motif that can
selectively bind the Grb2 SH2 domain and block its function.

EXPERIMENTAL PROCEDURES

Phage Display—The library was constructed to contain a variable
9-amino acid peptide flanked by cysteine residues inserted into the
Genelll protein of the phage fUSE5 (40). The Grb2 protein used to
isolate the G1 phage was generated as a GST fusion protein using
recombinant expression vectors in Escherichia coli (34). To isolate Grb2
binding phage, we used standard methodology (40). Briefly, over 10*°
phage particles of the library containing over 107 individual members
were allowed to bind to the recombinant GST-Grb2 protein. The GST-
Grb2 proteins and bound phage were collected on glutathione-Sepha-
rose. Unbound phage were removed by washing. Bound phage were
eluted and allowed to infect E. coli, and a mixture of phage were
collected from the resulting tetracycline-resistant colonies. Phage capa-
ble of interacting with GST or glutathione-Sepharose were then allowed
to bind to GST-loaded glutathione-Sepharose and discarded. Binding of
phage to GST-Grb2 was repeated twice. Following the third GST-Grb2
binding step, 18 phage clones were isolated and subjected to nucleotide
sequencing. The variable region of each phage showed an identical nucle-
otide sequence and predicted protein sequence. The G1 phage was shown
to bind to immobilized GST-Grb2 in an ELISA assay. No binding was seen
with immobilized GST or recombinant GST fusion proteins containing the

This paper is available on fine at http://www.jbc.org
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Gl Sequence CEL YENVGMYC
Experimental oY X N
S (317 FDDPSPYVNVQN

LPVPEDYINQSV

VGNPEDYLNTVQ

QNPEPYLNTVQ
Pepf LN

EGF receptor (Y¥1092)
BGF receptor(Y1138)
erbR? (Y1139)
OONSENSUS

Fic. 1. Sequence of the variable region of the Gl phage in
comparison with known Grb2 binding phosphopeptide se-
quences. The experimental sequence refers to the optimal amino acids
identified using combinatorial libraries of phosphopeptides (51).

Grb2 N-terminal SH3 or C-terminal SH3 domains (data not shown).

ELISA Type Assay and Recombinant Proteins—The purified G1
phage was bound to polystyrene 96-well plates. Nonspecific interactions
were inhibited by 5% bovine serum albumin containing 10 mM Tris pH
7.5, with 0.15 M NaCl (TBS). Recombinant GST-Grb2, GST-Grb2(SH2),
and GST-src(SH2) were prepared as described previously by glutathi-
one affinity (34). These proteins were allowed to bind to the immobilized
G1 phage at the indicated concentrations for 2 h. After extensive wash-
ing with 0.1% bovine serum albumin in TBS the binding of SH2 do-
mains was detected using anti-GST antibodies and goat anti-mouse
antibody conjugated to alkaline phosphatase. Color reactions were de-
veloped using para-nitrophenyl phosphate.

SH2 Domain Using Surface Plasmon Resonance (SPR)—The meth-
ods used were designed to measure a solution IC;, for peptide inhibition
of the Grb2 SH2 domain. The approach minimizes the “left shift”
encountered in SPR experiments that is observed when binding equi-
librium constants are determined from association and dissociation
rates at the SPR surface. In this study the SPR serves simply as a

detector of free Grb2 in solution. The IC;, values are detérmined by

mixing peptide with recombinant Grb2 or Grb2 SH2 domains and then
measuring the amount of binding at equilibrium to the immobilized
SHC phosphopeptide. The methods were essentially as described pre-
viously for the quantitative comparison of binding constants for the
binding of other SH2 domains with phosphopeptides in solution (41). In
our experiments the immobilized phase was generated using SHC phos-
phopeptide, biotin-DDPSpYVNVQ (Quality Control Biochemicals),
>90% purity by C18 high pressure liquid chromatography and of the
appropriate molecular weight (1453) by mass spectrometry. This pep-
tide was attached to SA5 chips at 2 nM. Binding of GST-Grb2 was
conducted at 200 nM in HBS buffer (20 mum Hepes, pH 7.4, 150 mM NaCl,
0.01% P-20 surfactant (Pharmacia Biosensor) at flow rate of 5 ul/min
for 10 min. Total Ru change for GST-Grb2 or GST-Grb2SH2 binding to
SHC phosphopeptide in the absence of inhibitors was 200-500 Ru.
Peptides at the indicated concentrations were pre-mixed with the GST-
Grb2 prior to introduction onto the SPR chip. The SHC phosphopeptide,
DDPSpYVNVQ, was obtained from Quality Control Biochemicals. The
G1 peptide was shown to be in the disulfide-linked form by mass
spectrometry (molecular weight = 1321) and C,4 chromatography. The
G1 Cys-Ser peptide, an open chain analogue of G1, contains serines in
place of cysteine residues, i.e. SELYENVGMYS. The SHC control pep-
tide, DDPSYVNVQ was nonphosphorylated. Equilibrium binding Ru
was determined at 20 s following the last GST-Grb2 flowing across the
chip. Two experiments were conducted using separate sensor chips and
peptide dilutions.

Synthesis of G1TE—Generation of GITE used methods previously
described for the generation of thicether cyclized peptides (42). Briefly,
the peptide ELYENVGMYC was synthesized by standard solid phase
methods. Cleavage from the resin was preceded by chloroacetylation of
the terminally deprotected Glu residue. After cleaving and deblocking,
the peptide was cyclized by intramolecular nucleophilic displacement of
the chloro group by cysteine thiol.

GITE Inhibition of Grb2 SH2 Domain Function—Cell lysates were
prepared from serum-treated erbB2 overexpressing breast (MDA-MB-
453) cancer cells using 1% Triton X-100 in PBS containing 0.2 mm
NaVO,. Lysates were incubated with 3.1-400 uM of G1TE or 200 uM of
SHC phosphopeptide or G1 Cys-Ser control peptide for 20 min. Grb2
and associated Grb2-binding proteins were immunoprecipitated from
each lysate (5 mg) with anti-Grb2 antibodies and collected using
protein A-Sepharose using methods previously described (34). Immu-
noprecipitated proteins were separated by SDS-polyacrylamide gel
electrophoresis on 8-16% gradient gels (Novagen). pTyr-containing
proteins were detected by Western blotting using anti-phosphoty-
rosine antibodies. The major pTyr-containing proteins in Grb2 immu-
noprecipitates are indicated by arrows. Previous experiments have

2+

A40s

s

G1 Phage SHC-peptide

Fic. 2. Effect of 10 mm DTT on the binding of Grb2 to immobi-
lized G1 phage or to immobilized SHC phosphopeptide conju-
gated to bovine serum albumin. Plates coated with target were
treated for 30 min with 10 aM DTT in PBS or PBS alone. GST-Grb2 (2
pM) was incubated for 2 h. Binding was detected by ELISA using
anti-GST antibodies. DTT had no effect on presence of plate bound
phage or conjugated SHC phosphopeptide.
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Fic. 3. GST-Src proteins do not bind to the G1 phage using an
ELISA type assay. The G1 phage is attached to the plate surface
and GST-Grb2 or GST-Src¢SH2 domain is allowed to bind at the —
indicated protein concentrations. Binding was detected using anti-GST
antibodies.

shown that the major tyrosine-phosphorylated protein of this size in
these cells is the p185°"®52, which is overexpressed as a consequence of
gene amplification (43).

RESULTS

Identification of Grb2 SH2 Domain Binding Peptides by
Phage Display—We screened a random peptide phage display
library using a recombinant GST fusion protein of Grb2. Since
the goal was to identify small molecular weight binding struc-
tures, the library was generated with a variable 9-amino acid
region flanked by cysteine residues. These cysteines can un-
dergo intramolecular disulfide bond formation, thereby result-
ing in cyclized peptides with limited conformational flexibility
compared with linear peptides. Such phage display libraries
have been used to isolate high affinity ligands for other pro-
teins including integrins (44, 45) and cell surface receptors (46,
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SHC-phosphopeptide Inhibition

FiG. 4. Solution phase inhibition of
Grb2-SH2 domains by Gl peptides
detected by SPR. Recombinant GST-
Grb2 SH2 domain was mixed with the
indicated concentrations of G1 peptide or
SHC phosphopeptide and SPR analysis
conducted. The binding of free Grb2 SH2

domain was detected by Ru change to sur-
face bound biotinylated SHC phosphopep-
tide. Panel A shows inhibition of binding
of GST-Grb2(SH2) by SHC phosphopep-
tide in solution. Panel B shows inhibition
of GST-Grb2(SH2) binding by G1 peptide
“in solution. Panel C compares the extent
of inhibition by G1 peptide and SHC phos-
phopeptide at the indicated concentration
at Ru,,,,.

125+

100 ~

75

50
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47). The library used in this study contained over 107 different
sequences. Standard techniques were used to screen the phage
library in three rounds of affinity selection (40). We determined
the nucleotide sequence of 18 independent phage isolates that
bind to GST-Grb2 and all were identical (Fig. 1). No binding to
the N-terminal or C-terminal SH3 domains or GST alone was
found using an ELISA type assay (data not shown) suggesting
that the phage interacted with the SH2 domain. No tyrosine
phosphorylation was present on the G1 phage using antiphos-
photyrosine antibodies (data not shown). A disulfide bond in G1
is required for efficient binding of Grb2 to the G1 phage as
pretreatment of phage with DTT reduced binding (Fig. 2). DTT
did not reduce binding of Grb2 to the SHC phosphopeptide. We
examined the binding of GST-Src fusion proteins to the G1
phage using an ELISA assay. As shown in Fig. 3, the GST-Grb2
protein binds well to the G1 phage immobilized on the plate,
whereas the src-GST protein exhibits no apparent binding.
This suggests that the affinity of the Src SH2 domain is at least
100-fold less than that of Grb2 SH2 domain for the G1 phage.

Isolated G1 Peptides Require Conformational Constraint and
a YXN Motif—We chemically synthesized a peptide corre-

~

1007
1000~

Peptide Concentration (uM)

sponding to the peptide displayed on the G1 phage and isolated
a form containing the cysteine residues oxidized to a disulfide
bond. This G1 peptide was used as an inhibitor in surface
plasmon resonance (Biacore) studies to monitor the Grb2 in-
teraction with the SHC phosphopeptide (DDPSpYNVQ). In
these experiments, the SHC phosphopeptide was attached to
the solid surface and GST-Grb2 was allowed to bind. These
methods have been previously used for analysis of Grb2 bind-
ing to SHC (48) as well as other SH2 domain interactions (41,
49, 50). The IC;, values obtained are measures of the solution
phase interaction of Grb2 SH2 domains with the inhibiting
peptides. The SPR serves as a detector of free active SH2
domain. The method does not suffer from overestimation of
affinity encountered in some methods where association and
dissociation rates at the surface are used to calculate K. As
shown in Fig. 4, A and B, when the Gl peptide and SHC
phosphopeptide are premixed in solution with the GST-Grb2
SH2 domain, they inhibit interaction with the SHC phos-
phopeptide at the surface. Fig. 4C suggests an IC, of approx-
imately 25 um for the G1 peptide. Premixing of soluble SHC
phosphopeptide with GST Grb2(SH2) provides a standard (IC,
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FiG. 5. The G1 peptide inhibits interaction of full-length GST-
Grb2 with SHC phosphopeptide (C[J) as does the homologous
SHC phosphopeptide (6l); a G1 peptide variant, G1 Cys-Ser (A),
that cannot form a disulfide does not inhibit. The control SHC
peptide (circf]), SHCe, is identical to that standard and chip bound

- target except that SHCc does not contain pTyr.

approximately 2 um). Fig. 5 shows a similar analysis in which
peptides inhibit binding of recombinant protein containing the
intact Grb2 fused to GST. An IC;, of approximately 10 um is
obtained for the G1 peptide. Similar results are observed for
recombinant intact Grb2 obtained by cleaving with thrombin
(data not shown). These experiments indicate that the G1
peptide sequence binds in nonphosphorylated form to the Grb2
SH2 domain in a manner that blocks binding to a relatively
short SHC phosphopeptide ligand. This suggests that G1 binds
in, or very close to, the phosphopeptide binding pocket. No
affinity was measurable for a nonphosphorylated SHC peptide
sequence or for a peptide in which the cysteine residues of G1
were replaced by serine (Fig. 5). This confirms results shown in
Fig. 2 indicating that the disulfide bond of G1 is required for Grb2
interaction of the free peptide as well as the phage bound G1
peptide. The results demonstrate that the conformational con-
straint imparted by the disulfide bond in the G1 peptide is re-
quired for the affinity of the G1 peptide for the Grb2 SH2 domain.

The alignment of the G1 sequence, shown in Fig. 1, with
Grb2' phosphopeptide ligands suggests the importance of ty-
rosyl and asparagine residues at positions 4 and 6, respec-
tively. These residues have also previously been shown to be
required for high affinity binding of pTyr-containing peptides
to Grb2 SH2 domain (51). We tested the requirement of these
amino acids in the G1 peptide sequence by synthesizing pep-
tides with alanine substitutions at these positions. As shown in
Fig. 6, replacement of the tyrosine or asparagine residues of G1
greatly diminish its ability to bind Grb2 and block association
with SHC phosphopeptide. No inhibiting activity was seen at
up to 500 um. These results strongly suggest that G1 binds the
ligand binding region of the Grb2 SH2 domain using some of
the same amino acid contacts as pTyr-containing peptides.
Alanine substitutions were also made at other positions in the
G1 peptide. The ability of these peptides to interfere with Grb2
binding to the SHC phosphopeptide is shown in Fig. 7, and a
comparison of the effects of alanine substitution is shown in
Fig. 8. Except for replacement of glycine 8, all substitutions
reduced but did not eliminate the inhibitory activity of the
peptide. The elimination of binding activity by alanine substi-
tution of position 4 tyrosine and position 6 asparagine strongly

- Peptide Concentration (uM)

Fic. 6. Testing the requirement for the YXN sequence in the
G1 peptide. G1.4Y-A contains an alanine substitution in place of the
tyrosine at position 4 (CELAENVGMYC), and G16N-A contains an
alanine substitution for the asparagine at position 6 (CELYEAVG-
MYC). The binding of peptide to the Grb2 SH2 domain was measured by
surface plasmon resonance (Pharmacia Biacore). The percent inhibition
was calculated by comparison of the Ru, in the presence of peptide with
the Ru,, with no inhibiting peptide present.
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FiG. 7. Testing the effects of sequence alterations in the G1 _
peptide. Each position is substituted by alanine as indicated in the
legend. For example G1.2E-A is the G1 peptide containing an alanine in
position 2. The binding of peptide to the Grb2 SH2 domain was meas-
ured by surface plasmon resonance (Pharmacia Biacore). The percent
inhibition was calculated by comparison of the Ru,, in the presence of
peptide with the Ru,, with no inhibiting peptide present. .

suggest they are directly involved in binding the SH2 domain.
The other substitutions may alter the conformation of the G1
peptide, or they may eliminate important side chain interac-
tions that improve Grb2 SH2 domain binding.

To confirm that the G1 peptide binds directly in the phos-
phopeptide binding pocket, we synthesized a G1 peptide with a
phosphotyrosyl residue at position 4. As shown in Fig. 9, the
resulting peptide inhibits Grb2 interaction more potently than
G1 or the SHC phosphopeptide. These results indicate that G1
binds directly in the phosphopeptide binding pocket of the Grb2
SH2 domain. They also suggest that the constrained conforma-
tion or additional side chain contacts of G1 provide for addi-
tional affinity in comparison to the SHC phosphopeptide.
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Fic. 8. Comparison of the activity of alanine substituted G1
peptides. The results shown in Figs. 7 and 8 are displayed for inhibi-
tion at 100 uM peptide. The inhibition by unsubstituted G1 peptide
represents 100%.
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Fic. 9. Demonstration that phoshorylation of G1 at position 4Y
increases binding affinity. The binding of peptide to the Grb2 SH2
domain was measured by surface plasmon resonance (Pharmacia Bia-
core). The percent inhibition was calculated by comparison of the Ru,,
in the presence of peptide with the Ru,, with no inhibiting peptide
present.

A Stabilized G1, GITE, Blocks SH2 Domain Function in Cell
Extracts—To verify that the interaction between G1 and Grb2
is sufficient to inhibit the Grb2 SH2 domain association with
intact phosphoproteins, we conducted experiments in cell ex-
tracts. We used the cell line MDA-MB-453 in which an overex-
pressed p185°°B2 (43) generates abundant autophosphoryla-
tion (34). Since we were concerned that the G1 peptide requires
a disulfide bond and reduction might occur in the cell lysate
conditions, we synthesized a similar molecule, G1TE, in which
the disulfide structure has been replaced by a thicether bond.
Binding of GITE to GST-Grb2 and inhibition of SH2 function
in vitro demonstrate similar ICg, values compared with G1
(Fig. 10). When added to cell lysates, the GITE molecule is able
to diminish the amount of p185 pTyr-containing protein that
co-immunoprecipitate with Grb2. SHC phosphopeptide also
showed similar ability. SH2 domains associate with phos-
phopeptides with high affinity but display very fast dissocia-

A Nonphosphorylated SH2 Domain Ligand
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F1G. 10. Inhibition of complexes formed by the Grb2 SH2 do-
main in cellular extracts by GITE peptide. A, the structure of the
G1TE molecule containing a thioether linkage. B, the inhibition of Grb2
binding to the SHC phosphopeptide using surface plasmon resonance
methods. C, addition of GITE and SHC phosphopeptide to lysates of
cells inhibits the immunoprecipitation of complexes between Grb2 and
p185°*%2 The binding of Grb2 to SOS1 is unaffected by peptide addi-
tion. Cell lysates were derived from the breast cancer cell line MDA-
MB-453, which contains an amplified erbB-2 gene and overexpressed
pl85B-2 (43), :

tion and association kinetics. Thus a “preformed” complex of
Grb2 bound to p185°°B? can be sensitive to peptides that
prevent the reassociation component of the equilibrium. The
relative effectiveness of GI1TE in these assays is comparable to
that seen in the SPR analysis with partial interference at 50 um
(Fig. 10). No effect of peptides was seen on binding of Grb2 to
SOS1, an SH3 domain mediated interaction (34, 52—54). These
results indicate that the association of Grb2 with p185°°B2
can be prevented by small nonphosphorylated peptides like
G1TE.




2 ‘

A Nonphosphorylated SH2 Domain Ligand 29051

DISCUSSION

Our results are unexpected in that they show that small
nonphosphorylated peptides can bind to SH2 domains with
micromolar affinity. This raises several interesting possibilities
for the study of SH2 domains. First, our findings suggest new
approaches toward the design of SH2 domain antagonists.
Based on previous indications of the requirement for pTyr
residues within SH2 domain ligands, synthetic efforts have
focused on creating nonhydrolyzable pTyr analogues. Com-
pounds containing a difluoromethyl group in place of the phos-
phate ester oxygen of pTyr (F,PMP) are stable and bind well to
the targeted SH2 domain (55). However, the activity of these

and other similar compounds when applied to intact cells is

limited (56). Alternatively, other nonphosphorus-containing
pTyr mimetics, such as O-malonyl tyrosine (57), are highly
charged at physiological pH, and would not be expected to
exhibit potent effects on intact cells. Therefore, our identifica-
tion of G1 addresses one of the primary limitations of current
strategies for the development of antagonists of SH2 domains,
namely, poor cell penetration due to the highly charged moi-
eties. We do not consider the G1 or GI1TE molecules to be cell
permeable drugs in their current form, since peptides can have
limitations in vivo. Alternatively, we see the G1 interaction
with the Grb2 SH2 domain as a means to assess and potentially
exploit the contribution of interactions not requiring a ligand
phosphate group. To this end, design and synthesis of peptide
mimetics of G1 are in progress.

A second novel aspect of small nonphosphorylated peptide
binding to SH2 domains is that it suggests that SH2 domains
may have naturally occurring peptide ligands that are non-
phosphorylated. Very little is known about whether such pro-
teins exist. Some clues are present in previous studies that
suggest that the specificity for phosphotyrosyl-containing pro-
teins is not absolute. The SH2 domain of fyn and blk can bind
phosphorylated serine or threonine residues (58, 59). A recent
report of a nonphosphorylated protein binding to p56™* (60)
indicates that such interactions can exist as do phosphotyrosyl-
-independent interactions of the amyloid precursor protein with
the phosphotyrosine binding domain of FE65 (61). Since the
original submission of this manuscript, a version of the SHC
sequence containing a hydrophobic leader peptide and without
pTyr has recently been reported to bind Grb2 in immunopre-
cipitation assays (62). These and our results indicate that a
phosphorylated amino acid is not absolutely required for inter-
actions directly at the active site of the SH2 domain of Grb2. If
nonphosphorylated cellular proteins exist that associate with
the Grb2 SH2 domain, they could have important regulatory
functions.

The ability of the G1 peptide to bind to the Grb2 SH2 domain
also highlights the importance of amino acid side chain inter-

actions in the binding of SH2 domains to phosphoproteins.

Previous studies have indicated the importance of positions +1
through +8 (51) in determining the specificity of the SH2
binding interactions. Our results suggest that these positions
also contribute substantially to the affinity of the G1 interac-
tion as well. Since all but one of the amino acids in G1 appar-
ently contribute to the binding interaction it is likely that the
G1 structure is finely tuned for multipoint interaction with the
G1 SH2 domain. Determination of the three dimensional struc-
ture of the G1 peptide bound to the Grb2 SH2 will determine if
the G1 peptide can assume a B-turn structure similar to that
recently reported for the natural Grb2 phosphopeptide ligand
(20). Such a structure will likely assist in the design of new G1
analogues.

Acknowledgments—We thank Dr. Paul Wagner (Laboratory of Bio-
chemistry, NCI) and Mr. Robert Woods (Medimmune, Inc.) for use of

their Biacore instruments. We thank Dr. Steven Shoelson (Harvard
University) for his review and helpful comments regarding the manu-
script. We also thank Dr. Marc Lippman (Georgetown University) for
his continuous support and many suggestions.

REFERENCES

1. Marengere, L. E., and Pawson, T. (1994) J. Cell Sci. (Suppl.) 18, 97-104
2. Schlessinger, J. (1994) Curr. Opin. Genet. Dev. 4, 25-30
3. Kaplan, R., Morse, B., Huebner, K., Croce, C., Howk, R., Ravera, M., Ricca, G.,
Jaye, M., and Schlessinger, J. (1990) Proc. Natl. Acad. Sci. U. S. A. 87,
7000-7004
4. Matsuda, M., Mayer, B. J., and Hanafusa, H. (1991) Mol. Cell. Biol. 11,
1607-1613
5. Cooper, J. A., and Howell, B. (1993) Cell 78, 1051~1054
6. Mayer, B. J., and Baltlmore, D. (1994) Mol. Cell. Biol. 14, 2883~2894
7. Feller,S. M., Ren R., Hanafusa, H., and Baltimore, D. (1994) Trends. Biochem.
Sci. 19, 453458
8. Margolis, B., and Skolnik, E. Y. (1994) J. Am. Soc. Nephrol. 8, 1288-1299
9. Schlaepfer, D. D., Hanks, S. K., Hunter, T., and van der Geer, P. (1994) Nature
872, 786-791
10. Brugge, J. S. (1993) Science 260, 918919
11. Waksman, G. (1994) Cell. Mol. Biol. (Noisy-le-grand) 40, 611~618
12. Mikol, V., Baumann, G., Zurini, M. G., and Hommel, U. (1995) J. Mol. Biol.
254, 86-95
13. Nolte, R. T., Eck, M. J., Schlessinger, J., Shoelson, S. E., and Harrison, S. C.
(1996) Nat. Struct. Biol. 8, 364-374
14. Xu, R.X., Word, J. M., Davis, D. G., Rink, M. J., Willard, D. H., Jr., and Gampe,
R. T, Jr. (1995) chhemzstry 34, 2107-2121
15, Hensman.n,M Booker, G. W., Panayotou, G., Boyd, J., Linacre, J., Waterfield,
M., and Campbell, I. D. (1994) Protein Sci. 8, 1020-1030
16. Eck, M. J., Shoelson, S. E., and Harrison, S. C. (1993) Nature 362, 87-91
17. Wang, Y. S., Frederick, A. F., Senior, M. M,, Lyons, B. A, Black, S,
Kirschmeier, P., Perkins, L. M., and Wilson, O. (1996) J. Biomol. NMR 7,
89-98
18. Metzler, W. J., Leiting, B., Pryor, K., Mueller, L., and Farmer, B. T. (1996)
Biochemistry 35, 6201-6211
19. Zhou, M. M., Meadows, R. P., Logan, T. M., Yoon, H. 8., Wade, W. S,,
Ravichandran, K. S., Burakoff, S. J., and Fesik, S. W. (1995) Proc. Natl.
Acad. Sci. U. S. A. 92, 7784-7788
20. Rahuel, J., Gay, B., Erdmann, D., Strauss, A., Garcia-Echeverria, C., Furet, P.,
Caravatti, G., Fretz, H., Schoepfer, J., and Gutter, M. G. (1996) Nat. Struct.
Biol. 8, 586-589
21. Thornton, K. H., Mueller, T., McConnell, P., Zhu, G., Saltiel, A. R., and
Thanabal, V. (1996) Biochemistry 35, 11852-11864
22. Pelicei, G., Lanfrancone, L., Grignani, F., McGlade, J., Cavallo, F., Forni, G.,
Nicoletti, 1., Pawson, T., and Pelicci, P. G. (1992) Cell 70, 93-104
23. Rozakis-Adcock, M., McGlade, J., Mbamalu, G., Pelicci, G., Daly, R., Li, W,
Batzer, A, Thomas, 8., Brugge, J., Pelicci, P. G., and et al. (1992) Nature
360, 689-692
24. Lowenstein, E. J., Daly, R. J., Batzer, A, G., Li, W., Margolis, B., Lammers, R.,
Ullrich, A., Skolnik, E. Y., Bar-Sagi, D., and Schlessinger, J. (1992) Cell 70,
431-442
25. Gale, N. W., Kaplan, S., Lowenstein, E. J., Schlessinger, J., and Bar-Sagi, D.
(1993) Nature 363, 88-92
26. Buday, L., and Downward, J. (1993) Cell 73, 611-620
27. Egan, S. E., Giddings, B. W., Brooks, M. W,, Buday, L., Sizeland, A. M., and
Weinberg, R. A. (1993) Nature 863, 45-51
28. Pendergast, A. M., Quilliam, L. A, Cripe, L. D., Bassing, C. H., Dai, Z.,Ii, N,
Batzer, A, Rabun, K. M., Der, C. J., Schlessinger, J., and et al, (1993) Cell
75, 175-185
29. McCormick, F. (1993) Nature 363, 15-16
30. Miki, H., Miura, K, Matuoka, K, Nakata, T., Hirokawa, N,, Orita, S.,
Kaibuchi, K., Takai, Y., and Takenawa, T. (1994) J. Biol. Chem. 269,
5489-5492
31. Ye, Z. S., and Baltimore, D. (1994) Proc. Natl. Acad. Sci. U.S. A 91,
12629-12633
32. Hanazono, Y., Sasaki, K, Odai, H., Mimura, T., Mitani, K, Yazaki, Y., and
Hirai, H. (1995) Jpn. J. Cancer Res. 86, 336-341
33. Odai, H., Sasaki, K., Iwamatsu, A., Hanazono, Y., Tanaka, T., Mitani, K.,
Yazaki, Y., and Hirai, H. (1995) J. Biol. Chem. 270, 1080010805
34. Sastry, L., Lin, W., Wong, W. T., Di Fiore, P. P., Scoppa, C. A., and King, C. R.
(1995) Oncogene 11, 1107-1112
35. Janes, P. W,, Daly, R. J., de Fazio, A., and Sutherland, R. L. (1994) Oncogene
9, 36013608
36. Daly, R. J., Binder, M. D., and Sutherland, R. L. (1994) Oncogene 9, 27232727
37. Xie, Y., Pendergast, A. M., and Hung, M. C. (1995) J. Biol. Chem. 270,
30717-30724
38. Gishizky, M. L., Cortez, D., and Pendergast, A. M. (1995) Proc. Natl. Acad. Sci.
U. S. A. 92, 10889-10893
39. Rojas, M., Yao, S., and Lin, Y.-Z. (1996) J. Biol. Chem. 271, 2745627461
40. Smith, G. P. (1985) Science 228, 1315~1317
41. Morelock, M. M., Ingraham, R. H., Betageri, R., and Jakes, S. (1995) J. Med.
Chem. 38, 13091318
42. Robey, F. (1994) in Bromoacetylated Synthetic Peptides, Starting Materials for
Cyclic Peptides, Peptomers and Peptide Conjugates (Pennington, M. W., and
Dunn, B. M., eds) Humana Press Inc., Totowa, New Jersey
43. Kraus, M. H., Popescu, N. C., Amsb ,,J,SC and King, C. R.(1937)EMBO
J. 8, 605-610
44. Healy, J. M., Murayama, O., Maeda, T., Yoshino, K., Sekiguchi, K, and
Kikuchi, M. (1995) Biochemistry 34, 39483955
45. Pasqualini, R., Koivunen, E., and Ruoslahti, E. (1995) J. Cell Biol. 130,
1189-1196

- dn




29052
46.
47,

48.

49,
50.

51.

52.

Li, M. W, Chen, C.-H., Cwirla, S., Whitehorn, E., Tate, E., Raab, R., Bremer,
M., and Dower, B. (1996) Nat. Biotechnol. 14, 986-991

Wrighton, N. C., Farrel, F. X., Chang, R., Kashyap, A. K, Barbone, R. P,
Mulcahy, L. S., Johnson, D. L., Barrett, R. W., Jolliffe, L. K, and Dower,
W. J. (1996) Science 273, 458463

Pelicei, G., Giordano, S., Zhen, Z., Saleini, A. E., Lanfrancone, L., Bardelli, A,,
Panayotou, G., Waterfield, M. D., Ponzetto, C., Pelicci, P. G., and Comoglio,
P. M. (1995) Oncogene 10, 1631-1638

Felder, S., La Vin, J., Ullrich, A., and Schlessinger, J. (1992) J. Cell Biol. 117,
203-212 '

Gilmer, T., Rodriguez, M., Jordan, S., Crosby, R., Alligood, K., Green, M.,
Kimery, M., Wagner, C., Kinder, D., Charifson, P., Harrell, A. M., Willard,
D., Luther, M., Rusnak, D., Sternbach, D., Mehotra, M., Peel, M,
Shampine, L., Davis, R., Robbins, J., Patel, I. R., Kassel, D., Burkhart, W,

. Moyer, M., Bradshaw, T., and Berman, J. (1994) J. Biol. Chem. 269,
31711-31719

Songyang, Z., Shoelson, S. E., McGlade, J., Olivier, P., Pawson, T., Bustelo,
X. R., Barbacid, M., Sabe, H., Hanafusa, H., Yi, T., Ren, R., Baltimore, D.,
Ratnofsky, S., Feldman, R. A., and Cantley, L. C. (1994) Mol. Cell. Biol. 14,
2771-21785

Chardin, P., Camonis, J. H., Gale, N. W., van Aelst, L., Schlessinger, J.,

53.

54.

55.

56.

67.

68.
69.

60.

61.

62.

A Nonphosphorylated SH2 Domain Ligand

Wigler, M. H., and Bar-Sagi, D. (1993) Science 260, 1338-1343

Li, N., Batzer, A., Daly, R., Yajnik, V., Skolnik, E., Chardin, P., Bar-Sagi, D.,
Margolis, B., and Schlessinger, J. (1993) Nature 363, 85-88

Rozakis-Adcock, M., Fernley, R., Wade, J., Pawson, T., and Bowtell, D. (1993)
Nature 363, 8385

Burke, T. R, Jr., Smyth, M. S, Otaka, A., Nomizu, M., Roller, P. P., Wolf, G.,
Case, R., and Shoelson, S. E. (1994) Biockemistry 33, 64906494 '

Xiao, S., Rose, D, W., Sasacka, T., Maegawa, H., Burke, T. R., Jr., Roller, P. P.,
Shoelson, S. E., and Olefsky, J. M. (1994) J. Biol. Chem. 269, 2124421248

Ye, B., Akamatsu, M., Shoelson, S. E., Wolf, G., Giorgetti-Peraldi, S., Yan, X,,
Roller, P. P., and Burke, T. R., Jr. (1995) J. Med. Chem. 38, 4270-4275

Malek, S. N., and Desiderio, S. (1994) J. Biol. Chem. 269, 33009-33020

Raffel, G. D., Parmar, K., and Rosenberg, N. (1996) J. Biol. Chem. 271,
4640-4645

Joung, L, Strominger, J. L., and Shin, J. (1996) Proc. Natl. Acad. Sci. U. S. A.
83, 5991-5995

Borg, J.-P., Ooi, J., Levy, L, and Margolis, B. (1996) Mol. Cell. Biol. 186,
62296241

Rojas, M., Yao, S.-Y., Donahue, J. P., and Lin, Y.-Z. (1997) Biochem. Biophys.
Res. Commun. 234, 675-680




Georgetown University Invention Disclosure Form

PLEASE PRINT OR TYPE YOUR RESPONSES; and return completed to: Georgetown Univérsity,
Office of Technology Transfer, 2115 Wisconsin Ave., NW, Washington, D.C. 20007.

1. .. Inventor(s) name/title/citizenship/university address/telephone number:

C. Richter King Associate Prof. USA E508 Research Building 71340
Lakshmi Sastry Research Assist. Prof. India (permanent resident of
the USA) E508 Research Building 71340

David N. Krag MD, USA, University of Vermont 802-656-0766

“Lyn Oligino, USA, University of Vermont 802-656-0766

2. .. Title of invention: Inhibition of Grb2 SH2 domain by a non-
phosphorylated peptide sequence.

3. .. Whatis the field or art to which the invention applies?

- Drug discovery

4. .. Description of the Invention: Please describe specifically what you consider to be
your invention, as distinct from the prior art. If necessary, use additional pages,
drawings, diagrams, etc. The description may be by reference to a separate document
(copy of a report, a preprint, grant application, or the like) attached hereto. If so, identify
the document positively. Each separate page or document should be signed, dated, and
witnessed as below. Please describe the best way(s) of carrying out your invention. If
the invention is a product (chemical or otherwise), what are the optimum materials and
proportions? If it is a process, what are the optimum conditions and parameters?

Overview of the Invention
The invention identifies a peptide sequence, G1, that binds to and
blocks the function of the Grb2 SH2 domain. Grb2 is a well
established signal transduction protein in many cell control
systems(1). Therefore the G1 peptide demonstrates the principle
that a small molecule can bind to the SH2 domain of Grb2 and
inhibit its ability to bind phosphotyrosine containing proteins.
Further, the G1 peptide demonstrates that non-phosphorylated
peptides can bind to SH2 domains with high affinity. The G1 peptide
serves as a starting point for the identification of peptides that
may bind to the SH2 domain with greater affinity. The G1 peptide
serves as a starting point for the identification of functional
groups on a small molecule that are critical for the binding to the
SH2 domain. Further, the G1 peptide and subsequent improvements
serve as structural models for non-peptide molecules with SH2
domain binding activity that may be identified by screening
databases of compounds for chemically similar structures(2,3). -
Further, the G1 peptide serves as a basis for synthesis of peptide




mimetic compounds (4) . The G1 peptide serves as a model for drug
with significant advantages. These include relatively small
molecular weight, for improved penetration of the target tissue or
tumor.  Additionally, inhibition of SH2 domain functions have
previously been attempted using structures that contain a
phosphotyrosine or mimic ‘it with a similarly charged group. The
G1 peptide structure should offer improved cell penetration as it
does not contain a charged residue on the tyrosine.

Description of the Invention

.. .. ldentification of the G1 Peptide Sequence
.... The G1 peptide sequence was identified using phage display

techniques. The library was generated by Lyn Oligino as part of
work separate from this invention. The library was constructed to
contain more than 107 different nonapeptide sequences bounded by
cysteine residues inserted into the Genelll protein of the fd phage
fUSE5 (5). The Grb2 protein was generated as a GST fusion protein
using recombinant expression vectors in E. coli (6). In order to
identify the G1 peptide we used a variation of standard
methodology for purifying specific phage bound to a target protein
from among the large diversity of the library (5) Briefly, the
phage library was allowed to bind to the recombinant Grb2 protein.
The Grb2-GST proteins were collected on glutathione sepharose.
Unbound phage were removed by washing and bound phage eluted.
These Grb2 binding phage where allowed to infect E.Coli and the
amplified phage were isolated. Phage binding to GST bound to
glutathione sepharose were removed. This affinity isolation
binding to Grb2 was repeated twice. Following the third Grb2
binding step eighteen resulting phage were isolated. These were
subject to nucleotide sequencing. The variable region of each
phage showed an identical nucleotide sequence and predicted
protein sequence. The predicted sequence is shown in figure 1. The
methods used in the above isolation are considered to be well
established. Variations on the above phage selection procedure
may vyield other phage either related to the G1 peptide or of a
different sequence class.

The G1 phage binds the Grb2 SH2 domain specifically

.... In order to determine which region of the Grb2 protein is




bound by peptide we conducted ELISA type binding assays (7). The
overall methodology of ELISA type assays is well established. Four
different recombinant proteins were bound to a polystyrene 96
well plate; intact Grb2-GST fusion protein, the N-terminal Grb2-
SH3 domain, the C-terminal Grb2-SH3 domain and GST alone.
Culture media preparations of G1 phage were allowed to bind to
these proteins. Non-specific binding was blocked by 5% BSA.
Binding of phage was detected using sheep anti-phage antibodies
and a second antibody coupled to alkaline phosphatase. As seen in
figure 2A, only the full length Grb2-GST proteins bound to the
phage. This indicates that the phage ‘bound the SH2 domain and not
the SH3 domains or the GST portion of the recombinant proteins.
Figure 2B shows binding of a control phage which has a different
peptide sequence not found in G1 and is specific for streptavidin
binding . This indicates that binding to the Grb2 SH2 domain
requires the G1 peptide sequence and is not some general
characteristic of fd phage.

.... The G1 phage binds Grb2 with high affinity

.... In order to determine whether the G1 phage binds with high
~ affinity to the Grb2 SH2 domain we measured the concentration
dependence of binding of Grb2-GST in solution to immobilized
phage targets. We varied the concentration of Grb2-GST in a
binding reaction and measured the extent of bound Grb2-GST using
anti-GST anti-bodies. The binding of Grb2-GST to G1 phage was
compared with the binding of Grb2-GST to a phosphorylated peptide
derived from the SHC protein (sequence: DDPSpYVNVQ) a known
target of Grb2 SH2 domain in vivo (8). This peptide was obtained
by commercial custom synthesis and chemically attached to BSA
using EDC prior to binding to polystyrene plates. In these
experiments the G1 phage were purified by PEG precipitation
before attachment to plates. Non-specific binding reactions were
inhibited using 5% BSA. Phosphatases were inhibited by 1 mM
NaVvO, in the binding buffers. Recombinant Grb2-GST protein was
incubated with the bound targets for two hours at 200C. Binding
was detected using sequential reactions of anti-GST antibody
followed by goat anti-mouse IgG antibody coupled to alkaline
phosphatase followed by colorimetric development using PNP
substrate. As shown in figure 3 A and B, there is very similar
binding of Grb2 to G1 phage as to the SHC phosphopeptide target.




Affinity of Grb2 for SHC phosphopeptide has been estimated as 14
nM using surface plasmon resonance (9). Binding of Grb2 to SHC
phosphopeptide in solution suggest a Kyof 170 nM. Our results
‘suggest a K4 for the Grb2-GST to SHC phosphopeptide as well as the
Grb2-GST to d! peptide of 0.1-1 uM. This indicates that the affinity
of Grb2 for the SHC phosphopeptide is nearly identical to the
affinity for the G1 peptide. ;

The G1 phage is not tyrosine phosphorylated
. Bacteria do no contain enzymes that phosphorylate tyrosine

residues. Never the less, in order to test if the phage peptide
becomes phosphorylated during phage propagation in E. coli, we
tested it reactivity towards anti-phosphotyrosine antibodies in
assays where the G1 phage and SHC phosphopeptide were bound to
plates as above. As indicated in figure 4 there is no reactivity
with the G1 phage while the positive control SHC phosphopeptide
gives a strong signal. This indicates that the G1 phage peptlde
does not contain a phospho-tyrosine residue.

The G1 peptide competes with the SHC phosphopeptide
.. In order to determine if the G1 phage and SHC phosphopeptide

compete for the same binding site on Grb2, we determined
whether the SHC phosphopeptide can block the binding of Grb2 to
immobilized G1 phage. G1 phage or SHC phosphopeptide coupled to
BSA were bound to plates. Grb2-GST protein was pre-incubated
with different concentrations of SHC-phosphopeptide for 2 hours
at room temperature and allowed to bind to the plate bound targets.
As shown in figure 5, the concentrations of SHC-phosphopeptide
required to block binding to G1 phage and to the homologous target
are nearly identical. This indicates that the G1 phage peptide binds
to the same site as the SHC phosphopeptide.

. Conclusions
. The results described in flgures 1-5 indicate that the G1

phage contains a peptide that binds with high affinity to the
phosphopeptide binding site on the SH2 domain of Grb2.




.... IThe G1 phage sequence comparison
.... The sequences required to bind to SH2 domains of different

signal transduction proteins have been studied by a number of
different investigators. The consensus sequence bound by the Grb2
SH2 domain is shown in figure 6 (10). In these analyses the
peptides studied contained a phosphotyrosine. The equivalent non-
phosphorylated peptide bound with reduced affinity. In studies of
the p85 SH2 domain the non-phosphorylated peptides bind with at
least 100 fold reduced affinity (11). The present invention
discloses a non-phosphorylated peptide sequence that binds with
similar - affinity to the SHC phosphopeptide. The G1 peptide
sequence apparently conserves one position of the primary
sequence of linear phospho-peptides shown to bind preferentially
to the Grb2 SH2 domain, a Asparagine at position +2 to the tyrosine
(10). The sequences investigated in the prior art were all linear
phospho-peptides. The G1 phage sequence contains flanking
cysteines which probably cause formation of a disulfide
constrained cyclic structure.

.... Adler et al (12) disclose the use of phage display libraries to
identify peptide sequences that contain a constrained peptide
sturctue .including peptides bounded by cysteines. The present
invention discloses the use of this method to find novel peptide
structures for inhibition of signal transduction processes, by
example the Grb2 SH2 domain.

.... Previous studies have reported peptide and non-peptide
molecules that bind to SH2 domains (13-18). These have been
based on structures that mimic a phosphorylated peptide (15).
Modifications have been made that reduce the charge of the
phospho-tyrosine residue. No study has been reported that
describes an un-modified tyrosine residue as a competitor. -
Therefore, the G1 peptide sequence has significant advantages in
that charged molecules based on the phosphopeptide may not enter
cells efficiently (16).
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5. .. Please describe other possible forms of the same invention. (For chemical
inventions, consider derivatives, analogues, etc.) Attach additional pages, sketches, etc. as
required. If authored by inventors, these attachments should be signed, witnessed, and
dated. :

Similar results could be obtained by screening other types
ofcombinatorial libraries displaying cyclic peptides. Peptide
combinatorial libraries have been reported where the peptide are in
solution or bound to beads (19,20). Cyclic peptides used were
formed by disulfide bonds but could be formed by other chemical
linkages. Peptides of constrained structure could contain cysteines
separated by 4-12 amino acids. Peptides could contain non-natural
amino acids such as D amino acids. Modifications in peptide bonds
and other peptide mimetic structures are possible. Not all of the
amino acids of the reported sequence may be necessary for activity.-
Peptides with single or multiple conservative substitutions are
likely to be active. Peptides where non-conservative alterations do
not change the overall three dimensional conformation of the peptide
are likely to be active in a manner similar to the G1 peptide. The G1
peptide is likely to contain 2-8 functional groups that interact with
the Grb2 SH2 domain. The three dimensional position of these
groups my be mimicked by synthetic or natural products. Such
compounds may also have activity as SH2 antagonists.

6. .. Does an earlier, dated record of the invention’s conception (i.e.: sketch, laboratory
notebook entry, etc.) exist which: (a) describes your invention; and (b) can be
independently corroborated? If so, what is it and where can it be found (location/custody
of records)?

.. .. (i) What was the date the invention was first conceived? . ... 6/12/95

. ... (ii) Is this date documented? Where Komen Foundation Grant
Application

. ... (iii) Has the invention been reduced to practice? If so, when? ... no

.. .. (iv) Has the invention been computer simulated? If so, when?... no

. ... (v) Name and telephone number of independent witness who can corroborate the

. invention’s conception: . ... Joy Beverage 77787 .

7. .. Isthis invention or a similar invention described in whole or in part in manuscripts,
reports, grant applications, theses, abstracts, oral presentations, demonstrations, sales
pitches, and/or catalogues? If so, describe each event with dates and authors.




Komen Foundation Grant Application 6/15/95
USAMRMC Grant Application 8/23/95
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8. Identify funds which were used in making the invention; for example, university
fundmg of your department, federal funding by grant or contract, or funding by a
corporation. Please be explicit.

Startup funds provided to C.R. King as part of his start-up funding by
Georgetown University

Funds available to Lyn Oligino at University of Vermont Including
startup funds provided to d. Krag as part of his recruitment to U.V.

9. Ownership category — this invention falls within the following category as defined
by Umvers1ty policy on inventions, patents, and technology transfer (check one or more as
appllcable)

. No university involvement. Outside of inventor’s normal field of employment
. . responsibility and act1v1ty No university facilities or funds used.
. . Outside of inventor’s normal field of employment responsibility and activity, but
. . some university facilities or funds used.
. . Resulted from research or other work conducted by the inventor in whole or in part
. . on university time or with significant use of university facilities or funds. (Also
. . applies if invention is made wholly or in part within inventor’s normal ﬁeld of
. . employment responsibility or activity).
. . Resulted from government sponsored research.

. Resulted from work sponsored by nongovernment entities (including consulting).

R S

10. . Summarize the problem to be solved and the history of prior art attempts to solve it.

. The inhibition of signal transduction using competitive
|nh|b|tors of critical interactions or reactions has important
potential utility in the development of pharmaceutical agents. A
problem in this field is the identification of novel lead structures
that cause such inhibition. Previous attempts at identification of
such structures involve one of several approaches:

. Determining the structure of the proteins involved and their
naturally occurring binding targets or substrates. This is a
difficult, expensive, time consuming and uncertain process.
Following this the relevant regions are modelled and synthetic
analogues generated. An example of this are reports of work to
identify compounds that bind and inhibit SH2 domains. These
have used phospho-peptides as models.

. Screening random naturally occurring compounds for a desired
activity. This approach requires significant specialized
resources. The resulting compounds may or may nhot be
amenable to structure activity relationship studies necessary
to improve activity.




. Linear phospho-peptides have been studied for the binding to
SH2 domains. The sequence specificity of these peptides has
indicated the sequence consensus that allows binding to the
SH2 domain. These studies may not be very useful for the
identification - of structures that improve drug discovery. The
linear peptides can adopt numerous three dimensional
structures thus complicating the generation of structural
analogues. In addition, these studies identify phospho-
peptides as their lead structure to be analyzed. The analogues
are likely to be more highly charged and thus be impermeable

to cells.

11. . Identify references to the prior art by patent number or journal article citation (attach
copies of articles if available, and list patents by number if possible).

12. . What is the deficiency in the prior art which your invention improves upon, or the
limitation which it extends? '

The invention discloses a new class of SH2 domain binding peptide.

It predicts that molecules that mimic this structure will bind to the
Grb2 SH2 domain and inhibit function. The invention demonstrates
the utility of the Ladner patent technology (12) for signal
transduction targets. _
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13. . What do you see as the commercial value of the invention? (Please list as many

. applications as you feel are feasible.)

The invention describes a peptide sequence that can serve as a model
that can be converted into a peptide or non-peptide pharmaceutical.
It is possible that the peptide may have activity on its own. More
likely, the G1 peptide may be used to find non-peptide compounds
that have similar structural elements that can bind to the Grb2 SH2
domain and block function. These could have activity as drugs for
the treatment of cancer, or another medical condition.

The invention demonstrates that SH2 domains can be inhibited by
non-phosphorylated structures. Therefore other SH2 domain
interactions of other proteins, (SHC, crk, nck, rasGAP, PI3kinase,
PLC gamma, src, or others) may also have non-phosphorylated
inhibitors.” This is in contrast to efforts to mimic the phospho-
tyrosine with other modifications or blocking groups.

The invention demonstrates that peptides of constrained structure
can have novel and unexpected activity on targets involved in signal
transduction. Applications may include inhibition of SH3 domains
and other protein interactions.

14. . What firms do you think may be, or are, interested in it; and why?

Pharmaceutical companies of small or large size should be
interested.

15. . Are there any disadvantages or problems with the invention? Can they be
overcome? How? If they cannot, why not?

None

- 16. . Identify any known competitive device and its manufacture.

None known

17 .. What do you see as the greatest obstacle to the adoption of your invention?

None

18. . Is further development of your invention now in progress, scheduled, and/or
dependent upon commercial or federal sponsorship?
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Efforts are underway to determine the role of each residue in the G1
peptide in the binding to Grb2

Efforts are underway to determine the activity of the isolated G1
peptide when it is not bound to phage.

Efforts are underway to determine activity of the G1 peptide in vivo.
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19. . Please list any public disclosure publications or abstracts in print or anticipated;
dates should be included as they are important.

20. . Percentage division of first royalties between inventors: 50/50

21. . Signature(s) and date(s) of person(s) making this disclosure:

22. . Signature of person witnessing this disclosure, including date signed:

23. . Signature of Department Chairman, including date signed:
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DEPARTMENT OF THE ARMY
US ARMY MEDICAL RESEARCH AND MATERIEL COMMAND
504 SCOTT STREET
FORT DETRICK, MARYLAND 21702-5012

REPLY TO
ATTENTION OF:

MCMR-RMI-S (70-1y) 10 Jul 00

MEMORANDUM FOR Administrator, Defense Technical Information
Center, ATTN: DTIC-OCA, 8725 John J. Kingman
Road, Fort Belvoir, VA 22060-6218

SUBJECT: Request Change in Distribution Statements

1. The U.S. Army Medical Research and Materiel Command has
reexamined the need for the limitation assigned to technical
reports written for the following awards:

DAMD17-95-1-5020 ADB224571
DAMD17-~94-J-~4260 ADB233397
DAMD17-94-J-4373 ADB232935, ADB220024, ADB250311

Request the limited distribution statement for Accession Document
Numbers be changed to "Approved for public release; distribution
unlimited." These reports should be released to the National
Technical Information Service.

2. Point of contact for this request is Ms. Virginia Miller at
DSN 343-7327 or by email at Virginia.Miller@det.amedd.army.mil.

FOR THE COMMANDER:

Deputy Chief of Staff for
Information Management




