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(57) ABSTRACT

The present invention is directed to methods and materials
for RNA-mediated gene assembly from oligonucleotide
sequences. In some embodiments, the oligonucleotides used
for gene assembly are provided in an array format. An RNA
polymerase promoter is appended to surface-bound oligo-
nucleotides and a plurality of RNA copies of each oligo-
nucleotide are then produced with an RNA polymerase.
These RNA molecules self-assemble into a desired full-
length RNA transcript by hybridization and ligation. The
resulting RNA transcript may then be converted into double
strand DNA useful in a variety of applications including
protein expression.
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1
RNA-MEDIATED GENE ASSEMBLY FROM
DNA OLIGONUCLEOTIDES

CROSS-REFERENCE TO RELATED
APPLICATION

This application claims priority to U.S. Provisional Patent
Application No. 61/597,428 filed on Feb. 10, 2012, and
incorporated by reference herein in its entirety.

STATEMENT REGARDING FEDERALLY
SPONSORED RESEARCH OR DEVELOPMENT

This invention was made with government support under
HGO004952 awarded by the National Institutes of Health.
The government has certain rights in the invention.

FIELD OF THE INVENTION

The present invention relates to methods and materials for
RNA-mediated gene assembly from oligonucleotide
sequences on a DNA array. More particularly, an RNA
polymerase promoter is appended to surface-bound oligo-
nucleotides, RNA copies are produced using an RNA poly-
merase, the RNA copies undergo self-assembly and are
subsequently ligated to provide a full-length target RNA
molecule. The RNA molecule is readily copied by RT-PCR
to yield the corresponding gene or target double strand DNA
fragment.

BACKGROUND OF THE INVENTION

The widespread availability of peptides and oligonucle-
otides synthesized by solid-phase chemistries has had a
profound impact upon biology and medicine, with myriad
important uses in research, diagnostics, and therapeutics. A
limitation of current technologies is the relatively short
length of the molecules that can be synthesized, as deter-
mined by the stepwise reaction yield, and thus peptides and
oligonucleotides are usually restricted to lengths below ~50
amino acids or ~100 nucleotides (nt), respectively. This
synthetic limitation has driven interest in the development of
alternative approaches for the production of full-length
genes and proteins. The most common strategy has been to
splice together shorter segments into a full-length, func-
tional assembly; for example, the Staudinger ligation reac-
tion permits full-length proteins to be constructed from a
series of peptides (1), and full-length genes can be obtained
from multiple short single strands in a series of sequential
ligation steps (2) or by Polymerase Cycling Assembly
(PCA) (3). However, the assembly-based strategies for gene
synthesis reported to date remain laborious, expensive, and
time-consuming, and thus have not yet provided the level of
accessibility needed for widespread utility. As can be appre-
ciated from the above discussion, a need exists for improved
methods and materials that reduce the labor, expense and
time involved in assembly-based gene synthesis.

SUMMARY OF THE INVENTION

The present invention is based on the inventor’s recent
discovery of an RNA-mediated assembly method using
oligonucleotide sequences on a DNA array. The inventors’
strategy facilitates assembly of full-length RNA transcripts
useful in a variety of life science applications, including
gene synthesis and protein expression.
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2

Accordingly, in a first aspect described herein is a method
for RNA-mediated assembly method for providing a target
RNA molecule. Such a method includes steps of: (a) pro-
viding an oligonucleotide array comprised of: (i) a plurality
of first oligonucleotides each having a segment sequence
corresponding to a portion of a target RNA and a comple-
mentary RNA Polymerase (RNAP) promoter sequence oper-
ably-linked to the segment sequence’s 3' termini; and (ii) a
plurality of second oligonucleotides each having a splint
sequence corresponding to a portion of the target RNA that
complements and partially overlaps the segment sequence of
the first oligonucleotides, the second oligonucleotides
including a RNAP promoter sequence operably-linked to
their splint sequence’s 3' termini; (b) hybridizing a third
oligonucleotide encoding a RNAP promoter sequence to the
complementary RNAP promoter sequence of the first and
second pluralities of oligonucleotides to yield double-
stranded RNAP promoters; (¢) transcribing with RNA poly-
merase, in the presence of rNTPs, the segment sequence of
the first plurality of oligonucleotides to yield an RNA
segment and the splint sequence of the second plurality of
oligonucleotides to yield an RNA splint; (d) assembly of the
RNA segments and RNA splints by hybridization to form
RNA:RNA hybrids; and (e) sealing nicks in the RNA:RNA
hybrid to provide a target RNA molecule.

In some embodiments, sealing of nicks in the RNA:RNA
hybrid is carried out using any nucleic acid modifying
enzyme suitable for ligation of RNA, such as T4 RNA ligase
2 (or a truncated version). In other embodiments where
2'-0-Methyl ribonucleotides are used for RNA splint prepa-
ration, sealing of nicks in the RNA:RNA hybrid is carried
out using any nucleic acid modifying enzyme suitable for
ligation of RNA with a DNA splint, such as T4 DNA ligase
or a truncated version thereof.

In some embodiments, the plurality of first oligonucle-
otides or the plurality of second oligonucleotides is provided
as a surface-bound oligonucleotide array.

In certain embodiments, in step (c), transcription is car-
ried out in the presence of a mixture of rfNTPs and rNMPs.

In other embodiments, the method includes removal of
any terminal pyrophosphates from the RNA segments and
RNA splints is carried out using any nucleic acid modifying
enzyme suitable for removing such phosphate moieties, such
as 5' pyrophosphohydrolase or RNA pyrophosphatase.

In certain embodiments, the complementary RNAP pro-
moter sequence operably-linked to the segment sequence
and the splint sequence is a complementary T7 RNAP
promoter sequence or a complementary T3 RNAP promoter
sequence.

In some embodiments of the method, the 5' end of each
segment sequence and each splint sequence corresponds to
a GG dinucleotide in the target RNA molecule.

The inventive method advantageously allows that steps
(d)-(®) in the above-described method may be, at the dis-
cretion of the operator, carried out successively without
intervening buffer exchange. Such option reduces costs
associated with operator labor and time, and costs of
reagents and related laboratory materials.

In preferred methods of the invention, the RNA-mediated
assembly method is based on a target RNA molecule that is
a full-length RNA transcript of a gene.

In some embodiments, methods utilize surface-bound
oligonucleotides which include a spacer, a T7 RNAP pro-
moter sequence, a CC dinucleotide and either the segment
sequence or the splint sequence.

In some embodiments, where the method utilizes surface-
bound oligonucleotides, the surface-bound oligonucleotides
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include a 3' (dT),, spacer, a CTG trinucleotide, a 17mer T7
RNAP promoter sequence, a CC dinucleotide and either the
segment sequence or the splint sequence. In other embodi-
ments, a polyethylene glycol (e.g., PEG-2000) is used as the
spacer.

The RNAP promoter sequence contained in the third
oligonucleotide is in some cases a T7 RNAP promoter
sequence or a T3 RNAP promoter sequence In some
embodiments, the third oligonucleotide includes a T7 RNAP
promoter sequence and a dinucleotide GG, and in other
embodiments comprises a trinucleotide CTG, a 17 mer T7
RNAP promoter sequence and a dinucleotide GG, AG, or a
single nucleotide.

In a second and related aspect, the invention provides an
RNA-mediated gene assembly method for providing a target
gene. Such a method includes steps of: (a) reverse-transcrib-
ing an RNA target molecule provided by any one of the
inventive methods described herein; (b) purifying the target
gene.

In a third and related aspect, the invention provides an
RNA-mediated method for providing a target protein. Such
a method includes steps of: (a) reverse transcribing an RNA
target molecule provided by any one of the inventive meth-
ods described herein to provide a target gene; (b) expressing
a target protein encoded by the target gene; and (¢) purifying
the target protein.

In another aspect, the invention encompasses an oligo-
nucleotide array for RNA-mediated assembly of a target
RNA molecule. Such an array includes: (a) a plurality of first
surface-bound oligonucleotides each having a segment
sequence corresponding to a portion of a target RNA and a
complementary RNAP promoter sequence operably-linked
to the segment sequence’s 3' termini; and (b) a plurality of
second surface-bound oligonucleotides each having a splint
sequence corresponding to a portion of the target RNA that
complements and partially overlaps the segment sequence of
the first surface-bound oligonucleotides, the second surface-
bound oligonucleotides including a RNAP promoter
sequence operably-linked to their splint sequence’s 3' ter-
mini, wherein the first and second surface-bound oligonucle-
otides are linked at their 3' termini to a surface of the
oligonucleotide array.

In preferred embodiments, the target RNA molecule is a
full-length RNA transcript of a gene.

As noted above, a variety of standard and readily obtain-
able components and reagents may be utilized in the com-
bination of inventive steps. For example, the oligonucleotide
array’s surface may be silanized glass or, alternatively,
amorphous carbon deposited on a gold film. Accordingly,
oligonucleotide arrays useful in the present methods may be
provided by any standard fabrication process known in the
field including, but not limited to, in situ photolithographic
oligonucleotide array synthesis.

In certain embodiments, the complementary RNAP pro-
moter sequence operably-linked to the segment sequence
and the splint sequence is a complementary T7 RNAP
promoter sequence or a complementary T3 RNAP promoter
sequence.

In some embodiments, arrays include surface-bound oli-
gonucleotides which have a spacer, a 17mer T7 RNAP
promoter sequence, a CC dinucleotide and either the seg-
ment sequence or the splint sequence. In some embodi-
ments, arrays include surface-bound oligonucleotides which
have a 3' (dT),, spacer, a CTG trinucleotide, a 17mer T7
RNAP promoter sequence, a CC dinucleotide and either the
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segment sequence or the splint sequence. Alternatively, the
surface-bound oligonucleotides include a PEG-2000 instead
of (dT),, as the spacer.

In certain embodiments, the array includes a third oligo-
nucleotide which has an RNAP promoter sequence comple-
mentary to the RNAP promoter sequence of the first and
second surface-bound oligonucleotides and which hybrid-
izes with those surface-bound oligonucleotides to yield
double-stranded RNAP promoters. In some embodiments,
the third oligonucleotide is a T7 RNAP promoter sequence
or a T3 RNAP promoter sequence, more preferably the third
oligonucleotide includes a T7 RNAP promoter sequence and
a dinucleotide GG, AG, or even a single A. In some
embodiments comprising arrays, the third oligonucleotide
includes a trinucleotide CTG, a 17 mer and a T7 RNAP
promoter sequence.

In some embodiments, the first surface-bound oligonucle-
otides and/or the second surface-bound oligonucleotides are
bound to the surface of a plurality of beads.

As can be appreciated, the invention encompasses the use
of oligonucleotide arrays as described herein for use in
RNA-mediated assembly of a target RNA molecule. This
invention provides the advantage over prior technologies in
that embodiments of the invention include fewer manipula-
tion steps and require less operator time than prior technolo-
gies.

In yet another aspect, the present invention is useful for
the preparation of multiple copies of target RNA molecules,
including RNA pools/libraries. Such oligonucleotide array-
based methods to provide target RNA molecules include
steps of: (a) providing an oligonucleotide array comprised
by a plurality of surface-bound oligonucleotides each having
a segment sequence corresponding to a portion of a target
RNA and a complementary RNAP promoter sequence oper-
ably-linked to the segment sequence’s 3' termini; (b) hybrid-
izing an oligonucleotide encoding a RNAP promoter
sequence to the complementary RNAP promoter sequence
of the surface-bound oligonucleotides to yield double-
stranded RNAP promoters; and (c¢) transcribing the segment
sequence of the surface-bound oligonucleotide that corre-
sponds to the portion of the target RNA sequence with RNA
polymerase to yield multiple copies of a target RNA mol-
ecule. In preferred embodiments, a pool of target RNA
molecules differing in nucleotide sequences is provided by
the method.

In a related aspect, the invention provides oligonucleotide
arrays useful for carrying out the methods described in the
preceding paragraph. Such oligonucleotide arrays include a
plurality of surface-bound oligonucleotides each having a
segment sequence corresponding to a portion of a target
RNA and a complementary RNAP promoter sequence oper-
ably-linked to said segment sequence’s 3' termini. In certain
embodiments, the arrays further include an oligonucleotide
encoding a RNAP promoter sequence hybridized to the
complementary RNAP promoter sequence of the surface-
bound oligonucleotides to yield double-stranded RNAP pro-
moters.

In a further aspect, the invention provides an oligonucle-
otide library for RNA-mediated assembly of a target RNA
molecule, where the library includes (a) a plurality of first
oligonucleotides each having a segment sequence corre-
sponding to a portion of a target RNA and a complementary
RNAP promoter sequence operably linked to the segment
sequences’ 3' termini; and (b) a plurality of second oligo-
nucleotides each having a splint sequence corresponding to
a portion of the target RNA that complements and partially
overlaps the segment sequence of the plurality of first
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oligonucleotides, where the second plurality of oligonucle-
otides includes an RNAP promoter sequence operably
linked to their splint sequences’ 3' termini.

Other objects, features and advantages of the present
invention will become apparent after review of the specifi-
cation, claims and drawings. The detailed description and
examples enhance the understanding of the invention, but
are not intended to limit the scope of the appended claims.

INCORPORATION BY REFERENCE

All publications, patents, and patent applications men-
tioned in this specification are herein incorporated by ref-
erence to the same extent as if each individual publication,
patent, and patent application was specifically and individu-
ally indicated to be incorporated by reference.

BRIEF DESCRIPTION OF THE DRAWINGS

FIG. 1 is an illustration of the RNA-mediated gene
assembly process. A) design of segment (red) and splint
(blue) sequences to be employed. B) Segment (dark red) and
splint (dark blue) complement sequences as synthesized on
the DNA array with the complement of the T7 RNAP
promoter sequence (green) at their 3' termini. C) Hybrid-
ization of an oligonucleotide encoding the T7 promoter
sequence yields the necessary double-stranded promoter,
and addition of RNA polymerase causes transcription to
occur. D) RNA segments and splints have their terminal
pyrophosphates removed, assemble by DNA hybridization,
and nicks are sealed to yield the desired full-length RNA.

FIG. 2 shows design details of the surface-bound oligo-
nucleotides (the T7 RNAP promoter complement sequence
shown at the top of FIG. 2 is SEQ ID NO:80), along with
their complements from solution (the T7 RNAP promoter
sequence in solution shown at the bottom of FIG. 2 is SEQ
ID NO:81).

FIG. 3 depicts electropherograms of ZsGreenl gene and
protein synthesized from the RNA assemblies. A) Agarose
gel electrophoresis of the product of RT-PCR amplification
of the assembled ZsGreenl transcript with a ZsGreenl
forward primer and a His-tag appended ZsGreenl reverse
primer, along with a 100 bp DNA ladder marker. The
expected size is 714 bp. B) Electrophoretic analysis in a
“reducing” SDS polyacrylamide gel of the ZsGreen] protein
product obtained in an E. coli cell-free expression system
from the gene shown in (A). The expected size is 26.9 kDa.
C) Electrophoretic analysis in a non-reducing SDS poly-
acrylamide gel of the same protein product and standard
marker set shown in (B). ZsGreenl exists under non-
reducing conditions as a tetramer of theoretical molecular
weight 107.6 kDa. It does not migrate true to molecular
weight under these non-reducing gel conditions.

FIG. 4 (A-V) illustrates alignment of Sanger Sequencing
Data of ZsGreenl Assemblies ZsGreenl gene assemblies
from DNA arrays fabricated on either amorphous carbon
surfaces (sequence #1 to #25) or on silanized glass surfaces
(sequence #26 to #51) were Sanger sequenced (Functional
Biosciences, Inc., W1, USA) and aligned with the ZsGreenl
target sequence (SEQ ID NO:82; the 714 nucleotide
sequence is shown in its entirety as the top line in FIGS. 4A
through 4K, and again as the top line in FIGS. 4L through
4V). It should be noted sequenced nucleotides #1 to #18
correspond to the forward primer sequence (ZsG-F), and
sequenced nucleotides #680 to #714 correspond to the
reverse primer sequence (ZsG-R-w-6His) for ZsGreenl RT-
PCR amplification. Excluding the primer regions, 16,525
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assembled nucleotides from the DNA array fabricated on the
amorphous carbon surface were analyzed and 25 transitions,
3 transversions, 1 deletion, and no insertions were identified,
which corresponds to an error rate of 0.1755%; whereas
17,186 assembled nucleotides from the DNA array on the
silanized glass surface were analyzed and 24 transitions, no
transversion, 1 deletion, and 1 insertion were identified,
which corresponds to an error rate of 0.1513%. This
sequence analysis of cloned constructs indicated a yield of
correct constructs of approximately 40%. Analyzing the
primer sequences (character bordered), which were conven-
tionally column synthesized from Sigma Aldrich, 1 transi-
tions, 2 transversions, 3 deletions, and 2 insertions were
identified in the ZsG-R-w-6His primer region (35 nt long;
1,785 nucleotides were analyzed; corresponds to an error
rate of 0.448%) whereas no errors were found in the short
ZsG-F primer region (18 nt long).

FIG. 5 shows images of RT-PCR product bands separated
by agarose gel electrophoresis. The in vitro transcription
reaction for segment and splint RNAs utilized a final con-
centration of 0.8 mM GMP, 0.1 mM GTP, 0.5 mM ATP, 0.5
mM CTP and 0.5 mM UTP along with its reaction buffer and
T7 RNA polymerase. The reaction mixture, after buffer
exchange, was directly subjected to a ligation reaction with
T4 RNA ligase 2. Following, the RNA ligation, the
assembled RNA (743 nt) was then RT-PCR amplified with
a pair of mWasabi specific primers for a 708 bp long
mWasabi gene. The product was analyzed in 2% agarose gel
along with a PCR DNA marked ladder (Promega, Wis.).

DETAILED DESCRIPTION OF THE
INVENTION

1. In General

Before the present materials and methods are described, it
is understood that this invention is not limited to the par-
ticular methodology, protocols, materials, and reagents
described, as these may vary. It is also to be understood that
the terminology used herein is for the purpose of describing
particular embodiments only, and is not intended to limit the
scope of the present invention which will be limited only by
the appended claims.

It must be noted that as used herein and in the appended
claims, the singular forms “a”, “an”, and “the” include plural
reference unless the context clearly dictates otherwise. As
well, the terms “a” (or “an”), “one or more” and “at least
one” can be used interchangeably herein. It is also to be
noted that the terms “comprising”, “including”, and “hav-
ing” can be used interchangeably.

Unless defined otherwise, all technical and scientific
terms used herein have the same meanings as commonly
understood by one of ordinary skill in the art to which this
invention belongs. Although any methods and materials
similar or equivalent to those described herein can be used
in the practice or testing of the present invention, the
preferred methods and materials are now described. All
publications and patents specifically mentioned herein are
incorporated by reference for all purposes including describ-
ing and disclosing the chemicals, cell lines, vectors, animals,
instruments, statistical analysis and methodologies which
are reported in the publications which might be used in
connection with the invention. All references cited in this
specification are to be taken as indicative of the level of skill
in the art. Nothing herein is to be construed as an admission
that the invention is not entitled to antedate such disclosure
by virtue of prior invention.
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The practice of the present invention will employ, unless
otherwise indicated, conventional techniques of medicinal
chemistry, pharmacology, organic chemistry, analytical
chemistry, molecular biology, microbiology, and immunol-
ogy, which are within the skill of the art. Such techniques are
explained fully in the literature.

Gene assembly from DNA arrays was first described in
2004 (4), and has since been the subject of several other
reports (5-10). Its allure lies in the potential to make
complete genes as rapidly and inexpensively as single
oligonucleotides are made today, enabled by the ability of
DNA arrays to easily provide many thousands of oligonucle-
otides for assembly. However, gene assembly has remained
a costly and laborious endeavor. Reasons for this include: (a)
the oligonucleotides that are synthesized on DNA arrays
must be cleaved from the surface prior to use, and are
impure, containing many truncated or chemically modified
sequences and thus necessitating various labor- and time-
intensive purification or error correction procedures (4,6-
10); (b) only minute amounts of oligonucleotide are made
per array feature, necessitating complicated amplification
strategies that include adaptor ligation and several other
steps (4,6-10); (c) virtually all strategies reported to date are
based upon Polymerase Cycling Assembly (PCA) (4-11),
which although widely used, is complex, laborious, and
prone to error (12).

We will now describe an improved method of assembly of
full-length RNA transcripts from DNA array by reference to
an exemplary embodiment. Referring to FIG. 1, which
illustrates one embodiment of the invention, each element of
the DNA array includes a T7 RNA polymerase promoter
sequence at the 5' end. Transcription from these surface-
bound promoters yields many RNA copies of the oligonucle-
otide elements encoded in the array. These amplified RNA
molecules self-assemble to yield the desired full-length
transcript. The transcript, once synthesized, is readily copied
by RT-PCR to yield the corresponding gene.

To provide proof-of-principle, we designed an oligonucle-
otide array with the sequences necessary to produce a
full-length transcript for the fluorescent protein ZsGreenl.
We chose ZsGreenl for a proof-of-principle demonstration
for several reasons: (a) the protein is relatively small in size,
consisting of 231 amino acids; (b) has been shown to fold
correctly under in vitro translation conditions; and (c) is
fluorescent and thus its translation is easily monitored. A
full-length RNA transcript, comprising the 696 nt that
encode ZsGreenl and an additional 10 nt corresponding to
the Kozak consensus sequence (5'-GGT CGC CAC C-3'
(SEQ ID NO:79), added to the 5' end of the RNA transcript
to enhance eukaryotic in vitro translation efficiency (13)),
was assembled from RNAs produced from photolitho-
graphically fabricated oligonucleotide arrays. The 706 nt
RNA molecule was divided into 18 segment sequences and
17 splints, ranging in length from 18 to 58 nt.

FIG. 1 depicts one embodiment of the process of gener-
ating RNA sequences from a DNA microarray followed by
their assembly and ligation to produce the desired full-length
RNA molecule. In this embodiment, the process consists of
siX successive steps, as follows: (a) design the oligonucle-
otide array; (b) fabricate the array; (c¢) produce many RNA
copies of each array element (“splints” and “segments”, see
FIG. 1 and the text below) using T7 RNA polymerase; (d)
remove 5' terminal pyrophosphates on the splints and seg-
ments with RNA §' pyrophosphohydrolase; (e) allow self-
assembly of the splints and segments into the desired
full-length construct by RNA:RNA hybridization; and (f)
seal the nicks with T4 RNA ligase 2. This final RNA product
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may then be converted into a DNA copy by reverse tran-
scription, whereupon it may be either cloned, or employed
directly to produce more full-length RNAs for in vitro
translation or other purposes.

Oligonucleotide arrays were designed to encode “segment
sequences” which are the sections of the desired full-length
RNA transcript, and “splint sequences” which are comple-
mentary RNAs that serve as templates to direct the correct
assembly of the RNA segments (FIG. 1A). Two parameters
determined the choice of segment and splint composition in
the exemplary embodiment: first, each was at least about 30
nucleotides (nt) in length, in order to provide at least two 15
nt stretches of sequence for hybridization during assembly.
Second, it was required that the 5' end of each RNA
transcript corresponded to a GG dinucleotide, based upon
the higher efficiency of transcription exhibited by T7 RNA
polymerase when multiple guanine nucleotides are present
at the 5' terminus of the transcript being synthesized (see
FIG. 1A) (14). GGG trinucleotide sequences at the 5'
terminus were avoided however, as they have been shown to
give rise to a ladder of poly G transcripts in which the
number of G residues can range from 1-3 G, attributed to
“slippage” of the enzyme during coupling of GTP (15).

It should be noted that, in general design terms, splint and
segment sequences may be shorter or longer than the par-
ticular sequences described for the exemplary example, and
individual segment sequences may share less than or more
than 15 nucleotides for hybridization with their respective
splints sequences. It is preferred that the overlap between
splint and segment sequences should be designed to share an
overlap of about 15 nucleotides on a melting temperature
(Tm) normalized basis in order to ensure adequate hybrid-
ization between respective splint and segment sequences.

The design criteria in the exemplary embodiment yielded
18 segment sequences to encompass the desired 706 nt
transcript. Each of the 17 splint sequences had a length of 32
nt, corresponding to two 15 nt regions complementary to the
segments that it was to join, and an additional §' GG
dinucleotide to enhance transcription efficiency. Each sur-
face-bound oligonucleotide also included at the 3' end a 10
base dT spacer sequence (16), and the three base sequence
CTG to improve the hybridization stability of the T7 RNA
polymerase complement (see below). The overall design of
the surface-bound oligonucleotides is illustrated in FIG. 2,
and thus consists of five different sequences; a 3' (dT)10
spacer, a CTG trinucleotide, the 17mer T7 promoter
sequence, a CC dinucleotide, and finally the desired segment
or splint sequence. In order to make the necessary double-
stranded T7 RNA polymerase promoter, the 22 nt comple-
ment (consisting of the three nt CTG complement, the 17 nt
T7 promoter complement, and the 2 nt GG complement) is
included in the T7 RNA transcription reaction. The addition
of RNA polymerase results in the synthesis of multiple
copies of each RNA segment from each oligonucleotide
sequence (FIG. 1B).

The DNA arrays used here were in situ synthesized, in a
base-by-base manner, using maskless array synthesizer
(MAS) technology (17,18). The arrays were synthesized on
either glass or amorphous carbon substrates with similar
results: silanized glass substrates are the industry standard
for DNA microarrays, whereas we have found that DNA
arrays fabricated on amorphous carbon substrates are more
stable than their glass analogs to prolonged incubations at
elevated temperatures and repeated hybridization cycles
(19,20).

The fidelity of the oligonucleotide sequences on the
microarray is important for the correct assembly of a full-
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length RNA transcript. The light-directed synthesis proto-
cols used in this work were thoroughly optimized to maxi-
mize sequence fidelity and to reduce the number of errors
that occur during array fabrication. Synthesis errors—which
can result in truncates, incorrect sequences, etc.—are not
detrimental to hybridization-based assays, but can have
adverse consequences in the production of useful gene and
protein products. The Examples section below describes the
protocols employed in the present work, and highlights the
differences from previously published protocols (18,20).

Milligan et al. have shown that T7 RNA polymerase will
produce RNAs from single-stranded synthetic DNA tem-
plates having a duplex DNA promoter, producing hundreds
to thousands of RNA transcripts per template molecule
(14,21). This amplification capability is central to the
approach described here, as the increased concentrations of
segment and splint strands drive the hybridization-based
assembly process, obviating the need for further PCR ampli-
fication prior to the polymerase cycling assembly (PCA)
employed in all other gene assembly strategies reported to
date (4,6,7,9-11).

The assembly of the RNA segment sequences into the
full-length RNA transcript includes ligation with T4 RNA
ligase 2. However, the transcripts generated by T7 RNA
polymerase are triphosphorylated and therefore must be
“trimmed” to their monophosphorylated analogs before liga-
tion (FIG. 1C). In some embodiments, this is accomplished
by treatment of the transcript pool with RNA 5' pyrophos-
phohydrolase (FIG. 1C), removing a pyrophosphate group
from the 5' end of each RNA. In embodiments where
monophosphorylated analogs are provided in earlier steps,
this trimming step is not necessary. In some embodiments,
rNMPs and rNTPs are included at a ratio of about 8:1. In
some embodiments, the INMP to be used is GMP, which is
included at a ratio of 8:1 relative to GTP, where the other
rNTPs are used at their normal concentration for RNA
synthesis. Alternatively, mono-phosphorylated RNA tran-
scripts suitable for ligation may be prepared by manipula-
tions which do not directly remove a pyrophosphate group.
For example, calf-intestinal alkaline phosphatase (CIP) may
be utilized to remove all phosphates from the in vitro
transcribed RNAs, followed by T4 Polynucleotide Kinase,
(PNK) treatment to phosphorylate the RNAs prior to the
ligation step.

The assembled RNA segments are then ligated with T4
RNA ligase 2 to produce the desired full-length transcript. In
this embodiment, the pyrophosphate removal and ligation
steps utilize a compatible buffer, which permits them to be
performed successively in a single tube without intervening
buffer exchange steps and thereby simplifies the overall
assembly process. T4 RNA ligase 2 with ATP is thus added
directly into the RNA 5' pyrophosphohydrolase-treated reac-
tion, which contains the RNA segments and splints from the
oligonucleotide array. The RNA product was reverse-tran-
scribed and PCR amplified using forward and reverse prim-
ers for the ZsGreenl gene. The reverse primer included
sequence encoding 6 histidines to enable His-tag purification
of the protein product (22).

Based on the inventors’ efforts described herein, the
invention provides in a first aspect an RNA-mediated assem-
bly method for providing a target RNA molecule. Such a
method includes steps of: (a) providing an oligonucleotide
array comprised by: (i) a plurality of first surface-bound
oligonucleotides each having a segment sequence corre-
sponding to a portion of a target RNA and a complementary
RNA Polymerase (RNAP) promoter sequence operably-
linked to the segment sequence’s 3' termini; and (ii) a

20

25

30

35

40

45

50

55

60

65

10

plurality of second surface-bound oligonucleotides each
having a splint sequence corresponding to a portion of the
target RNA that complements and partially overlaps the
segment sequence of the first surface-bound oligonucle-
otides, the second surface-bound oligonucleotides including
a RNAP promoter sequence operably-linked to their splint
sequence’s 3' termini, wherein the first and second surface-
bound oligonucleotides are linked at their 3' termini to a
surface of the oligonucleotide array; (b) hybridizing a third
oligonucleotide encoding a RNAP promoter sequence to the
complementary RNAP promoter sequence of the first and
second surface-bound oligonucleotides to yield double-
stranded RNAP promoters; (¢) transcribing with RNA poly-
merase the segment sequence of the first surface-bound
oligonucleotide to yield an RNA segment and the splint
sequence of the second surface-bound oligonucleotide to
yield an RNA splint; (d) removing any terminal pyrophos-
phates from the RNA segments and the RNA splints; (e)
assembly of the RNA segments and RNA splints by hybrid-
ization to form RNA:RNA hybrids; and (f) sealing nicks in
the RNA:RNA hybrid to provide a target RNA molecule.

Removal of any terminal pyrophosphates from the RNA
segments and RNA splints is carried out using any nucleic
acid modifying enzyme suitable for removing such phos-
phate moieties, such as 5' pyrophosphohydrolase or RNA
pyrophosphatase.

Sealing of nicks in the RNA:RNA hybrid is carried out
using any nucleic acid modifying enzyme suitable for liga-
tion of RNA, such as T4 RNA ligase 2 or a truncated version
thereof.

In certain embodiments, the complementary RNAP pro-
moter sequence operably-linked to the segment sequence
and the splint sequence is a complementary T7 RNAP
promoter sequence or a complementary T3 RNAP promoter
sequence.

In some embodiments the 5' end of each segment
sequence and each splint sequence corresponds to a GG
dinucleotide in the target RNA molecule.

It is an advantage provided by the invention that steps
(d)-(®) in the above-described method may be, at the dis-
cretion of the operator, carried out successively without
intervening buffer exchange. Such option reduces costs
associated with operator labor and time, and costs of
reagents and related laboratory materials.

In preferred methods of the invention, the RNA-mediated
assembly method is based on a target RNA molecule that is
a full-length RNA transcript of a gene such that a full-length
DNA encoding the gene may ultimately be obtained in an
expedited manner.

In some embodiments, methods utilize surface-bound
oligonucleotides which include a spacer, a T7 RNAP pro-
moter sequence, a CC dinucleotide and either the segment
sequence or the splint sequence, and particularly preferred
embodiments the surface-bound oligonucleotides further
include a trinucleotide CTG and a 17 mer T7 RNAP
promoter.

In general, the spacer may vary in length and composi-
tion, with suitable linker/tethering entities constructed from
a wide variety of nucleotide sequences, including, e.g.,
inverted dT (reverse linkage) sequences. Alternatively, spac-
ers useful in the present methods may be constructed from
non-nucleic acid entities, including but not limited to poly-
mers of polyethylene glycol (e.g., PEG18 or PEG2000
spacer arms may be used to substitute the spacer in the
exemplary embodiment).

The RNAP promoter sequence contained in the third
oligonucleotide can be a T7 RNAP promoter sequence or a
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T3 RNAP promoter sequence. In some cases, the third
oligonucleotide includes a T7 RNAP promoter sequence and
a dinucleotide GG, AG, or a single nucleotide (e.g., A). In
some embodiments, the third oligonucleotide includes a
trinucleotide CTG, a 17 mer T7 RNAP promoter sequence
and a dinucleotide GG, AG, or a single nucleotide such as A.

Referring again to the proof-of-principle example, the
fidelity of the exemplary assembly process was monitored in
four ways. First, the PCR product was analyzed by agarose
gel electrophoresis. FIG. 3A shows that a single DNA band
of the expected size (714 bp) is obtained. Second, the gene
was subjected to in vitro translation and the resultant protein
product was analyzed by reducing SDS-PAGE electropho-
resis. FIG. 3B shows that only a single band of the expected
molecular weight (26,950 daltons) is visible by Coomassie
Blue staining. Third, the same protein product was analyzed
by non-reducing SDS-PAGE electrophoresis and detected
by fluorescence imaging. FIG. 3C shows that only a single
fluorescent protein is observed under these non-reducing
electrophoretic conditions. Finally, we cloned the PCR prod-
uct directly (without enzymatic error corrections), and sub-
jected 51 randomly chosen colonies to Sanger sequencing.
22 of the clone sequences were a perfect match to the desired
target sequence; in total 33,711 bases of DNA sequence were
obtained and 49 transitions, 3 transversions, 2 deletions, and
1 insertion were identified (1.63 errors/kb; see Example
Section). This high rate of generation of the correct gene
sequence (22/51=~40%) is invaluable for practical applica-
tions of gene synthesis technology.

It can be appreciated that the invention contemplates an
RNA-mediated gene assembly method for providing a target
gene. Such a method includes steps of: (a) reverse-transcrib-
ing an RNA target molecule provided by any one of the
inventive methods described herein; (b) purifying the target
gene.

In a related aspect, the invention provides an RNA-
mediated method for providing a target protein. Such a
method includes steps of: (a) reverse transcribing an RNA
target molecule provided by any one of the inventive meth-
ods described herein to provide a target gene; (b) expressing
a target protein encoded by the target gene; and (¢) purifying
the target protein.

In yet another aspect, the invention is directed to the
materials used to carry out the present methods, specifically
the uniquely-designed oligonucleotide arrays for RNA-me-
diated assembly of target RNA molecules described herein.
Such inventive arrays include: (a) a plurality of first surface-
bound oligonucleotides each having a segment sequence
corresponding to a portion of a target RNA and a comple-
mentary RNAP promoter sequence operably-linked to the
segment sequence’s 3' termini; and (b) a plurality of second
surface-bound oligonucleotides each having a splint
sequence corresponding to a portion of the target RNA that
complements and partially overlaps the segment sequence of
the first surface-bound oligonucleotides, the second surface-
bound oligonucleotides including an RNAP promoter
sequence operably-linked to their splint sequence’s 3' ter-
mini, wherein the first and second surface-bound oligonucle-
otides are linked at their 3' termini to a surface of the
oligonucleotide array.

In preferred embodiments, the target RNA molecule is a
full-length RNA transcript of a gene.

As noted above, a variety of standard and readily avail-
able components and reagents may be utilized in the com-
bination of inventive steps. For example, the oligonucleotide
array’s surface may be silanized glass or, alternatively,
amorphous carbon deposited on a gold film. Accordingly,
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oligonucleotide arrays useful in the present methods may be
provided by any standard fabrication process known in the
field including, but not limited to, in situ photolithographic
oligonucleotide array synthesis.

In certain embodiments, the complementary RNAP pro-
moter sequence operably-linked to the segment sequence
and the splint sequence is a complementary T7 RNAP
promoter sequence or a complementary T3 RNAP promoter
sequence. In some embodiments the 5' end of each segment
sequence and each target sequence corresponds to a GG
dinucleotide in the target RNA molecule.

In certain embodiments, arrays include surface-bound
oligonucleotides which have a 3' (dT)10 spacer or a PEG
2000 spacer, a CTG trinucleotide, a 17mer T7 RNAP
promoter sequence, a CC or other dinucleotide or a single
nucleotide and either the segment sequence or the splint
sequence.

In certain embodiments, the array includes a third oligo-
nucleotide which has an RNAP promoter sequence comple-
mentary to the RNAP promoter sequence of the first and
second surface-bound oligonucleotides and which hybrid-
izes with those surface-bound oligonucleotides to yield
double-stranded RNAP promoters. The third oligonucle-
otide, in some embodiments, is a T7 RNAP promoter
sequence or a T3 RNAP promoter sequence, more preferably
the third oligonucleotide includes a trinucleotide CTG, a 17
mer T7 RNAP promoter sequence and a dinucleotide GG,
AG, or the single nucleotide A.

In an alternative set of embodiments, segment sequence
and splint sequence oligonucleotides are provided in solu-
tion as oligonucleotide libraries, rather than bound to a
surface as arrays. The oligo libraries can be similarly used as
substrates in the RNA assembly methods described herein.

In further embodiments, multiple target RNAs may be
represented, i.e., an oligonucleotide array or library can
contain segment and splint sequences directed to the assem-
bly of multiple target RNA assemblies. In such embodi-
ments, the number of represented RNA sequences may
range from about 2 to about 100 separate sequences, e.g., 3,
5, 10, 15, 20, 30, 40, 50, 60, 65, 70, 75, 80, 90, or another
number of represented RNA target sequences from about 2
to about 100 separate sequences.

In some embodiments, where multiple target RNA
sequences are represented, the target RNA sequences con-
tain overlapping complementary ends that allow assembly of
the separate RNAs into a longer contiguous sequence. Such
longer assembled RNA sequences may range from about
1,000 bases to about 20,000 bases, e.g., about 1,500, 2,000,
2,500, 3,000, 4,000, 5,000, 6,000, 7,000, 10,000, 12,000,
15,000, 17,000, or another sequence length from about 1000
bases to about 20000 bases. In some embodiments, modular
and reiterative use of the methods described herein allows
assembly of much larger contiguous sequences on the order
of 50,000 bases upwards of about 1 million bases, and
ultimately to the assembly of synthetic chromosomes by
initial assembly of long RNA transcripts, reverse transcrip-
tion and long range PCR or other DNA amplification meth-
ods.

In yet other embodiments, where multiple target RNA
sequences are represented in an array, segment and splint
oligonucleotides complementary to the same target RNA
sequence share at their surface-bound 3' end, in addition to
a T7 or a T3 promoter sequence, a shared “tag” sequence of
about 10-18 nucleotides, that is uniquely associated with
oligonucleotides complementary to the same target RNA to
be assembled. To specifically initiate transcription from this
subset of oligonucleotides in this array, an oligo comprising
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both a 5'-sequence complementary to the aforementioned
tag sequence and a complementary T7 or T3 RNAP pro-
moter sequence to generate an operable T7 or T3 RNAP
promoter sequence is hybridized under stringent conditions
so as to hybridize only to the subset of array oligonucle-
otides containing the corresponding tag sequence. This
system allows the use of a single array containing oligo sets
for the assembly of RNAs for multiple genes to assemble
individual pre-selected RNA targets by simply adding the
appropriately tagged-T7/T3 RNAP oligonucleotide.
Previous work on gene assembly from oligonucleotide
arrays has employed the DNA sequences themselves, rather
than assembling RNA intermediates as employed in this
work. The generation of an RNA intermediate has several
advantages: (a) ~100 to 1000 copies of the RNA are pro-
duced by transcription from each DNA strand present on the

14

product is an RNA transcript that is readily copied into DNA
for cloning or for production of more RNA copies by in vitro
transcription. The RNA-mediated assembly process
described here is also considerably simpler and more rapid
than previously described multi-step and multi-day strate-
gies (6,7), involving only four successive enzymatic proce-
dures that are readily performed in a few hours. Referring to
Table 1 below, we compare here the RNA-mediated assem-
bly technology with other recently published gene assembly
technologies. The RNA-mediated strategy drastically
reduces the time and labor required for high fidelity gene
synthesis from weeks to a days and no specialized equip-
ment is needed (not including the array fabrication). As can
be appreciated, the present invention provides an avenue to
the assembly in a step-wise manner of large gene clusters,
chromosomes, and even eventually genomes.

TABLE 1

Comparison of selected strategies for gene assembly from DNA arrays

Kosuri et al. (7)

Matzas et al. (6)

Wu et al. (this study)

Production of oligonucleotide library Cleavage of oligos from the arrays, and
(Agilent OLS) (proprietary synthesis, purification.

cleavage and amplification. 7 d)*

Assembly-specific PCR amplification Amplification with emulsion PCR

@ =

Purification for size verification
Reamplification in 20 mL with
chemically modified assembly-specific
primers

Split into 96 well plates

Buffer exchange (cleanup)

T7 RNA amplification from the
array (4 h~12 h)*

Buffer exchange (1 h)*

Sequencing with next generation sequencer Pyrophosphate removal (2 h)*
Sequences selected and localized

T4 RNA ligation to produce full-length
RNA transcript (40 min)*

Bead extraction with a micro actuator from Reverse transcription PCR for full-length
a picotiter plate to 96-well plate
Amplification of DNA individually from

coding gene (3 hr)*

beads. Variable biotinylated primers used
to remove restriction products containing
biotin residues by streptavidin matrix.

Protease digestion followed by heat
inactivation

Gel purification-estimation of oligo
concentration and mixing the amplicons in

equimolar amounts

Protein removal

Buffer exchange (cleanup)

Lambda exonuclease digestion
Buffer exchange

Dpnll digestion and USER enzyme
(NEB) with guide oligo

Buffer exchange (cleanup)
Polymerase cycling assembly (4 h)*
Error correction (3.5 h)*

Column reaction cleanup
Restriction digestion (2 h)*

Gel purification (2 h)*

Removal of primer regions
Ethanol precipitated
Polymerase cycling assembly

array (21); this obviates the need for complex PCR-based
oligonucleotide amplification (23) prior to gene assembly
(6,7); (b) parallel gene assembly of the RNA segment and
splint sequences, directly from the oligonucleotide array,
eliminates a number of laborious steps (e.g., cleavage of the
oligonucleotides from the array, amplification of the oligo-
nucleotide pool, and purification of the oligonucleotide
pool); (c) the sequencing results obtained in the present
study show that the full-length RNA transcripts produced
have a high sequence fidelity (i.e., a low number of incorrect
sequences), whereas the individual oligonucleotides pro-
duced during in situ syntheses may include a variety of
defects due to side reactions and incomplete nucleotide
coupling reactions (24-27). Sequence errors that are present
on the array are presumably copied into the RNA transcripts;
however, these deleterious sequences may be incorporated
less often into the full-length RNA transcripts due to the
additional sequence fidelity constraints innate to the hybrid-
ization/ligation assembly procedure. (d) The assembled
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We have described here, by reference to an exemplary
embodiment, a strategy for the RNA-mediated assembly of
full-length RNA transcripts and, subsequently, a gene from
DNA arrays. Proof-of-principle was demonstrated in the
assembly of a small gene encoding the green fluorescent
protein ZsGreenl, and its in vitro translation to yield a
functional protein. Sequence analysis of cloned constructs
indicated a yield of correct constructs of approximately
40%.

Beyond gene assembly, the present invention is also
useful for the preparation of multiple copies of target RNA
molecules, including RNA pools/libraries. Such oligonucle-
otide array-based method to provide target RNA molecules
include steps of: (a) providing an oligonucleotide array
comprised by a plurality of surface-bound oligonucleotides
each having a segment sequence corresponding to a portion
of a target RNA and a complementary RNAP promoter
sequence operably-linked to the segment sequence’s 3' ter-
mini; (b) hybridizing an oligonucleotide encoding a RNAP
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promoter sequence to the complementary RNAP promoter
sequence of the surface-bound oligonucleotides to yield
double-stranded RNAP promoters; and (c) transcribing the
segment sequence of the surface-bound oligonucleotide that
corresponds to the portion of the target RNA sequence with
RNA polymerase to yield multiple copies of a target RNA
molecule. In preferred embodiments, a pool of target RNA
molecules differing in nucleotide sequences is provided by
the method.

In a related aspect, the invention provides oligonucleotide
arrays useful for carrying out the methods described in the
preceding paragraph. Such oligonucleotide arrays include a
plurality of surface-bound oligonucleotides each having a
segment sequence corresponding to a portion of a target
RNA and a complementary RNAP promoter sequence oper-
ably-linked to said segment sequence’s 3' termini. In certain
embodiments, the arrays further include an oligonucleotide
encoding a RNAP promoter sequence hybridized to the
complementary RNAP promoter sequence of the surface-
bound oligonucleotides to yield double-stranded RNAP pro-
moters. As can be appreciated, the presently-described
arrays find a variety of uses where multiple copies of RNA
molecules are required. Accordingly, this aspect of the
invention may be utilized, with no more than routine modi-
fication, to prepare a variety of RNA-based or related
molecules, such as catalytically-active RNAs (i.e.,
ribozymes). Alternatively, the inventive methods are useful
for providing pools/libraries of RNA molecules, such as,
e.g., microRNA or siRNA libraries to be screened for
desirable bioactivities/functionalities, or, alternatively, for
preparing RNA-based probes, including, but not limited to,
biotinylated, radio-labeled and fluoro-labeled nucleic acid
probes useful in a variety of detection/imaging applications.

In certain embodiments, the oligonucleotide arrays are
provided in the form of a plurality of beads with the
above-described oligonucleotides bound to the surface of
such beads covalently or non-covalently.

The following examples are offered for illustrative pur-
poses only, and are not intended to limit the scope of the
present invention in any way. Indeed, various modifications
of the disclosed method in addition to those shown and
described herein will become apparent to those skilled in the
art from the foregoing description and the following
examples and fall within the scope of the appended claims.

II1. Examples

Example 1 Generation of Translation-Competent
zsGreen RNA by Microarray-Mediated RNA
Assembly

Materials and Methods

Design of DNA Arrays for RNA-Mediated Assembly

The full-length ZsGreenl coding gene plus Kozak
sequence (696 nt RNA transcript encoding ZsGreenl, and
10 additional nucleotides corresponding to the Kozak
sequence for eukaryotic cell-free expression system) was
split into 18 segments. Segments were designed to include
terminal GG dinucleotides to enhance in vitro T7 RNA
polymerase transcription. Every segment is longer than 30 nt
to provide a minimum of 15 bp hybridization with the splint
oligos. Splint RNAs were appended with an initial GG
dinucleotide for the same reason as for the target fragments.

37 single stranded DNAs were synthesized on the
microarray (see sequence information for details), which
includes 18 segment RNA templates, 17 splint RNA tem-
plates, and two control oligos for quality monitoring. For
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each of the 9 longest segment sequences (>67mer), multiple
features were made rather than just one, in order to increase
the amount of RNA produced (see “sequences on the
microarray” below). Each feature is sized 1680 umx1232
pm.
Preparation of Substrates for In Situ Photolithographic
Oligonucleotide Array Synthesis

Silanized glass. Glass is the standard substrate for DNA
array fabrication because of its advantages of low intrinsic
fluorescence, non-porosity and ease of modification using
silane chemistries. Glass microscope slides (Plain Micro
Slides, VWR, PA, USA) were cleaned with 1M sodium
hydroxide prior to silanization. The slides were then
silanized for 4 h in 2% (v/v) N-(2-triethoxysilylpropyl)-4-
hydroxy-butyramide (Gelest, Inc., Morrisville, Pa., USA) in
stock solution (0.1% acetic acid in 95% ethanol). After being
rinsed by stirring in fresh stock solution for 15 min, the
slides were transferred to a pre-heated (120° C.) oven for 2
h, and cured under vacuum overnight.

Carbon-on-gold. In addition to the use of the above
standard glass substrates for DNA array fabrication, we also
employed substrates overlaid with amorphous carbon depos-
ited on a gold thin film because of their superior thermal
stability (18). Tetracthylene glycol monoallylether was
employed for the preparation of hydroxyl terminated sur-
faces for photolithographic oligonucleotide array synthesis
since it has been reported that polyethylene glycol modified
surfaces help to reduce nonspecific adsorption of proteins
(28). First, standard glass slides coated with 50 A chromium
and 1,000 A of gold (EMF corp., NY, USA) were exten-
sively rinsed with hexane and ethanol and dried under a
nitrogen stream. A 7.5 nm layer of amorphous carbon was
then DC magnetron sputtered on the gold surface (Denton
Vacuum, NJ, USA). 40 pl of tetraethyleneglycol monoal-
lylether, which was synthesized according to a literature
procedure (29), was placed directly onto the amorphous
carbon surface, and then covered with a quartz coverslip.
The surfaces were irradiated under nitrogen purge with a
low-pressure mercury vapor quartz grid lamp (A=254 nm,
0.35 mW/cm2) for 16 h. After the photoreaction, the sur-
faces were rinsed extensively with ethanol and deionized
water and dried under nitrogen.

In Situ Photolithographic Oligonucleotide Array Synthe-
sis

Light-directed photolithographic synthesis of DNA arrays
was performed on either the silanized glass slides or the
ethylene glycol modified carbon-on-gold surface with a
digital micromirror-based Maskless Array Synthesis (MAS)
system connected to a ABI Expedite™ 8909 Nucleic Acid
Synthesis System (Applied Biosystems, CA, USA) as
described previously (4,17,30). Oligonucleotide synthesis
reagent, 0.1M Activator 42 (5-[3,5-Bis(trifluoromethyl)phe-
nyl]-1H-tetrazole) and all NPPOC (3'-nitrophenylpropy-
loxycarbonyl) protected phosphoramidites [5'-NPPOC-
dAdenosine (tac) 3'-B-cyanoethylphosphoramidite
(NPPOC-dA), 5'-NPPOC-dThymidine 3'pB-cyanoethylphos-
phoramidite (NPPOC-dT), 5'-NPPOC-dCytidine (ib) 3'B-
cyanoethylphosphoramidite  (NPPOC-dC), 5'-NPPOC-
dGuanosine (ipac) 3'B-cyanoethylphosphoramidite
(NPPOC-dG)] were purchased from Sigma Aldrich. Anhy-
drous wash (acetonitrile), amidite diluent (acetonitrile), cap-
ping reagent A (THF/PAc20), capping reagent B (Cap Mix
B 10% N-Methylimidazole in THF) and deblocking mix
(3% dichloroacetic acid in dichloromethane) were pur-
chased from Glen Research (VA, USA). Oxidizing reagent
(0.02 M iodine in THF/pyridine/H20, 89.6/0.4/10) was
purchased from EMD Chemicals (NJ, USA). Exposure
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solvent is 1% imidazole in DMSO. Anhydrous reagents
were kept over molecular sieves (AldraSORB™ water trap-
ping packets, Sigma Aldrich). The oligonucleotide synthesis
protocol was modified and optimized based on previously
published protocols. (18,20) Briefly, every synthesis cycle
contains two capping steps to achieve high yield of full-
length templates and one oxidation to stabilize the phos-
phodiester bonds. The step-sequence was coupling (80 sec),
capping (20 sec), oxidizing (15 sec), capping (flow though),
and UV deprotection. The light dose to remove the photo-
labile NPPOC (3'-nitrophenylpropyloxycarbonyl)-protect-
ing groups from NPPOC phosphoramidites (Sigma Aldrich,
MO, USA) was determined prior to DNA array fabrication.
A series of incremental doses of 365 nm light (Joule/cm2)
was used for a 30 nt quality control (QC) oligonucleotide
synthesis. The optimal dose was chosen to yield the highest
level of fluorescence from hybridization of a fluorescently
tagged QC complement. It is noted that the complete
removal of NPPOC protecting group is important to elimi-
nate possible deletions during synthesis. Array synthesis
proceeded as follows: (a) after coupling of the previous
NPPOC-protected base to the growing DNA strand, the
synthesis flow cell (volume~100 pl) was flushed with 500 pl
of exposure solvent; (b) a digital image (mask) representing
the locations for the next base addition illuminated the
surface with either 4.2 Joule/cm2 of 365 nm light on
silanized glass or 3.5 Joule/cm2 of 365 nm on carbon surface
using a 350 watt mercury arc lamp (Newport, Conn., USA).
Exposure solvent was constantly flowed through the flow
cell at a rate of 180~220 pl/(Joule/cm?2) during illumination,
sufficiently maintaining the basic conditions needed to drive
the photocatalyzed elimination reaction. (31) (¢) Following
irradiation, the array was washed with acetonitrile (~400 pk)
to remove residual exposure solvent, dry wash (~300 pl) to
remove trace water, and activator solution (~100 pl). (d)
Coupling of the next base was achieved by filling the flow
cell with a 1:1 solution of the desired phosphoramidite and
Activator 42. All 5'-NPPOC-protected amidites underwent a
single 80s coupling step. (e) After amidite coupling, the
array was capped with a 1:1 v/v mixture of capping reagents
A and B (A:B solution) for 20 sec (~320 ul). (d) After
washing with acetonitrile (~100 pl) the array was oxidized
with oxidizer solution for 15 sec (THF, pyridine, iodine, and
water; ~480 ul). (e) A second capping step was performed by
flushing the cell with capping reagent A:B solution. (f) After
synthesis is complete, the nucleoside bases are deprotected
in 1:1 ethylenediamine:absolute ethanol solution at room
temperature for 2 hr. The primary significant differences
from previously published protocols (18,20) are: (i) a higher
photo dose was used to remove the NPPOC-protecting
groups on the carbon-on-gold surface; (ii) a longer coupling
time (80 sec) and different activator (Activator 42) were
used; (iii) capping was conducted directly after each amidite
coupling followed by oxidation and another capping step;
(iv) An oxidizing step was included in every cycle.

On-Chip RNA Transcription with T7 RNA Polymerase

A gasket, Gene Frame—15x16 mm internal (Abgene,
Epsom, UK), was attached and surrounded the DNA fea-
tures. A 100 pl total in vitro RNA transcription reaction
contains a final concentration of 2.25 U/ul T7 RNA poly-
merase-Plus™ (Ambion, Tex., USA), 0.8 mM each NTP, 1
uM T7RNAP promoter complement, Ix RNAsecure™
reagent (Ambion, Tex., USA), 20 mM NaCl, 40 mM Tris pH
7.8, 6 mM MgCl12 2 mM spermidine, and 10 mM DTT. The
reaction mixture, except T7 RNA polymerase, was applied
to the chip and incubated at 60° C. for 10 min, then slowly
cooled down to room temperature. T7 RNA polymerase was
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then added to the surface. The transcription reaction was
conducted at room temperature for 4~12 hr in a humid
chamber. The total reaction was collected and desalted three
times with deionized water using a cellulose-based 3,000
molecular weight cut-off Amicon Ultra-0.5 ml. centrifugal
filter (Millipore, Mass., USA) prior to pyrophosphate
removal.

Pyrophosphate Removal from Triphosphorylated RNA
Transcripts

RNA transcripts initiated with triphosphorylated GG
dinucleotides were treated with RNA 5' Pyrophosphohydro-
lase (RppH) (NEB, MA, USA) in amended T4 RNA ligase
2 reaction buffer (without ATP) instead of 1xNEBuffer 2
(NEB) to reduce the possibility of losses due to extra steps,
and to simplify the overall assembly process. 5 units of
RppH were used to remove pyrophosphate group in a half
volume of buffer exchanged RNA transcription reaction in a
final concentration of 50 mM Tris-HCl pH7.5, 2 mM
MgCl12, and 1 mM DTT. The reaction was incubated at 37°
C. for 2 hr in a total volume of 25 pl.

Full-Length RNA Ligation with T4 RNA Ligase 2

10 units of T4 RNA ligase 2 and a final concentration of
800 uM ATP were added to the RppH treated reaction above
(a half of the total on chip transcribed RNAs.) The ligation
reaction involved an initial ligation step at 37° C. for 10 min,
followed by 3 cycles of thermal-cycled ligation at 65° C. for
30sec and 37° C. for 5 min, and finished with a final ligation
step at 37° C. for 10 min.

10 units of T4 RNA ligase 2 and a final concentration of
800 uM ATP were added to the RppH treated reaction above
(a half of the total on chip transcribed RNAs.) The ligation
reaction involved an initial ligation step at 37° C. for 10 min,
followed by 3 cycles of thermal-cycled ligation at 65° C. for
30sec and 37° C. for 5 min, and finished with a final ligation
step at 37° C. for 10 min. The reaction temperature for
ligation could also be at a fixed temperature of 37° C. for 50
min.

In some cases, the guanosine-initiating T7 class III pro-
moter phi 6.5 is replaced with the adenosine-initiating T7
class II promoter phi2.5 to decrease 5' heterogeneity of RNA
transcripts. In addition, the replacement of T7 RNA pro-
moter provides certain degree of flexibility for experiment
design, i.e., segment and splint RNAs will be free of
restriction to initiate with guanosine. Also, the penultimate
deoxyribonucleotide of DNA template could be replaced
with a C2' methoxy RNA ribonucleotide to reduce 3' het-
erogeneity of RNA transcripts in a transcription reaction,
which is deleterious to specific RNA ligation reactions in
this method.

In some cases, pyrophosphate removal from triphospho-
rylated RNA transcripts is not necessary. The 5' monophos-
phorylated RNA transcripts can be prepared by including
excess guanosine monophosphate (GMP) in the transcrip-
tion reaction. GMP is only incorporated at 5'-end of the
transcript. Ideally, a high proportion of 5' monophosphory-
lated RNA transcript will result from skewing the ratio of
GMP to GTP, e.g., at a ratio of GMP to GTP of 8:1. The
product is then subjected to a ligation reaction with T4 RNA
ligase 2, as shown in FIG. 5. An example was provided
(Figure ?).

Reverse Transcription PCR for Assembled RNA Tran-
scripts

Assembled ZsGreenl RNA transcripts for cloning and
prokaryotic cell-free protein expression were amplified by
reverse transcription PCR (RT-PCR) using a OneStep RT-
PCR Kit (QIAGEN, CA, USA). ZsGreenl specific primers,
7ZsG-F and ZsG-R-w-6His were used (see Sequence Infor-
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mation for details). Cycling consisted of 30 min at 50° C.,
15 min at 95° C.; then 40 cycles of 30 sec at 95° C., 30 sec
at 61° C., and 1 min at 72° C.; and final elongation 10 min
at 72° C.

Assembled ZsGreenl RNA transcripts for eukaryotic cell-
free protein expression were amplified by RT-PCR using a
GeneAmp Gold RNA PCR Reagent Kit (Applied Biosys-
tems, CA, USA). ZsGreenl specific primers: ZsG-F and
7ZsG-R were used. Cycling consisted of 12 min at 42° C., 10
min at 95° C.; then 45 cycles of 20 sec at 94° C., 20 sec at
58° C., and 30 min at 72° C.; and final elongation 7 min at
72° C. The ZsGreenl DNA was gel purified. Next,
T7-ZsG-F and ZsG-R primers were used to append a T7
promoter to ZsGreenl coding gene. Phusion Hot Start
High-Fidelity DNA Polymerase (NEB) was used. Cycling
consisted of 30 sec at 98° C.; then 35 cycles of 10 sec at 98°
C., 20 sec at 62° C., and 30 sec at 72° C.; and final
elongation 10 min at 72° C.

The RT-PCR products were analyzed by electrophoresis
in a 1.5% agarose gel along with a 100 bp DNA ladder
(NEB).

Cell-Free Protein Expression, Purification and Detection

Prokaryotic Cell-Free Protein Expression.

The assembled ZsGreenl gene without Kozak sequence
was ligated to pEXP5-CT/TOPO vector (Invitrogen, OR,
USA) followed by transformation into ONE Shot TOP10
Competent E. coli cells (Invitrogen). The plasmids with
inserts were purified with a QIAprep Spin Miniprep Kit
(QIAGEN). One microgram of plasmid DNA was used in a
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standard 100 ul reaction of Expressway Mini Cell-Free E.
coli Expression System (Invitrogen). The protein expression
reaction was performed for 4 hr at 30° C. ZsGreenl protein
was either directly analyzed in protein gels or purified with
Ni-NTA Magnetic Agarose Beads (QIAGEN) prior to the
analysis.

Eukaryotic Cell-Free Protein Expression.

ZsGreenl RNA transcripts with Kozak sequence were
produced from assembled T7 promoter appended ZsGreenl
gene by using a MEGAscript T7 kit (Ambion). The tran-
scription reactions were buffer exchanged with water using
a cellulose-based 30,000 molecular weight cut-off Amicon
Ultra-0.5 mL centrifugal filter. Approximately 3.7 micro-
grams of RNA transcripts were used in a 20 ul Retic Lysate
IVT (Ambion) cell-free expression reaction.

Protein Analysis.

The protein products obtained from the in vitro expression
system were analyzed in either reducing (a final concentra-
tion of 2.5% beta-mercaptoethanol was added to denature
the samples at 95° C. for 5 min), or non-reducing gradient
SDS-PAGE gels (4-20%, Bio-Rad, Richmond, Calif., USA).
The prestained broad range protein standard marker (7-175
kDa) run along with the protein samples in the SDS-PAGE
gel was purchased from NEB. The reducing SDS-PAGE gels
were visualized by Coomassie Blue staining. The fluores-
cent proteins in the non-reducing SDS-PAGE gels were
visualized under a 488 nm laser with a 530 nm filter using
a Bio-Rad Molecular Imager FX Pro.

Sequence Information

Target sequence (ZsGreenl,

adapted from Clontech’s pZsGreenl-Cl vector)

SEQ ID NO. 1

GGTCGCCACCATGGCCCAGTCCAAGCACGGCCTGACCAAGGAGATGACCATG
AAGTACCGCATGGAGGGCTGCGTGGACGGCCACAAGTTCGTGATCACCGGCG

AGGGCATCGGCTACCCCTTCAAGGGCAAGCAGGCCATCAACCTGTGCGTGGT

GGAGGGCGGCCCCTTGCCCTTCGCCGAGGACATCTTGTCCGCCGCCTTCATGT

ACGGCAACCGCGTGTTCACCGAGTACCCCCAGGACATCGTCGACTACTTCAA

GAACTCCTGCCCCGCCGGCTACACCTGGGACCGCTCCTTCCTGTTCGAGGACG

GCGCCGTGTGCATCTGCAACGCCGACATCACCGTGAGCGTGGAGGAGAACTG

CATGTACCACGAGTCCAAGTTCTACGGCGTGAACTTCCCCGCCGACGGCCCC

GTGATGAAGAAGATGACCGACAACTGGGAGCCCTCCTGCGAGAAGATCATCC

CCGTGCCCAAGCAGGGCATCTTGAAGGGCGACGTGAGCATGTACCTGCTGCT

GAAGGACGGTGGCCGCTTGCGCTGCCAGTTCGACACCGTGTACAAGGCCAAG

TCCGTGCCCCGCAAGATGCCCGACTGGCACTTCATCCAGCACAAGCTGACCC

GCGAGGACCGCAGCGACGCCAAGAACCAGAAGTGGCACCTGACCGAGCACG

CCATCGCCTCCGGCTCCGCCTTGCCCTGA

Note:
The underscored region is the Kozak sequence.

The initial GG is

included in the T7 RNAP transcript for better transcription efficiency.

Target segment-RNAs for ZsGreenl assembly

(5' to 3')

SEQ ID NO. 2 1
SEQ ID NO. 3 2
SEQ ID NO. 4 3 GGACGGCCACAAGUUCGUGAUCACCGGCGA

SEQ ID NO. 5 4 GGGCAUCGGCUACCCCUUCAAGGGCAAGCA

GGUCGCCACCAUGGCCCAGUCCAAGCACGGCCUGACCAA

GGAGAUGACCAUGAAGUACCGCAUGGAGGGCUGCGU
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-continued

SEQ ID NO. 6 5 GGCCAUCAACCUGUGCGUGGUGGAGGGCGGCCCCUUGCCCUUCGCCGA
SEQ ID NO. 7 6 GGACAUCUUGUCCGCCGCCUUCAUGUACGGCAACCGCGUGUUCACCGAGUACCCCCA
SEQ ID NO. 8 7 GGACAUCGUCGACUACUUCAAGAACUCCUGCCCCGCC
SEQ ID NO. 9 8 GGCUACACCUGGGACCGCUCCUUCCUGUUCGA
SEQ ID NO. 10 9 GGACGGCGCCGUGUGCAUCUGCAACGCCGACAUCACCGUGAGCGU
SEQ ID NO. 11 10 GGAGGAGAACUGCAUGUACCACGAGUCCAAGUUCUAC
SEQ ID NO. 12 11 GGCGUGAACUUCCCCGCCGACGGCCCCGUGAUGAAGAAGAUGACCGACAACT
SEQ ID NO. 13 12 GGGAGCCCUCCUGCGAGAAGAUCAUCCCCGUGCCCAAGCA
SEQ ID NO. 14 13 GGGCAUCUUGAAGGGCGACGUGAGCAUGUACCUGCUGCUGAA
SEQ ID NO. 15 14 GGACGGUGGCCGCUUGCGCUGCCAGUUCGACACCGUGUACAA
SEQ ID NO. 16 15 GGCCAAGUCCGUGCCCCGCAAGAUGCCCGACU
SEQ ID NO. 17 16 GGCACUUCAUCCAGCACAAGCUGACCCGCGA
SEQ ID NO. 18 17 GGACCGCAGCGACGCCAAGAACCAGAAGUGGCACCUGACCGAGCACGCCAUCGCCUCC
SEQ ID NO. 19 18 GGCUCCGCCUUGCCCUGA
Target splint-RNAs for ZsGreenl assembly (5' to 3')
SEQ ID NO. 20 1 GGGCACGGCCUGACCAAGGAGAUGACCAUGAA
SEQ ID NO. 21 2 GGCAUGGAGGGCUGCGUGGACGGCCACAAGUU
SEQ ID NO. 22 3 GGCGUGAUCACCGGCGAGGGCAUCGGCUACCC
SEQ ID NO. 23 4 GGCUUCAAGGGCAAGCAGGCCAUCAACCUGUG
SEQ ID NO. 24 5 GGCUUGCCCUUCGCCGAGGACAUCUUGUCCGC
SEQ ID NO. 25 6 GGCACCGAGUACCCCCAGGACAUCGUCGACUA
SEQ ID NO. 26 7 GGAACUCCUGCCCCGCCGGCUACACCUGGGAC
SEQ ID NO. 27 8 GGCUCCUCCUGUUCGAGGACGGCGCCGUGUG
SEQ ID NO. 28 9 GGCAUCACCGUGAGCGUGGAGGAGAACUGCAU
SEQ ID NO. 29 10 GGGAGUCCAAGUUCUACGGCGUGAACUUCCCC
SEQ ID NO. 30 11 GGAGAUGACCGACAACUGGGAGCCCUCCUGCG
SEQ ID NO. 31 12 GGCCCCGUGCCCAAGCAGGGCAUCUUGAAGGG
SEQ ID NO. 32 13 GGGUACCUGCUGCUGAAGGACGGUGGCCGCUU
SEQ ID NO. 33 14 GGCGACACCGUGUACAAGGCCAAGUCCGUGCC
SEQ ID NO. 34 15 GGGCAAGAUGCCCGACUGGCACUUCAUCCAGC
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SEQ ID NO. 35 16 GGCAAGCUGACCCGCGAGGACCGCAGCGACGC
SEQ ID NO. 36 17 GGCACGCCAUCGCCUCCGGCUCCGCCUUGCCC
RT-PCR primer sequences for cloning and sequencing:
SEQ ID NO. 37 ZsG-F: ATGGCCCAGTCCAAGCAC (Sigma Aldrich, MO, USA)
SEQ ID NO. 38 ZsG-R-w-6His: CTAGTGGTGATGGTGATGATGGGGCAAGGCGGAGC (Sigma Aldrich, MO, USA)
RT-PCR primer sequences for amplification of T7 promoter appended ZsGreenl gene:
SEQ ID NO. 39 T7P-ZsG-F: CAGTAATACGACTCACTATAGGTCGCCACCATGGCCCAGTCCAAGCACG (Sigma Aldrich, MO, USA)
SEQ ID NO. 40 ZsG-R: TCAGGGCAAGGCGGAGC (Sigma Aldrich, MO, USA)
Complementary sequence to T7 RNA polymerase promoter for in vitro RNA
transcription:
SEQ ID NO. 41 FAM(6é-carboxyfluorescein) -CAGTAATACGACTCACTATAGG ((Integrated DNA Technologies, IA, USA)
Sequences on the microarray (5'—3'):
SEQ ID NO. Copy # Sequences
42 1 1 CCACTGTTGCAAAGTTATACTCTTGCAGGTCATCGGCCTTTTTTTTTT (QC)
43 2 1 ACTCTTGCAGGTCA CGGCCCACTGTTGCAAAGTTATCCTTTTTTTTTT (QC)
44 3 3 TTGGTCAGGCCGTGCTTGGACTGGGCCATGGTGGCGACCTATAGTGAGTCGTATTACTGTTTTTTTTTT (seg)
45 4 1 ACGCAGCCCTCCATGCGGT CTTCATGGTCATCTCCTATAGTGAGTCGTATTACTGTTTTTTTTTT (seg)
46 5 1 TCGCCGGTGATCACGAACTTGTGGCCGTCCTATAGTGAGTCGTATTACTGTTTTTTTTTT (seg)
47 6 1 TGCTTGCCCTTGAAGGGGTAGCCGATGCCCTATAGTGAGTCGTATTACTGTTTTTTTTTT (seg)
48 7 5 TCGGCGAAGGGCAAGGGGCCGCCCTCCACCACGCACAGGTTGATGGCCTATAGTGAGTCGTATTACTGTTTT
TTTTTT (seg)
49 8 5 TGGGGGTACTCGGTGAACACGCGGTTGCCGTACATGAAGGCGGCGGACAAGATGTCCTATAGTGAGTCGTAT
TACTGTTTTTTTTTT (seg)
50 9 1 GGCGGGGCAGGAGTTCTTGAAGTAGTCGACGATGTCCTATAGTGAGTCGTATTACTGTTTTTTTTTT (seg)
51 10 1 TCGAACAGGAAGGAGCGGTCCCAGGTGTAGCCTATAGTGAGTCGTATTACTGTTTTTTTTTT (seg)
52 11 3 ACGCTCACGGTGATGTCGGCGTTGCAGATGCACACGGCGCCGTCCTATAGTGAGTCGTATTACTGTTTTTTTT
TT (seg)
53 12 2 GTAGAACTTGGACTCGTGGTACATGCAGTTCTCCTCCTATAGTGAGTCGTATTACTGTTTTTTTTTT (seg)
54 13 5 AGTTGTCGGTCATCTTCTTCATCACGGGGCCGT CGGCGGGGAAGTTCACGCCTATAGTGAGTCGTATTACTGT
TTTTTTTTT (seg)
55 14 3 TGCTTGGGCACGGGGATGATCTTCTCGCAGGAGGGCTCCCTATAGTGAGTCGTATTACTGTTTTTTTTTT (seg)
56 15 3 TTCAGCAGCAGGTACATGCTCACGTCGCCCTTCAAGATGCCCTATAGTGAGTCGTATTACTGTTTTTTTTTT (seg)
57 16 3 TTGTACACGGTGTCGAACTGGCAGCGCAAGCGGCCACCGTCCTATAGTGAGTCGTATTACTGTTTTTTTTTT (seg)
58 17 1 AGTCGGGCATCTTGCGGGGCACGGACTTGGCCTATAGTGAGTCGTATTACTGTTTTTTTTTT (seg)
59 18 1 TCGCGGGTCAGCTTGTGCTGGATGAAGTGCCTATAGTGAGTCGTATTACTGTTTTTTTTTT (seg)
60 19 5 GGAGGCGATGGCGTGCTCGGTCAGGTGCCACTTCTGGTTCTTGGCGTCGCTGCGGTCCTATAGTGAGTCGTA
TTACTGTTTTTTTTTT (seg)
61 20 1 TCAGGGCAAGGCGGAGCCTATAGTGAGTCGTATTACTGTTTTTTTTTT (seg)
62 21 1 GCACGGCCTGACCAAGGAGATGACCATGAACCTATAGTGAGTCGTATTACTGTTTTTTTTTT (splint)
63 22 1 CATGGAGGGCTGCGTGGACGGCCACAAGTTCCTATAGTGAGTCGTATTACTGTTTTTTTTTT (splint)
64 23 1 CGTGATCACCGGCGAGGGCATCGGCTACCCTATAGTGAGTCGTATTACTGTTTTTTTTTT (splint)
65 24 1 CTTCAAGGGCAAGCAGGCCATCAACCTGTGCCTATAGTGAGTCGTATTACTGTTTTTTTTTT (splint)
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25

26

-continued

66 25 1
67 26 1
68 27 1
69 28 1
70 29 1
71 30 1
72 31 1
73 32 1
74 33 1
75 34 1
76 35 1
77 36 1
78 37 1

CTTGCCCTTCGCCGAGGACATCTTGTCCGCCTATAGTGAGTCGTATTACTGTTTTTTTTTT (splint)
CACCGAGTACCCCCAGGACATCGTCGACTACCTATAGTGAGTCGTATTACTGTTTTTTTTTT (splint)
AACTCCTGCCCCGCCGGCTACACCTGGGACCTATAGTGAGTCGTATTACTGTTTTTTTTTT (splint)
CTCCTTCCTGTTCGAGGACGGCGCCGTGTGCCTATAGTGAGTCGTATTACTGTTTTTTTTTT (splint)
CATCACCGTGAGCGTGGAGGAGAACTGCATCCTATAGTGAGTCGTATTACTGTTTTTTTTTT (splint)
GAGTCCAAGTTCTACGGCGTGAACTTCCCCTATAGTGAGTCGTATTACTGTTTTTTTTTT (splint)
AGATGACCGACAACTGGGAGCCCTCCTGCGCCTATAGTGAGTCGTATTACTGTTTTTTTTTT (splint)
CCCCGTGCCCAAGCAGGGCATCTTGAAGGGCCTATAGTGAGTCGTATTACTGTTTTTTTTTT (splint)
GTACCTGCTGCTGAAGGACGGTGGCCGCTTCCTATAGTGAGTCGTATTACTGTTTTTTTTTT (splint)
CGACACCGTGTACAAGGCCAAGTCCGTGCCTATAGTGAGTCGTATTACTGTTTTTTTTTT (splint)
GCAAGATGCCCGACTGGCACTTCATCCAGCCTATAGTGAGTCGTATTACTGTTTTTTTTTT (splint)
CAAGCTGACCCGCGAGGACCGCAGCGACGCCTATAGTGAGTCGTATTACTGTTTTTTTTTT (splint)

CACGCCATCGCCTCCGGCTCCGCCTTGCCCTATAGTGAGTCGTATTACTGTTTTTTTTTT (splint)

Note:
3' tethered on the array surface.

There are 18 segmented oligos,

17 splint oligos, and 2 quality control

oligos. Multiple duplicate features were made as marked. Each feature is sized 1680 pm x 1232 pum.

Alignment of Sanger Sequencing Data of ZsGreenl
Assemblies

ZsGreenl gene assemblies from DNA arrays fabricated
on either amorphous carbon surfaces (sequence #1 to #25) or
on silanized glass surfaces (sequence #26 to #51) were
Sanger sequenced (Functional Biosciences, Inc., W1, USA)
and aligned with the ZsGreenl target sequence (see FIG.
4A-L). It should be noted sequenced nucleotides #1 to #18
correspond to the forward primer sequence (ZsG-F), and
sequenced nucleotides #680 to #714 correspond to the
reverse primer sequence (ZsG-R-w-6His) for ZsGreenl RT-
PCR amplification. Excluding the primer regions, 16,525
assembled nucleotides from the DNA array fabricated on the
amorphous carbon surface were analyzed and 25 transitions,
3 transversions, 1 deletion, and no insertions were identified,
which corresponds to an error rate of 0.1755%; whereas
17,186 assembled nucleotides from the DNA array on the
silanized glass surface were analyzed and 24 transitions, no
transversion, 1 deletion, and 1 insertion were identified,
which corresponds to an error rate of 0.1513%. This
sequence analysis of cloned constructs indicated a yield of
correct constructs of approximately 40%.

Analyzing the primer sequences (character bordered),
which were conventionally column synthesized from Sigma
Aldrich, 1 transitions, 2 transversions, 3 deletions, and 2
insertions were identified in the ZsG-R-w-6His primer
region (35 nt long; 1,785 nucleotides were analyzed; corre-
sponds to an error rate of 0.448%) whereas no errors were
found in the short ZsG-F primer region (18 nt long).

Other embodiments and uses of the invention will be
apparent to those skilled in the art from consideration from
the specification and practice of the invention disclosed
herein. All references cited herein for any reason, including
all journal citations and U.S./foreign patents and patent
applications, are specifically and entirely incorporated
herein by reference. It is understood that the invention is not
confined to the specific reagents, formulations, reaction
conditions, etc., herein illustrated and described, but
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embraces such modified forms thereof as come within the
scope of the following claims.
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SEQUENCE LISTING

<160> NUMBER OF SEQ ID NOS: 82
<210>
<211>
<212>
<213>
<220>

<223>

SEQ ID NO 1

LENGTH: 706

TYPE: DNA

ORGANISM: Artificial Sequence
FEATURE:

OTHER INFORMATION: Target sequence
Clontech's pZsGreenl-Cl vector)

<400> SEQUENCE: 1

ggtcgecace atggcccagt ccaagcacgyg cctgaccaag gagatgacca tgaagtaceg

(ZgGreenl,

adapted from

60
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-continued

30

catggagggce tgcgtggacg
cttcaaggge aagcaggcca
cgaggacatce ttgtcegeceg
ggacatcgte gactacttca
cctgttegayg gacggegecg
gaactgcatg taccacgagt
gatgaagaag atgaccgaca
gcagggcatce ttgaagggcyg
gegetgecag ttegacaccyg
gcacttcate cagcacaagce
gcacctgace gagcacgcca
<210> SEQ ID NO 2

<211> LENGTH: 39
<212> TYPE: RNA

gccacaagtt

tcaacctgtyg

ccttecatgta

agaactcctyg

tgtgcatctyg

ccaagttcta

actgggagec

acgtgagcat

tgtacaaggc

tgaccecgega

tegecteegy

cgtgatcace

cgtggtggag

cggcaaccge

cececegeacgge

caacgccgac

cggegtgaac

ctcctgegag

gtacctgetyg

caagtccgtyg

ggaccgcage

ctcegecttyg

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: #1 Target segment RNAs for ZsGreenl assembly

(5' to 3')

<400> SEQUENCE: 2

ggucgccace auggcccagu ccaagcacgg ccugaccaa

<210> SEQ ID NO 3
<211> LENGTH: 36
<212> TYPE: RNA

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: #2 Target segment-RNAs for ZsGreenl assembly

(5' to 3')

<400> SEQUENCE: 3

ggagaugacc augaaguacc gcauggaggyg cugcegu

<210> SEQ ID NO 4
<211> LENGTH: 30
<212> TYPE: RNA

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: #3 Target segment-RNAs for ZsGreenl assembly

(5' to 3')
<400> SEQUENCE: 4
ggacggccac aaguucguga
<210> SEQ ID NO 5

<211> LENGTH: 30
<212> TYPE: RNA

ucaccggcga

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: #4 Target segment-RNAs for ZsGreenl assembly

(5' to 3')

<400> SEQUENCE: 5

gggcaucgge uaccccuuca

<210> SEQ ID NO 6

<211> LENGTH: 48
<212> TYPE: RNA

agggcaagca

ggcgagggca tceggctacce
ggeggecect tgeccttege
gtgttcaccyg agtaccccca
tacacctggg accgctectt
atcaccgtga gcgtggagga
ttcececegeeyg acggeccegt
aagatcatcce ccgtgeccaa
ctgaaggacg gtggccgett
cccegcaaga tgcccgactyg
gacgccaaga accagaagtg

cectga

120

180

240

300

360

420

480

540

600

660

706

39

36

30

30
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-continued

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: #5 Target segment-RNAs for ZsGreenl assembly
(5' to 3')

<400> SEQUENCE: 6

ggccaucaac cugugcgugg uggagggcgg ccccuugeae uucgecga 48

<210> SEQ ID NO 7

<211> LENGTH: 57

<212> TYPE: RNA

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: #6 Target segment-RNAs for ZsGreenl assembly
(5' to 3')

<400> SEQUENCE: 7

ggacaucuug uccgccgccu ucauguacgg caaccgcegug uucaccgagu accecca 57

<210> SEQ ID NO 8

<211> LENGTH: 37

<212> TYPE: RNA

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: #7 Target segment-RNAs for ZsGreenl assembly
(5' to 3')

<400> SEQUENCE: 8

ggacaucguc gacuacuuca agaacuccug ccccged 37

<210> SEQ ID NO 9

<211> LENGTH: 32

<212> TYPE: RNA

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: #8 Target segment-RNAs for ZsGreenl assembly
(5' to 3')

<400> SEQUENCE: 9

ggcuacaccu gggaccgcuc cuuccuguuc ga 32

<210> SEQ ID NO 10

<211> LENGTH: 45

<212> TYPE: RNA

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: #9 Target segment-RNAs for ZsGreenl assembly
(5' to 3')

<400> SEQUENCE: 10

ggacggcgee gugugcaucu gcaacgccga caucaccgug agegu 45

<210> SEQ ID NO 11

<211> LENGTH: 37

<212> TYPE: RNA

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: #10 Target segment-RNAs for ZsGreenl assembly
(5' to 3')

<400> SEQUENCE: 11

ggaggagaac ugcauguacc acgaguccaa guucuac 37
<210> SEQ ID NO 12

<211> LENGTH: 52

<212> TYPE: RNA
<213> ORGANISM: Artificial Sequence
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-continued

<220> FEATURE:
<223> OTHER INFORMATION: #11 Target segment-RNAs for Zg=sGreenl assembly
(5' to 3')

<400> SEQUENCE: 12

ggcgugaacu ucccegecga cggcecccegug augaagaaga ugaccgacaa cu 52

<210> SEQ ID NO 13

<211> LENGTH: 40

<212> TYPE: RNA

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: #12 Target segment-RNAs for ZsGreenl assembly
(5' to 3')

<400> SEQUENCE: 13

gggagcccue cugcgagaag aucauccccyg ugcccaagca 40

<210> SEQ ID NO 14

<211> LENGTH: 42

<212> TYPE: RNA

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: #1232 Target segment-RNAs for ZsGreenl assembly
(5' to 3')

<400> SEQUENCE: 14

gggcaucuug aagggcgacg ugagcaugua ccugcugcug aa 42

<210> SEQ ID NO 15

<211> LENGTH: 42

<212> TYPE: RNA

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: #14 Target segment-RNAs for ZsGreenl assembly
(5' to 3')

<400> SEQUENCE: 15

ggacggugge cgcuugegeu gcecaguucga caccguguac aa 42

<210> SEQ ID NO 16

<211> LENGTH: 32

<212> TYPE: RNA

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: #15 Target segment-RNAs for AsGreenl assembly
(5' to 3')

<400> SEQUENCE: 16

ggccaaguce gugccccegea agaugceccga cu 32

<210> SEQ ID NO 17

<211> LENGTH: 31

<212> TYPE: RNA

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: #16 Target segment-RNAs for ZsGreenl assembly
(5' to 3')

<400> SEQUENCE: 17

ggcacuucau ccagcacaag cugacccgeg a 31

<210> SEQ ID NO 18

<211> LENGTH: 58

<212> TYPE: RNA

<213> ORGANISM: Artificial Sequence
<220> FEATURE:
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-continued

<223> OTHER INFORMATION: #17 Target segment-RNAs for ZsGreenl assembly
(5' to 3')

<400> SEQUENCE: 18

ggaccgcage gacgccaaga accagaagug gcaccugacce gagcacgcca ucgccucc 58

<210> SEQ ID NO 19

<211> LENGTH: 18

<212> TYPE: RNA

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: #18 Target segment-RNAs for ZsGreenl assembly
(5' to 3')

<400> SEQUENCE: 19

ggcuccgecu ugcccuga 18

<210> SEQ ID NO 20

<211> LENGTH: 32

<212> TYPE: RNA

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: #1 Target splint-RNAs for ZsGreenl assembly
(5' to 3')

<400> SEQUENCE: 20

gggcacggee ugaccaagga gaugaccaug aa 32

<210> SEQ ID NO 21

<211> LENGTH: 32

<212> TYPE: RNA

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: #2 Target splint-RNAs for ZsGreenl assembly
(5' to 3')

<400> SEQUENCE: 21

ggcauggagg gcugcgugga cggccacaag uu 32

<210> SEQ ID NO 22

<211> LENGTH: 32

<212> TYPE: RNA

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: #3 Target splint-RNAs for ZsGreenl assembly
(5' to 3')

<400> SEQUENCE: 22

ggcgugauca ccggcegaggg caucggcuac cc 32

<210> SEQ ID NO 23

<211> LENGTH: 32

<212> TYPE: RNA

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: #4 Target splint-RNAs for ZsGreenl assembly
(5' to 3')

<400> SEQUENCE: 23

ggcuucaagg gcaagcaggc caucaaccug ug 32

<210> SEQ ID NO 24

<211> LENGTH: 32

<212> TYPE: RNA

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: #5 Target splint-RNAs for ZsGreenl assembly
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-continued
(5" to 3')
<400> SEQUENCE: 24
ggcuugcccu ucgccgagga caucuugucc gc 32

<210> SEQ ID NO 25

<211> LENGTH: 32

<212> TYPE: RNA

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: #6 Target splint-RNAs for ZsGreenl assembly
(5' to 3')

<400> SEQUENCE: 25

ggcaccgagu acccccagga caucgucgac ua 32

<210> SEQ ID NO 26

<211> LENGTH: 32

<212> TYPE: RNA

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: #7 Target splint-RNAs for ZsGreenl assembly
(5' to 3')

<400> SEQUENCE: 26

ggaacuccug ccccgeegge uacaccuggyg ac 32

<210> SEQ ID NO 27

<211> LENGTH: 32

<212> TYPE: RNA

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: #8 Target splint-RNAs for ZsGreenl assembly
(5' to 3')

<400> SEQUENCE: 27

ggcuccuuce uguucgagga cggcgcecgug ug 32

<210> SEQ ID NO 28

<211> LENGTH: 32

<212> TYPE: RNA

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: #9 Target splint-RNAs for ZsGreenl assembly
(5' to 3')

<400> SEQUENCE: 28

ggcaucaccg ugagcgugga ggagaacugc au 32

<210> SEQ ID NO 29

<211> LENGTH: 32

<212> TYPE: RNA

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: #10 Target splint-RNAs for ZsGreenl assembly
(5' to 3')

<400> SEQUENCE: 29

gggaguccaa guucuacggc gugaacuucc cc 32

<210> SEQ ID NO 30

<211> LENGTH: 32

<212> TYPE: RNA

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: #11 Target splint-RNAs for ZsGreenl assembly
(5' to 3')
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<400> SEQUENCE: 30

ggagaugacc gacaacuggg agcccuccug cg 32

<210> SEQ ID NO 31

<211> LENGTH: 32

<212> TYPE: RNA

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: #12 Target splint-RNAs for ZsGreenl assembly
(5' to 3')

<400> SEQUENCE: 31

ggcceeguge ccaagcaggg caucuugaag gg 32

<210> SEQ ID NO 32

<211> LENGTH: 32

<212> TYPE: RNA

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: #1323 Target splint-RNAs for ZsGreenl assembly
(5' to 3')

<400> SEQUENCE: 32

ggguaccuge ugcugaagga cgguggcecge uu 32

<210> SEQ ID NO 33

<211> LENGTH: 32

<212> TYPE: RNA

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: #14 Target splint-RNAs for ZsGreenl assembly
(5' to 3')

<400> SEQUENCE: 33

ggcgacaccg uguacaaggc caaguccgug cc 32

<210> SEQ ID NO 34

<211> LENGTH: 32

<212> TYPE: RNA

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: #15 Target splint-RNAs for ZsGreenl assembly
(5' to 3')

<400> SEQUENCE: 34

gggcaagaug cccgacugge acuucaucca gc 32

<210> SEQ ID NO 35

<211> LENGTH: 32

<212> TYPE: RNA

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: #16 Target splint-RNAs for ZsGreenl assembly
(5' to 3')

<400> SEQUENCE: 35

ggcaagcuga cccgcegagga ccegcagcegac go 32

<210> SEQ ID NO 36

<211> LENGTH: 32

<212> TYPE: RNA

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: #17 Target splint-RNAs for ZsGreenl assembly
(5' to 3')
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-continued

42

<400> SEQUENCE: 36

ggcacgccau cgecucegge uccgecuuge cc

<210> SEQ ID NO 37

<211> LENGTH: 18

<212> TYPE: DNA

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: ZsG-F RT-PCR primer

<400> SEQUENCE: 37

atggcccagt ccaagcac

<210> SEQ ID NO 38

<211> LENGTH: 35

<212> TYPE: DNA

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: ZsG-R-w-6His RT-PCR Primer

<400> SEQUENCE: 38

ctagtggtga tggtgatgat ggggcaagge ggage

<210> SEQ ID NO 39

<211> LENGTH: 49

<212> TYPE: DNA

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: T7P-ZsG-F RT-PCR primer

<400> SEQUENCE: 39

cagtaatacg actcactata ggtcgccace atggeccagt ccaagcacg

<210> SEQ ID NO 40

<211> LENGTH: 17

<212> TYPE: DNA

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: ZsG-R RT-PCR primer

<400> SEQUENCE: 40

tcagggcaag gcggagce

<210> SEQ ID NO 41

<211> LENGTH: 22

<212> TYPE: DNA

<213> ORGANISM: Artificial Sequence
<220> FEATURE:

<223> OTHER INFORMATION: FAM(6-carboxyfluorescein) RT-PCR primer

<400> SEQUENCE: 41

cagtaatacg actcactata gg

<210> SEQ ID NO 42

<211> LENGTH: 48

<212> TYPE: DNA

<213> ORGANISM: Artificial Sequence
<220> FEATURE:

<223> OTHER INFORMATION: #1 Sequences on the microarray

<400> SEQUENCE: 42

ccactgttge aaagttatac tcttgcaggt catcggectt tttttttt

<210> SEQ ID NO 43
<211> LENGTH: 48

32

18

35

49

17

22

48
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<212> TYPE: DNA

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: #2 Sequences on the microarray (5' to 3')

<400> SEQUENCE: 43

actcttgcag gtcacggece actgttgcaa agttatcett tttttttt

<210> SEQ ID NO 44

<211> LENGTH: 69

<212> TYPE: DNA

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: #3 Sequences on the microarray (5' to 3')

<400> SEQUENCE: 44
ttggtcagge cgtgcttgga ctgggecatg gtggegaccet atagtgagte gtattactgt

(o ol ol o of o of o of

<210> SEQ ID NO 45

<211> LENGTH: 65

<212> TYPE: DNA

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: #4 Sequences on the microarray (5' to 3')

<400> SEQUENCE: 45
acgcagccect ccatgeggte ttcatggtca tctectatag tgagtegtat tactgttttt

tteee

<210> SEQ ID NO 46

<211> LENGTH: 60

<212> TYPE: DNA

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: #5 Sequences on the microarray (5' to 3')

<400> SEQUENCE: 46

tcgecggtga tcacgaactt gtggeegtee tatagtgagt cgtattactg tttttttttt

<210> SEQ ID NO 47

<211> LENGTH: 60

<212> TYPE: DNA

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: #6 Sequences on the microarray (5' to 3')

<400> SEQUENCE: 47

tgettgeccet tgaaggggta geccgatgecce tatagtgagt cgtattactyg tttttttttt
<210> SEQ ID NO 48

<211> LENGTH: 78

<212> TYPE: DNA

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: #7 Sequences on the microarray (5' to 3')
<400> SEQUENCE: 48

tcggegaagyg gcaaggggece gecctecace acgcacaggt tgatggecta tagtgagteg
tattactgtt tttttttt
<210> SEQ ID NO 49

<211> LENGTH: 87
<212> TYPE: DNA

48

60

69

60

65

60

60

60

78
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<213>

ORGANISM: Artificial Sequence

<220> FEATURE:
<223> OTHER INFORMATION: #8 Sequences on the microarray

<400> SEQUENCE: 49

tgggggtact cggtgaacac geggttgeeg tacatgaagg cggeggacaa gatgtcctat

agtgagtcgt attactgttt ttttttt

<210>
<211>
<212>
<213>
<220>
<223>

<400>

SEQ ID NO 50

LENGTH: 67

TYPE: DNA

ORGANISM: Artificial Sequence

FEATURE:

OTHER INFORMATION: #9 Sequences on the microarray (5' to 3')

SEQUENCE: 50

ggcggggcag gagttcttga agtagtcgac gatgtcctat agtgagtcegt attactgttt

tteeeee

<210>
<211>
<212>
<213>
<220>
<223>

<400>

SEQ ID NO 51

LENGTH: 62

TYPE: DNA

ORGANISM: Artificial Sequence

FEATURE:

OTHER INFORMATION: #10 Sequences on the microarray (5'

SEQUENCE: 51

tcgaacagga aggagcggte ccaggtgtag cctatagtga gtcegtattac tgtttttttt

tt

<210>
<211>
<212>
<213>
<220>
<223>

<400>

SEQ ID NO 52

LENGTH: 75

TYPE: DNA

ORGANISM: Artificial Sequence

FEATURE:

OTHER INFORMATION: #11 Sequences on the microarray (5'

SEQUENCE: 52

acgctcacgg tgatgtegge gttgcagatg cacacggege cgtectatag tgagtcegtat

tactgttttt ttttt

<210>
<211>
<212>
<213>
<220>
<223>

<400>

SEQ ID NO 53

LENGTH: 67

TYPE: DNA

ORGANISM: Artificial Sequence

FEATURE:

OTHER INFORMATION: #12 Sequences on the microarray (5'

SEQUENCE: 53

gtagaacttg gactcgtggt acatgcagtt ctectectat agtgagtcegt attactgttt

tteeeee

<210>
<211>
<212>
<213>
<220>
<223>

<400>

SEQ ID NO 54

LENGTH: 82

TYPE: DNA

ORGANISM: Artificial Sequence

FEATURE:

OTHER INFORMATION: #13 Sequences on the microarray

SEQUENCE: 54

agttgtcggt catcttette atcacgggge cgteggeggg gaagttcacg cctatagtga

gtcgtattac tgtttttttt tt

to 3')

to 3')

to 3')

60

87

60

67

60

62

60

75

60

67

60

82
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<210>
<211>
<212>
<213>
<220>
<223>

<400>

SEQ ID NO 55

LENGTH: 70

TYPE: DNA

ORGANISM: Artificial Sequence

FEATURE:

OTHER INFORMATION: #14 Sequences on the microarray (5' to 3')

SEQUENCE: 55

tgcttgggca cggggatgat cttetegeag gagggctcee tatagtgagt cgtattactg

(o ol ol o o o o o o of

<210>
<211>
<212>
<213>
<220>
<223>

<400>

SEQ ID NO 56

LENGTH: 72

TYPE: DNA

ORGANISM: Artificial Sequence

FEATURE:

OTHER INFORMATION: #15 Sequences on the microarray

SEQUENCE: 56

ttcagcagca ggtacatget cacgtegece ttcaagatge cctatagtga gtegtattac

tgtttttttt tt

<210>
<211>
<212>
<213>
<220>
<223>

<400>

SEQ ID NO 57

LENGTH: 72

TYPE: DNA

ORGANISM: Artificial Sequence

FEATURE:

OTHER INFORMATION: #16 sequences on the microarray (5' to 3')

SEQUENCE: 57

ttgtacacgg tgtcgaactg gcagecgcaag cggccaccgt cctatagtga gtegtattac

tgtttttttt tt

<210>
<211>
<212>
<213>
<220>
<223>

<400>

SEQ ID NO 58

LENGTH: 62

TYPE: DNA

ORGANISM: Artificial Sequence

FEATURE:

OTHER INFORMATION: #17 Sequences on the microarray (5' to 3')

SEQUENCE: 58

agtcgggeat cttgegggge acggacttgg cctatagtga gtcegtattac tgtttttttt

tt

<210>
<211>
<212>
<213>
<220>
<223>

<400>

SEQ ID NO 59

LENGTH: 61

TYPE: DNA

ORGANISM: Artificial Sequence

FEATURE:

OTHER INFORMATION: #18 Sequences on the microarray (5' to 3')

SEQUENCE: 59

tcgegggtea gettgtgetyg gatgaagtge ctatagtgag tegtattact gttttttttt

t

<210>
<211>
<212>
<213>
<220>
<223>

SEQ ID NO 60

LENGTH: 88

TYPE: DNA

ORGANISM: Artificial Sequence
FEATURE:

OTHER INFORMATION: #19 Sequences on the microarray (5' to 3')

60

70

60

72

60

72

60

62

60

61
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-continued

50

<400>

SEQUENCE: 60

ggaggcgatyg gegtgctcegg tcaggtgcca cttetggtte ttggegtege tgeggtecta

tagtgagtcg tattactgtt tttttttt

<210>
<211>
<212>
<213>
<220>
<223>

<400>

SEQ ID NO 61

LENGTH: 48

TYPE: DNA

ORGANISM: Artificial Sequence

FEATURE:

OTHER INFORMATION: #20 Sequences on the microarray (5'

SEQUENCE: 61

tcagggcaag gcggagecta tagtgagteg tattactgtt tttttttt

<210>
<211>
<212>
<213>
<220>
<223>

<400>

SEQ ID NO 62

LENGTH: 62

TYPE: DNA

ORGANISM: Artificial Sequence

FEATURE:

OTHER INFORMATION: #21 Sequences on the microarray (5'

SEQUENCE: 62

to 3')

to 3')

gecacggectyg accaaggaga tgaccatgaa cctatagtga gtegtattac tgtttttttt

tt

<210>
<211>
<212>
<213>
<220>
<223>

<400>

SEQ ID NO 63

LENGTH: 62

TYPE: DNA

ORGANISM: Artificial Sequence

FEATURE:

OTHER INFORMATION: #22 Sequences on the microarray (5'

SEQUENCE: 63

to 3')

catggagggce tgcgtggacg gecacaagtt cctatagtga gtcegtattac tgtttttttt

tt

<210>
<211>
<212>
<213>
<220>
<223>

<400>

SEQ ID NO 64

LENGTH: 60

TYPE: DNA

ORGANISM: Artificial Sequence

FEATURE:

OTHER INFORMATION: #23 Sequences on the microarray (5'

SEQUENCE: 64

to 3')

cgtgatcace ggcgagggca tcggctacce tatagtgagt cgtattactg tttttttttt

<210>
<211>
<212>
<213>
<220>
<223>

<400>

SEQ ID NO 65

LENGTH: 62

TYPE: DNA

ORGANISM: Artificial Sequence

FEATURE:

OTHER INFORMATION: #24 Sequences on the microarray (5'

SEQUENCE: 65

to 3')

cttcaaggge aagcaggcca tcaacctgtg cctatagtga gtegtattac tgtttttttt

tt

<210>
<211>
<212>
<213>
<220>
<223>

SEQ ID NO 66

LENGTH: 61

TYPE: DNA

ORGANISM: Artificial Sequence
FEATURE:

OTHER INFORMATION: #25 Sequences on the microarray (5'

to 3')

60

88

48

60

62

60

62

60

60

62
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<400>

SEQUENCE: 66

cttgcectte gecgaggaca tcettgteege ctatagtgag tegtattact gttttttttt

t

<210>
<211>
<212>
<213>
<220>
<223>

<400>

SEQ ID NO 67

LENGTH: 62

TYPE: DNA

ORGANISM: Artificial Sequence

FEATURE:

OTHER INFORMATION: #26 Sequences on the microarray (5' to 3')

SEQUENCE: 67

caccgagtac ccccaggaca tegtcgacta cctatagtga gtegtattac tgtttttttt

tt

<210>
<211>
<212>
<213>
<220>
<223>

<400>

SEQ ID NO 68

LENGTH: 61

TYPE: DNA

ORGANISM: Artificial Sequence

FEATURE:

OTHER INFORMATION: #27 Sequences on the microarray (5' to 3')

SEQUENCE: 68

aactcetgee ccgeeggeta cacctgggac ctatagtgag tegtattact gttttttttt

t

<210>
<211>
<212>
<213>
<220>
<223>

<400>

SEQ ID NO 69

LENGTH: 62

TYPE: DNA

ORGANISM: Artificial Sequence

FEATURE:

OTHER INFORMATION: #28 Sequences on the microarray (5' to 3')

SEQUENCE: 69

ctecettectyg ttegaggacyg gegecgtgtyg cctatagtga gtegtattac tgtttttttt

tt

<210>
<211>
<212>
<213>
<220>
<223>

<400>

SEQ ID NO 70

LENGTH: 62

TYPE: DNA

ORGANISM: Artificial Sequence

FEATURE:

OTHER INFORMATION: #29 Sequences on the microarray (5' to 3')

SEQUENCE: 70

catcaccgtyg agcegtggagg agaactgecat cctatagtga gtcegtattac tgtttttttt

tt

<210>
<211>
<212>
<213>
<220>
<223>

<400>

SEQ ID NO 71

LENGTH: 60

TYPE: DNA

ORGANISM: Artificial Sequence

FEATURE:

OTHER INFORMATION: #30 Sequences on the microarray (5'

SEQUENCE: 71

gagtccaagt tctacggegt gaacttcccce tatagtgagt cgtattactg tttttttttt

<210>
<211>
<212>

SEQ ID NO 72
LENGTH: 62
TYPE: DNA

to 3')

60

61

60

62

60

61

60

62

60

62

60



53

-continued

US 9,873,900 B2

54

<213> ORGANISM: Artificial Sequence

<220>

FEATURE:

<223> OTHER INFORMATION: #31 Sequences on the microarray (5'

<400>

SEQUENCE: 72

to 3')

agatgaccga caactgggag ccctectgeg cctatagtga gtcegtattac tgtttttttt

tt

<210>
<211>
<212>
<213>
<220>
<223>

<400>

SEQ ID NO 73
LENGTH: 62
TYPE: DNA

ORGANISM: Artificial Sequence

FEATURE:

OTHER INFORMATION: #32 Sequences on the microarray (5'

SEQUENCE: 73

to 3')

ccecegtgece aagcagggcea tcettgaaggg cctatagtga gtegtattac tgtttttttt

tt

<210>
<211>
<212>
<213>
<220>
<223>

<400>

SEQ ID NO 74
LENGTH: 62
TYPE: DNA

ORGANISM: Artificial Sequence

FEATURE:

OTHER INFORMATION: #33 Sequences on the microarray (5'

SEQUENCE: 74

to 3')

gtacctgetyg ctgaaggacg gtggcegett cctatagtga gtegtattac tgtttttttt

tt

<210>
<211>
<212>
<213>
<220>
<223>

<400>

SEQ ID NO 75
LENGTH: 60
TYPE: DNA

ORGANISM: Artificial Sequence

FEATURE:

OTHER INFORMATION: #34 Sequences on the microarray (5'

SEQUENCE: 75

to 3')

cgacaccgtyg tacaaggcca agtccgtgece tatagtgagt cgtattactg tttttttttt

<210>
<211>
<212>
<213>
<220>
<223>

<400>

SEQ ID NO 76
LENGTH: 61
TYPE: DNA

ORGANISM: Artificial Sequence

FEATURE:

OTHER INFORMATION: #35 Sequences on the microarray (5'

SEQUENCE: 76

to 3')

gcaagatgce cgactggcac ttcatccage ctatagtgag tegtattact gttttttttt

t

<210>
<211>
<212>
<213>
<220>
<223>

<400>

SEQ ID NO 77
LENGTH: 61
TYPE: DNA

ORGANISM: Artificial Sequence

FEATURE:

OTHER INFORMATION: #36 Sequences on the microarray (5'

SEQUENCE: 77

to 3')

caagctgace cgcgaggacce gcagcgacge ctatagtgag tegtattact gttttttttt

t

60

62

60

62

60

62

60

60

61

60

61
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<210>
<211>
<212>
<213>
<220>
<223>

<400>

SEQ ID NO 78

LENGTH: 60

TYPE: DNA

ORGANISM: Artificial Sequence

FEATURE:

OTHER INFORMATION: #37 Sequences on the microarray (5' to 3')

SEQUENCE: 78

cacgccateg ccteeggete cgecttgece tatagtgagt cgtattactg tttttttttt

<210>
<211>
<212>
<213>
<220>
<223>

<400>

SEQ ID NO 79

LENGTH: 10

TYPE: DNA

ORGANISM: Artificial Sequence

FEATURE:

OTHER INFORMATION: Kozak consensus sequence

SEQUENCE: 79

ggtcgecace

<210>
<211>
<212>
<213>
<220>
<223>

<400>

SEQ ID NO 80

LENGTH: 22

TYPE: DNA

ORGANISM: Artificial Sequence

FEATURE:

OTHER INFORMATION: T7 RNAP promoter complement

SEQUENCE: 80

gtcattatge tgagtgatat cc

<210>
<211>
<212>
<213>
<220>
<223>

<400>

SEQ ID NO 81

LENGTH: 22

TYPE: DNA

ORGANISM: Artificial Sequence

FEATURE:

OTHER INFORMATION: T7 RNAP promoter in solution

SEQUENCE: 81

cagtaatacg actcactata gg

<210>
<211>
<212>
<213>
<220>
<223>

<400>

SEQ ID NO 82
LENGTH: 714

TYPE: DNA

ORGANISM: Artificial Sequence

FEATURE:

OTHER INFORMATION: ZsGreenl target sedquence

SEQUENCE: 82

atggcccagt ccaagcacgg cctgaccaag gagatgacca tgaagtaccg catggaggge

tgcgtggacyg gccacaagtt cgtgatcace ggegagggea teggctacce cttcaaggge

aagcaggcca tcaacctgtg cgtggtggag ggeggecccet tgcecttege cgaggacatce

ttgtcegeeg cctteatgta cggcaaccge gtgttcaceg agtaccceca ggacatcegte

gactacttca agaactcctg cccegecgge tacacctggg accgetectt cctgttegag

gacggcegecg tgtgcatctg caacgccgac atcaccgtga gegtggagga gaactgeatg

taccacgagt ccaagttcta cggegtgaac ttececegeeg acggcccegt gatgaagaag

atgaccgaca actgggagece ctectgegag aagatcatece cegtgeccaa gcagggcate

ttgaagggcg acgtgagcat gtacctgetg ctgaaggacg gtggcegett gegetgecag

60

10

22

22

60

120

180

240

300

360

420

480

540
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58

-continued

ttcgacaccg tgtacaagge caagtcegtg ccecgcaaga tgcccgactyg gcacttcate
cagcacaagc tgacccgega ggaccgcage gacgcecaaga accagaagtg gcacctgacce

gagcacgcca tcgectecegg cteegecttyg ccccatcate accatcacca ctag

600

660

714

What is claimed is:

1. An oligonucleotide array for RNA-mediated assembly

of a target RNA molecule, comprising:

(a) a plurality of first surface-bound oligonucleotides each
having a segment sequence corresponding to a portion
of a target RNA and a complementary RNAP promoter
sequence operably-linked to said segment sequence’s 3'
termini, wherein two or more of the segment sequences
correspond to different portions of the target RNA; and

(b) a plurality of second surface-bound oligonucleotides
each having a splint sequence corresponding to a
portion of the target RNA that complements and par-
tially overlaps at least two of the two or more segment
sequences of the first surface-bound oligonucleotides
corresponding to different portions of the target RNA,
said second surface-bound oligonucleotides including
an RNAP promoter sequence operably-linked to their
splint sequence’s 3' termini,

wherein said first and second surface-bound oligonucle-
otides are linked at their 3' termini to a surface of the
oligonucleotide array.

20

25

30

2. The oligonucleotide array according to claim 1,
wherein the 5' end of each segment sequence and each splint
sequence corresponds to a GG dinucleotide in the target
RNA molecule.

3. The oligonucleotide array according to claim 1,
wherein the target RNA molecule is a full-length RNA
transcript of a gene.

4. The oligonucleotide array according to claim 1,
wherein the oligonucleotide array’s surface comprises a
silanized glass or amorphous carbon deposited on a gold
film.

5. The oligonucleotide array according to claim 1,
wherein said surface-bound oligonucleotides include a
spacer, a T7 RNAP promoter sequence, a CC dinucleotide
and either the segment sequence or the splint sequence.

6. The oligonucleotide array according to claim 1,
wherein oligonucleotide array further comprises a third
oligonucleotide encoding an RNAP promoter sequence to
the complementary RNAP promoter sequence of the first
and second surface-bound oligonucleotides to yield double-
stranded RNAP promoters.

#* #* #* #* #*
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