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(57) ABSTRACT 

The invention provides DNA compositions that relate to 
transgenic insect resistant maize plants. Also provided are 
assays for detecting the presence of the maize DAS-59l22-7 
event based on the DNA sequence of the recombinant con 
struct inserted into the maize genome and the DNA sequences 
?anking the insertion site. Kits and conditions useful in con 
ducting the assays are provided. 
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CGCATGGCAC 
TGGGGCAACC 
CCAAGCCCGG 

CGGACGACAT 
TGCGCAGCTA 
GCACGTCCCC 
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GAGCGAGATT 
ACGCAGGGAT 
AGGCAGGTTG 

GGCCCTGGTT CCACCAGCGG ATGCATGCAG TGAAGCGGGG ACGGAGAGAC 
AAGCCGAGGG 
AGAATCTAGA 
TGGGGGGAGA 

CGCGGGTGGG 
GGCATCGAGA 
CAAACCGCGG 

AATGGCGTCC 
TTCGAGAAGC 
GGCTGAGCGC 

GGGAGGACGA 
CGACGGAGAC 
CGTTGATATG 

GTGGAGGAGA 
AAGATTCGTG 
GGATCAGACG 

GTGTGGATAA AAAAAGTGAC GTTGATAGAA CGTCTGGCCA GTGAAAAAAC 
AAAACAACTC CAACAAAATA CTTTAAAAGC TCTTATACCC TAAATGTAGG 
GGATCAAACA 
TAAATTTAGA 

CGTCTCTACA 
GAACGCTACT 

CTATTTAGCA 
AGATTCTCTA 

GCGTCCTCTA 
TATATAGTTT 

AATGATCCTC 
CTCTAAACGA 

TCTTTTATCC ATTTAAATAC TTTAAATAAC CGGTTTAACA AAACTAAAAT 
ATATACAATA 
AATAAAATAA 
ATGATGTATA 

CATTTGAGAG 
TGTATTAGTC 
GCTCTCATGT 

TATGACAAAT 
TACTTTGAAT 
GCGTTGAGAA 

ACGTATGTAT 
CTTCTTTTCT 
AAAAGTTAGA 

AAAAATAAAA 
TCATAATATA 
GCTAGACGTT 

TAATGTGTAG 
TGGAGGTTCC. 
TCAGCAATTT 
AATCTATGGT 
TATATATAAA 
ACTAAGAAGG 

TGACAGTCTT 
ATCAGAAAGT 
CTGGGAACAC 
TATAACTTAT 
AACTGAAGGA 
TTGTGCAAAG 

CGACGAAATC 
CCCCTGAAAA 
AAATATTCTT 
AATAACATGA 
AGCCATATAT 
CTTGCACTGC 

TCCCTAATGA 
GAGGCATTTA 
TTGTTATCAC 
AAAAATAATT 
ACTAACATAA 
TCCAAAATAC 

GATGAATTAC 
TTTAGTTTAG 
CACTATTAAA 
TAGCATCCCA 
GTTAGGAGAA 
TGCAAACAAC 

CACTCTCCTC 
TATTTGTCGC 
AGAACAGATA 
GCGCAGAGCT 

TACCAACCAA 
ATTTTAGTTT 
TAGTATATAC 
TTCACTGTTC 

AGAAACTCAT 
AAAAATGAAC 
TAACATAACT 
CAAATTACTG 

GTACTCCCTC 
TAGCAGTCGA 
TAGGAGATAC 
CAAAGCCTCT 

CGTTCTTTTT 
CAAATATTCG 
TAAGAAAGTT 
CCCCTCTGCC 

AGTACATCTA 
GCCACTTCTT 
TTTTTGTGCA 
TCCGATATGC 
AATGTTAGGA 
GGGATCACCT 
CTTGCTAAAT 
AAATTACTGC 
TAGGATTAAA 

CGAGATGTTT 
GTCATAGATT 
TCCATGCTTT 
TCTACATAAT 
ATTTCAATAG 
TAATGTGTTG 
TTGAACTACA 
TCATACACGT 
GGATTTGTAA 

CAGTTAAACA 
GTGTGGTCAA 
TGTATTAAAA 
GACAATCAAC 
CTACGAACAC 
TTGATGTAAG 
CAAAACCACT 
TAGCATCTGT 
AAGATATGCC 

AAGATTCAGA 
CCAACCCATT 
CATCAGTTAT 
TTGGTGTTCA. 
TTCAATAGAA 
GAGAAGAATC 
GCACTGAGGA 
TCAGATACTG 
CAATCATTCA 

CAAGTGATGA 
GATGCCACGG 
GTTTACCATG 
TTATATTTAC 
GTGCCTTTGT 
TTAATTTACT 
TTGTCCTAAT 
AGCTAATCCC 
TTTTAGTTAT 

TTATTTCTTA GTTATCCACT TGAAGATTTA CATACATTTG AAATAAATTT 
CTTAGAGGTA 
TTTCTTCTTT 

AAGTGAAAAT 
TTCCTAATTT 

CAGTTATTTA 
TTCCTTGTAT 

AATACATTTT 
TTGAAGTCTG 

AGTTATTTAT 
AAAAGATAAC 

TTTGCCCTTA 
CTTTGTCCCC 
CTGCAAAATC 
GTCACCTCGA 
CTCTCTCGGA 
ACCGCGCTCA 
TGGACCTTTG 
TGGAGCAAAC 
GCGGGATCGC 
CAGTCGAGCT 
TACTTGAAAA 
CAATTGGAAG 
GGCAAAACTA 
GTACTCACCA 

TACATATTTT 
TGATCGTGCA. 
ATGGCTGGGG 
GTCCCGCACC 
CGATCGCCAA 
TGCGCCGTAG 
CAAGTTTAGG 
GACCAAAAAT 
ATGCGGCGGC 
CCATTGGAAC 
AATAGGAAAA 
ATGTTATGAA 
TGAATCTTTT 
ACATTGGTGC 

ATCTTCTACG 
GCAATTAGTG 
CTTCGTCCTC 
GACCTCAGTG 
AGACGGATAA 
CAGACTCCTA 
ATTGGAACCA 
TCACAAGGAT 
GGCGGCCGGG 
GTAGAAATAC 
AGAAGAAAAT 
TCTTGTTTTT 
TGTTTGAAGT 
GCACCTGTGA 

TACGCATCTG 
CTATGAATCG 
GAGTCGTCCT 
CTTGTTCTTG 
GGCCGAAGCC 
CATAGCAGGG 
GCGACCAGAA 
TGGCGGCTGA 
GCGAGCACGG 
TTAAGGGCAA 
ACATGAAATG 
GCAAAGCGAA 
CCCAAATATA 
TTGGCTCATA 

AACAACGTCT 
CGTTTAAGCG 
GCTGCTCGAT 
TTGGAGCCAC 
GTCACTTCAG 
CCAGGGTATG 
TCCACAAGAT 
CATTGCCAGC 
GAGCAGGCGA 
GGTCTCCAAA 
ATATTGAAAT 
CGATTCAGAT 
AAATTTTCTC 
AAAATTCTTG 
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Figural con?nued 

11251 TTcggggccw TCTCAGTAAT CTCAGCAGCA 0100000060 1610000000 
11301 CTrcnscccc TTCATCAACT wrscnnnwsw GTCABGCTGT escawcnsrc 
11351 CTGCCTCTRG CATGTCTAAG CMTACAGGC AGGCCTCC'I'T GRCATGT‘I‘TC 
11001 wrcscaanca GchAmsAAT ccnsamncwc CATGCACTCA CATTGAGCTC 
11151 0005000010 0100000500 arwiccnnnc nmccwwmsca ascrcnnsww 
11501 0000000060 EiEEin?bcn 0100000001 hterHEEhc'cccnrnrfEE 
11551 ssraccncan nsnccccccr cccnnccnvs TCTTTAAAAT ancrncnrsc 
11501 CTCAATCAGC anncccrscc cancnnsccc narcaccacc amnscnnnmc 
11551 wnmcsnccnc AGGACTGAGC ccaccncrwr ccnrcwcarw ccncnnrswc 
11701 nwcscmwscw TGGTCTCCCC ansccwccns sccanccenn'wcnccncnwr 
11751 GTATATC'I‘TG AGATCTGGTG GACACCGGCA CTCCCGCBTC CTCTCCATCB 
11001 0010000505 Cchrcnasc TGCTCCTTCT 0010010100 TACAAAGAAA 
11051 ccnrssrncn csscncccwc cacccscncs ccnmcccwcc acnmnscnwc 
11901 caneaacrcs Tnccccress AT 
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CORN EVENT DAS-59122-7 AND METHODS 
FOR DETECTION THEREOF 

Matter enclosed in heavy brackets [ ] appears in the 
original patent but forms no part of this reissue speci?ca 
tion; matter printed in italics indicates the additions 
made by reissue. 

CROSS-REFERENCE TO RELATED 
APPLICATIONS 

This application claims the bene?t of Us. Provisional 
Application Ser. No. 60/614,225, ?led Sep. 29, 2004, the 
content of which is herein incorporated by reference in its 
entirety. 

FIELD OF INVENTION 

Embodiments of the present invention relate to the ?eld of 
plant molecular biology, speci?cally an embodiment of the 
invention relates to a DNA construct for conferring insect 
resistance to a plant. Embodiments of the invention more 
speci?cally relate to an insect resistant corn plant DAS 
59122-7 and to assays for detecting the presence of corn plant 
DAS-59122-7 DNA in a sample and compositions thereof. 

BACKGROUND OF INVENTION 

An embodiment of this invention relates to the insect resis 
tant corn (Zea mays) plant DAS-59122-7, also referred to as 
maize line DAS-59122-7 or maize event DAS-59122-7, and 
to the DNA plant expression construct of corn plant DAS 
59122-7 and the detection of the transgene/?anking insertion 
region in corn plant DAS-59122-7 and progeny thereof. 

Corn is an important crop and is a primary food source in 
many areas of the world. Damage caused by insect pests is a 
major factor in the loss of the world’s corn crops, despite the 
use of protective measures such as chemical pesticides. In 
view of this, insect resistance has been genetically engineered 
into crops such as corn in order to control insect damage and 
to reduce the need for traditional chemical pesticides. One 
group of genes which have been utilized for the production of 
transgenic insect resistant crops are the delta-endotoxins 
from Bacillus thuringiensis (B .t.). Delta-endotoxins have 
been successfully expressed in crop plants such as cotton, 
potatoes, rice, sun?ower, as well as corn, and have proven to 
provide excellent control over insect pests. (Perlak, F. J et a1. 
(1990) Bio/Technology 8, 939-943; Perlak, F. J. et a1. (1993) 
Plant Mol. Biol. 22: 313-321; Fujimoto H. et a1. (1993) Bio/ 
Technology 11: 1151-1155; Tu et a1. (2000) Nature Biotech 
nology 18:1101-1104; PCT publication number WO 
01/13731; and Bing J W et a1. (2000) E?icacy of Cry1F 
Transgenic Maize, 14th Biennial International Plant Resis 
tance to Insects Workshop, Fort Collins, Colo.). 

The expression of foreign genes in plants is known to be 
in?uenced by their location in the plant genome, perhaps due 
to chromatin structure (e.g., heterochromatin) or the proxim 
ity of transcriptional regulatory elements (e.g., enhancers) 
close to the integration site (Weising et al., Ann. Rev. Genet 
22:421-477, 1988). At the same time the presence of the 
transgene at different locations in the genome will in?uence 
the overall phenotype of the plant in different ways. For this 
reason, it is often necessary to screen a large number of events 
in order to identify an event characterized by optimal expres 
sion of an introduced gene of interest. For example, it has 
been ob served in plants and in other organisms that there may 

20 

25 

30 

35 

40 

45 

50 

55 

60 

65 

2 
be a wide variation in levels of expression of an introduced 
gene among events. There may also be differences in spatial 
or temporal patterns of expression, for example, differences 
in the relative expression of a transgene in various plant 
tissues, that may not correspond to the patterns expected from 
transcriptional regulatory elements present in the introduced 
gene construct. For this reason, it is common to produce 
hundreds to thousands of different events and screen those 
events for a single event that has desired transgene expression 
levels and patterns for commercial purposes. An event that 
has desired levels orpatterns of transgene expression is useful 
for introgressing the transgene into other genetic back 
grounds by sexual outcrossing using conventional breeding 
methods. Progeny of such crosses maintain the transgene 
expression characteristics of the original transforrnant. This 
strategy is used to ensure reliable gene expression in a number 
of varieties that are well adapted to local growing conditions. 

It would be advantageous to be able to detect the presence 
of a particular event in order to determine whether progeny of 
a sexual cross contain a transgene of interest. In addition, a 
method for detecting a particular event would be helpful for 
complying with regulations requiring the pre-market 
approval and labeling of foods derived from recombinant 
crop plants, for example, or for use in environmental moni 
toring, monitoring traits in crops in the ?eld, or monitoring 
products derived from a crop harvest, as well as for use in 
ensuring compliance of parties subject to regulatory or con 
tractual terms. 

It is possible to detect the presence of a transgene by any 
nucleic acid detection method known in the art including, but 
not limited to, the polymerase chain reaction (PCR) or DNA 
hybridization using nucleic acid probes. These detection 
methods generally focus on frequently used genetic elements, 
such as promoters, terrninators, marker genes, etc., because 
for many DNA constructs, the coding region is interchange 
able. As a result, such methods may not be useful for discrimi 
nating between different events, particularly those produced 
using the same DNA construct or very similar constructs 
unless the DNA sequence of the ?anking DNA adjacent to the 
inserted heterologous DNA is known. For example, an event 
speci?c PCR assay is described in Us. Pat. No. 6,395,485 for 
the detection of elite event GAT-ZM1. Accordingly, it would 
be desirable to have a simple and discriminative method for 
the identi?cation of event DAS-59122-7. 

SUMMARY OF INVENTION 

Embodiments of this invention relate to methods for pro 
ducing and selecting an insect resistant monocot crop plant. 
More speci?cally, a DNA construct is provided that when 
expressed in plant cells and plants confers resistance to 
insects. According to one aspect of the invention, a DNA 
construct, capable of introduction into and replication in a 
host cell, is provided that when expressed in plant cells and 
plants confers insect resistance to the plant cells and plants. 
The DNA construct is comprised of a DNA molecule named 
PHI17662A and it includes three (3) transgene expression 
cassettes. The ?rst expression cassette comprises a DNA mol 
ecule which includes the promoter, 5' untranslated exon, and 
?rst intron of the maize ubiquitin (Ubi-l) gene (Christensen 
etal. (1992) Plant Mol. Biol. 18:675-689 and Christensen and 
Quail (1996) Transgenic Res. 5:213-218) operably connected 
to a DNA molecule encoding a B.t. o-endotoxin identi?ed as 

Cry34Ab1 (U.S. Pat. Nos. 6,127,180, 6,624,145 and 6,340, 
593) operably connected to a DNA molecule comprising a 
Pin II transcriptional terminator isolated from potato (Gyhe 
ung An et a1. (1989) Plant Cell. 1:115-122). The second 
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transgene expression cassette of the DNA construct com 
prises a DNA molecule encoding the Wheat peroxidase pro 
moter (Hertig et al. (1991) Plant Mol. Biol. 16:171-174) 
operably connected to a DNA molecule encoding a B.t. 6-en 
dotoxin identi?ed as Cry35Ab1 (US. Pat. Nos. 6,083,499, 
6,548,291 and 6,340,593) operably connected to a DNA mol 
ecule comprising a Pin II transcriptional terminator isolated 
from potato (GyheungAn et al. (1989) Plant Cell. 1:115-122). 
The third transgene expression cassette of the DNA construct 
comprises a DNA molecule of the cauli?ower mosaic virus 
(CaMV) 35S promoter (Odell J. T. et al. (1985) Nature 313: 
810-812; Mitsuhara et al. (1996) Plant Cell Physiol. 37: 
49-59) operably connected to a DNA molecule encoding a 
phosphinothricin acetyltransferase (PAT) gene (Wohlleben 
W. et al. (1988) Gene 70: 25-37) operably connected to a 
DNA molecule comprising a 3' transcriptional terminator 
from (CaMV) 35S (see Mitsuhara et al. (1996) Plant Cell 
Physiol. 37: 49-59). Plants containing the DNA construct are 
also provided. 

According to another embodiment of the invention, com 
positions and methods are provided for identifying a novel 
corn plant designated DAS-59122-7, Which methods are 
based on primers or probes Which speci?cally recognize the 5' 
and/or 3' ?anking sequence of DAS-59122-7. DNA mol 
ecules are provided that comprise primer sequences that 
When utilized in a PCR reaction Will produce amplicons 
unique to the transgenic event DAS-59122-7. These mol 
ecules may be selected from the group consisting of: 

NO: 

(SEQ ID NO: 2) 
5'—CGTGCAAGCGCTCAATTCGCCCTATAGTG—3'; 

(SEQ ID NO: 3) 
5'—AATTGAGCGCTTGCACGTTT—3'; 

(SEQ ID NO: 4) 
5'—AACAACAAGACCGGCCACACCCTC—3'; 

(SEQ ID NO: 5) 
5'—GAGGTGGTCTGGATGGTGTAGGTCA—3'; 

(SEQ ID NO: 6) 
5'—TACAACCTCAAGTGGTTCCTCTTCCCGA—3'; 

(SEQ ID NO: 7) 
5'—GAGGTCTGGATCTGCATGATGCGGA—3'; 

(SEQ ID NO: 8) 
5'—AACCCTTAGTATGTATTTGTATT—3'; 

(SEQ ID NO: 9) 
5'—CTCCTTCAACGTTGCGGTTCTGTCAG—3'; 

(SEQ ID NO: 10) 
5'—TTTTGCAAAGCGAACGATTCAGATG—3'; 

(SEQ ID NO: 11) 
5'—GCGGGACAAGCCGTTTTACGTTT—3'; 

(SEQ ID NO: 12) 
5'—GACGGGTGATTTATTTGATCTGCAC—3'; 

(SEQ ID NO: 13) 
5'—CATCTGAATCGTTCGCTTTGCAAAA—3'; 

(SEQ ID NO: 14) 
5'—CTACGTTCCAATGGAGCTCGACTGTC—3'; 

(SEQ ID NO: 15) 
5 ' —GGTCAAGTGGACACTTGGTCACTCA—3 ' ; 
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—continued 
(SEQ ID NO: 16) 

5'—GAGTGAAGAGATAAGCAAGTCAAAG—3'; 

(SEQ ID NO: 17) 
5'—CATGTATACGTAAGTTTGGTGCTGG—3'; 

(SEQ ID NO: 18) 
5'—AATCCACAAGATTGGAGCAAACGAC—3' 

(SEQ ID NO: 36) 
5'—CGTATTACAATCGTACGCAATTCAG—3'; 

(SEQ ID NO: 37) 
5 ' —GGATAAACAAACGGGACCATAGAAG— 3 ' 

and complements thereof. The corn plant and seed compris 
ing these molecules is an embodiment of this invention. Fur 
ther, kits utilizing these primer sequences for the identi?ca 
tion of the DAS-59122-7 event are provided. 
An additional embodiment of the invention relates to the 

speci?c ?anking sequences of DAS-59122-7 described 
herein, Which can be used to develop speci?c identi?cation 
methods for DAS-59122-7 in biological samples. More par 
ticularly, the invention relates to the 5' and/ or 3' ?anking 
regions of DAS-59122-7, SEQ ID NO: 19, 5' ?anking and 
SEQ ID NO: 20, 3' ?anking, respectively, Which can be used 
for the development of speci?c primers and probes. A further 
embodiment of the invention relates to identi?cation methods 
for the presence of DAS-59122-7 in biological samples based 
on the use of such speci?c primers or probes. 

According to another embodiment of the invention, meth 
ods of detecting the presence of DNA corresponding to the 
corn event DAS-59122-7 in a sample are provided. Such 
methods comprise: (a) contacting the sample comprising 
DNA With a DNA primer set, that When used in a nucleic acid 
ampli?cation reaction With genomic DNA extracted from 
corn event DAS-59122-7 produces an amplicon that is diag 
nostic for corn event DAS-59122-7; (b) performing a nucleic 
acid ampli?cation reaction, thereby producing the amplicon; 
and (c) detecting the amplicon. 
DNA molecules that comprise the novel transgene/?ank 

ing insertion region, SEQ ID NO: 21, 5' ?anking plus 1000 
internal and SEQ ID NO: 22, 3' ?anking plus 1000 internal 
and are homologous or complementary to SEQ ID NO: 21 
and SEQ ID NO: 22 are an embodiment of this invention. 
DNA sequences that comprise the novel transgene/?ank 

ing insertion region, SEQ ID NO: 21 are an embodiment of 
this invention. DNA sequences that comprise a suf?cient 
length of polynucleotides of transgene insert sequence and a 
suf?cient length of polynucleotides of maize genomic and/or 
?anking sequence from maize plant DAS-59122-7 of SEQ ID 
NO: 21 that are useful as primer sequences for the production 
of an amplicon product diagnostic for maize plant DAS 
59122-7 are included. 

In addition, DNA sequences that comprise the novel trans 
gene/?anking insertion region, SEQ ID NO: 22 are provided. 
DNA sequences that comprise a suf?cient length of poly 
nucleotides of transgene insert sequence and a suf?cient 
length of polynucleotides of maize genomic and/or ?anking 
sequence from maize plant DAS-59122-7 of SEQ ID NO: 22 
that are useful as primer sequences for the production of an 
amplicon product diagnostic for maize plant DAS-59122-7 
are included. 

According to another embodiment of the invention, the 
DNA sequences that comprise at least 1 1 or more nucleotides 
of the transgene portion of the DNA sequence of SEQ ID NO: 
21 or complements thereof, and a similar length of 5' ?anking 
maize DNA sequence of SEQ ID NO: 21 or complements 
thereof are useful as DNA primers in DNA ampli?cation 
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methods. The amplicons produced using these primers are 
diagnostic for maize event DAS-59l22-7. Therefore, 
embodiments of the invention also include the amplicons 
produced by DNA primers homologous or complementary to 
SEQ ID NO: 21. 

According to another embodiment of the invention, the 
DNA sequences that comprise at least 1 l or more nucleotides 
of the transgene portion of the DNA sequence of SEQ ID NO: 
22 or complements thereof, and a similar length of 3' ?anking 
maize DNA sequence of SEQ ID NO: 22 or complements 
thereof are useful as DNA primers in DNA ampli?cation 
methods. The amplicons produced using these primers are 
diagnostic for maize event DAS-59l22-7. Therefore, 
embodiments of the invention also include the amplicons 
produced by DNA primers homologous or complementary to 
SEQ ID NO: 22. 
More speci?cally, a pair of DNA molecules comprising a 

DNA primer set, wherein the DNA molecules are identi?ed as 
SEQ ID NO: 18 or complements thereof and SEQ ID NO: 1 
or complements thereof; SEQ ID NO: 2 or complements 
thereof and SEQ ID NO: 17 or complements thereof; SEQ ID 
NO: 10 or complements thereof and SEQ ID NO: 9 or 
complements thereof; SEQ ID NO: 8 or complements thereof 
and SEQ ID NO: 17 or complements thereof; and SEQ ID 
NO: 36 or complements thereof and SEQ ID NO: 37 or 
complements thereof are embodiments of the invention. 

Further embodiments of the invention include the ampli 
con comprising the DNA molecules of SEQ ID NO: 18 and 
SEQ ID NO: 1; the amplicon comprising the DNA molecules 
of SEQ ID NO: 2 and SEQ ID NO: 17; the amplicon com 
prising the DNA molecules of SEQ ID NO: 10 and SEQ ID 
NO: 9; the amplicon comprising the DNA molecules of SEQ 
ID NO: 8 and SEQ ID NO: 17; and the amplicon comprising 
the DNA molecules of SEQ ID NO: 36 and SEQ ID NO: 37. 

Further embodiments of the invention include the follow 
ing primers, which are useful in detecting or characterizing 
event DAS-59l22-7: SEQ ID NO: 11 or complements 
thereof; SEQ ID NO: 5 or complements thereof; SEQ ID NO: 
4 or complements thereof; SEQ ID NO: 7 or complements 
thereof; SEQ ID NO: 6 or complements thereof; SEQ ID NO: 
3 or complements thereof; SEQ ID NO: 18 or complements 
thereof; SEQ ID NO: 14 or complements thereof; SEQ ID 
NO: 13 or complements thereof; SEQ ID NO: 15 or comple 
ments thereof; SEQ ID NO: 17 or complements thereof; SEQ 
ID NO: 16 or complements thereof; and SEQ ID NO: 12 or 
complements thereof. Further embodiments also include the 
amplicons produced by pairing any of the primers listed 
above. 

According to another embodiment of the invention, meth 
ods of detecting the presence of a DNA molecule correspond 
ing to the DAS-59l22-7 event in a sample, such methods 
comprising: (a) contacting the sample comprising DNA 
extracted from a corn plant with a DNA probe, molecule that 
hybridizes under stringent hybridization conditions with 
DNA extracted from corn event DAS-59l22-7 and does not 
hybridize under the stringent hybridization conditions with a 
control corn plant DNA; (b) subjecting the sample and probe 
to stringent hybridization conditions; and (c) detecting 
hybridization of the probe to the DNA. More speci?cally, a 
method for detecting the presence of a DNA molecule corre 
sponding to the DAS-59l22-7 event in a sample, such meth 
ods, consisting of (a) contacting the sample comprising DNA 
extracted from a corn plant with a DNA probe molecule that 
consists of sequences that are unique to the event, e.g. junc 
tion sequences, wherein said DNA probe molecule hybridizes 
under stringent hybridization conditions with DNA extracted 
from corn event DAS-59l22-7 and does not hybridize under 
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6 
the stringent hybridization conditions with a control corn 
plant DNA; (b) subjecting the sample and probe to stringent 
hybridization conditions; and (c) detecting hybridization of 
the probe to the DNA. 

In addition, a kit and methods for identifying event DAS 
59122-7 in a biological sample which detects a DAS-59 1 22-7 
speci?c region within SEQ ID NO: 23 are provided. 
DNA molecules are provided that comprise at least one 

junction sequence of DAS-59l22-7 selected from the group 
consisting of SEQ ID NO: 32, 33, 34, and 35 and comple 
ments thereof; wherein a junction sequence spans the junc 
tion between heterologous DNA inserted into the genome and 
the DNA from the corn cell ?anking the insertion site, i.e. 
?anking DNA, and is diagnostic for the DAS-59l22-7 event. 

According to another embodiment of the invention, meth 
ods of producing an insect resistant corn plant that comprise 
the steps of: (a) sexually crossing a ?rst parental corn line 
comprising the expression cassettes of the invention, which 
confers resistance to insects, and a second parental corn line 
that lacks insect resistance, thereby producing a plurality of 
progeny plants; and (b) selecting a progeny plant that is insect 
resistant. Such methods may optionally comprise the further 
step of back-crossing the progeny plant to the second parental 
corn line to producing a true-breeding corn plant that is insect 
resistant. 
A further embodiment of the invention provides a method 

of producing a corn plant that is resistant to insects compris 
ing transforming a corn cell with the DNA construct 
PHI17662A (SEQ ID NO: 24), growing the transformed corn 
cell into a corn plant, selecting the corn plant that shows 
resistance to insects, and further growing the corn plant into a 
fertile corn plant. The fertile corn plant can be self pollinated 
or crossed with compatible corn varieties to produce insect 
resistant progeny. 

Another embodiment of the invention further relates to a 
DNA detection kit for identifying maize event DAS-59 1 22-7 
in biological samples. The kit comprises a ?rst primer which 
speci?cally recognizes the 5' or 3' ?anking region of DAS 
59122-7, and a second primer which speci?cally recognizes a 
sequence within the foreign DNA of DAS-59 1 22-7, or within 
the ?anking DNA, for use in a PCR identi?cation protocol. A 
further embodiment of the invention relates to a kit for iden 
tifying event DAS-59l22-7 in biological samples, which kit 
comprises a speci?c probe having a sequence which corre 
sponds or is complementary to, a sequence having between 
80% and 100% sequence identity with a speci?c region of 
event DAS-59l22-7. The sequence of the probe corresponds 
to a speci?c region comprising part of the 5' or 3' ?anking 
region of event DAS-59l22-7. 
The methods and kits encompassed by the embodiments of 

the present invention can be used for different purposes such 
as, but not limited to the following: to identify event DAS 
59122-7 in plants, plant material or in products such as, but 
not limited to, food or feed products (fresh or processed) 
comprising, or derived from plant material; additionally or 
alternatively, the methods and kits can be used to identify 
transgenic plant material for purposes of segregation between 
transgenic and non-transgenic material; additionally or alter 
natively, the methods and kits can be used to determine the 
quality of plant material comprising maize event DAS 
59122-7. The kits may also contain the reagents and materials 
necessary for the performance of the detection method. 
A further embodiment of this invention relates to the DAS 

59122-7 corn plant or its parts, including, but not limited to, 
pollen, ovules, vegetative cells, the nuclei of pollen cells, and 
the nuclei of egg cells of the corn plant DAS-59l22-7 and the 
progeny derived thereof. The corn plant and seed DAS 
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59122-7 from which the DNA primer molecules provide a 
speci?c amplicon product is an embodiment of the invention. 
The foregoing and other aspects of the invention will 

become more apparent from the following detailed descrip 
tion and accompanying drawing. 

BRIEF DESCRIPTION OF THE DRAWINGS 

FIG. 1. DNA sequence (SEQ ID NO: 23) showing the 
transgenic insert PHI17662A, as well as the sequences ?ank 
ing the transgenic insert. The 5' and 3' border regions, hp 1 to 
hp2593 and hp 9937 to hp 11922, respectively, are under 
lined. Two nucleotide differences (hp 6526 and hp 6562) 
based on comparison to the transforming plasmid PHP17662 
are noted in hold and underlined. 

FIG. 2. Schematic diagram of the B.t. Cry34/35Ahl event 
DAS-59l22-7 insert region is divided into three separate 
sections; the 5' border region with corn genomic DNA, the 
intact T-DNA insert, and the 3' border region with corn 
genomic DNA. The two arrows beneath the diagram of the 
insert indicate the start and end points of the sequence derived 
from 5' and 3' genome walking fragments. Other hoxes 
beneath the diagram of the insert represent PCR fragments 
that were ampli?ed from genomic DNA of event DAS 
59l22-7 and sequenced to cover the intact T-DNA insert and 
the 5' and 3' insert/horder junction regions. 

FIG. 3. Schematic diagram of the B.t. Cry34/35Ahl event 
DAS-59l22-7 insert region is divided into three separate 
sections; the 5' border region with corn genomic DNA, the 
intact T-DNA insert, and the 3' border region with corn 
genomic DNA. Boxes beneath the diagram of the insert rep 
resent PCR fragments located in either the genomic horder 
regions or across the 5' and 3' junction regions of the T-DNA 
insert with corn genomic DNA that were ampli?ed from 
genomic DNA from event DAS-59l22-7. 

DETAILED DESCRIPTION 

The following de?nitions and methods are provided to 
better de?ne the present invention and to guide those of ordi 
nary skill in the art in the practice of the present invention. 
Unless otherwise noted, terms are to he understood according 
to conventional usage by those of ordinary skill in the relevant 
art. De?nitions of common terms in molecular biology may 
also he found in Rieger et al., Glossary of Genetics: Classical 
and Molecular, 5th edition, Springer-Verlag; NewYork, 1991 ; 
and Lewin, Genes V, Oxford University Press: New York, 
1994. The nomenclature for DNA bases as set forth at 37 CFR 
§l.822 is used. 
As used herein, the term “comprising” means “including 

but not limited to”. 
As used herein, the term “corn” means Zea mays or maize 

and includes all plant varieties that can he hred with corn, 
including wild maize species. 
As used herein, the term “DAS-59 1 22-7 speci?c” refers to 

a nucleotide sequence which is suitable for discriminatively 
identifying event DAS-5 9122-7 in plants, plant material, or in 
products such as, but not limited to, food or feed products 
(fresh or processed) comprising, or derived from plant mate 
rial. 
As used herein, the terms “insect resistant” and “impacting 

insect pests” refers to effecting changes in insect feeding, 
growth, and/ or behavior at any stage of development, includ 
ing but not limited to: killing the insect; retarding growth; 
preventing reproductive capahility; inhihiting feeding; and 
the like. 
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8 
As used herein, the terms “pesticidal activity” and “insec 

ticidal activity” are used synonymously to refer to activity of 
an organism or a substance (such as, for example, a protein) 
that can he measured by numerous parameters including, but 
not limited to, pest mortality, pest weight loss, pest attraction, 
pest repellency, and other behavioral and physical changes of 
a pest after feeding on and/or exposure to the organism or 
substance for an appropriate length of time. For example 
“pesticidal proteins” are proteins that display pesticidal activ 
ity by themselves or in combination with other proteins. 

“Coding sequence” refers to a nucleotide sequence that 
codes for a speci?c amino acid sequence. As used herein, the 
terms “encoding” or “encoded” when used in the context of a 
speci?ed nucleic acid mean that the nucleic acid comprises 
the requisite information to guide translation of the nucle 
otide sequence into a speci?ed protein. The information by 
which a protein is encoded is speci?ed by the use of codons. 
A nucleic acid encoding a protein may comprise non-trans 
lated sequences (e.g., introns) within translated regions of the 
nucleic acid or may lack such intervening non-translated 
sequences (e.g., as in cDNA). 
“Gene” refers to a nucleic acid fragment that expresses a 

speci?c protein, including regulatory sequences preceding (5' 
non-coding sequences) and following (3' non-coding 
sequences) the coding sequence. “Native gene” refers to a 
gene as found in nature with its own regulatory sequences. 
“Chimeric gene” refers any gene that is not a native gene, 
comprising regulatory and coding sequences that are not 
found together in nature. Accordingly, a chimeric gene may 
comprise regulatory sequences and coding sequences that are 
derived from different sources, or regulatory sequences and 
coding sequences derived from the same source, but arranged 
in a manner different than that found in nature. “Endogenous 
gene” refers to a native gene in its natural location in the 
genome of an organism. “Foreign” refers to material not 
normally found in the location of interest. Thus “foreign 
DN ” may comprise hoth recombinant DNA as well as 
newly introduced, rearranged DNA of the plant. A “foreign” 
gene refers to a gene not normally found in the host organism, 
but that is introduced into the host organism by gene transfer. 
Foreign genes can comprise native genes inserted into a non 
native organism, or chimeric genes. A “transgene” is a gene 
that has been introduced into the genome by a transformation 
procedure. The site in the plant genome where a recombinant 
DNA has been inserted may he referred to as the “insertion 
site” or “target site”. 
As used herein, “insert DN ” refers to the heterologous 

DNA within the expression cassettes used to transform the 
plant material while “?anking DNA” can exist of either 
genomic DNA naturally present in an organism such as a 
plant, or foreign (heterologous) DNA introduced via the 
transformation process which is extraneous to the original 
insert DNA molecule, e.g. fragments associated with the 
transformation event. A “?anking region” or “?anking 
sequence” as used herein refers to a sequence of at least 
twenty (20) base pair, preferably at least ?fty (50) base pair, 
and up to ?ve thousand (5000) base pair which is located 
either immediately upstream of and contiguous with or 
immediately downstream of and contiguous with the original 
foreign insert DNA molecule. Transformation procedures 
leading to random integration of the foreign DNA will result 
in transformants containing different ?anking regions char 
acteristic and unique for each transformant. When recombi 
nant DNA is introduced into a plant through traditional cross 
ing, its ?anking regions will generally not he changed. 
Transformants will also contain unique junctions between a 
piece of heterologous insert DNA and genomic DNA, or two 
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(2) pieces of genomic DNA, or two (2) pieces of heterologous 
DNA. A “junction” is a point where two (2) speci?c DNA 
fragments join. For example, a junction exists where insert 
DNA joins ?anking DNA. A junction point also exists in a 
transformed organism where two (2) DNA fragments join 
together in a manner that is modi?ed from that found in the 
native organism. “Junction DNA” refers to DNA that com 
prises a junction point. 
As used herein, “heterologous” in reference to a nucleic 

acid is a nucleic acid that originates from a foreign species, or, 
if from the same species, is substantially modi?ed from its 
native form in composition and/ or genomic locus by deliber 
ate human intervention. For example, a promoter operably 
linked to a heterologous nucleotide sequence can be from a 
species different from that from which the nucleotide 
sequence was derived, or, if from the same species, the pro 
moter is not naturally found operably linked to the nucleotide 
sequence. A heterologous protein may originate from a for 
eign species, or, if from the same species, is substantially 
modi?ed from its original form by deliberate human inter 
vention. 

“Regulatory sequences” refer to nucleotide sequences 
located upstream (5' non-coding sequences), within, or down 
stream (3' non-coding sequences) of a coding sequence, and 
which in?uence the transcription, RNA processing or stabil 
ity, or translation of the associated coding sequence. Regula 
tory sequences may include promoters, translation leader 
sequences, introns, and polyadenylation recognition 
sequences. 

“Promoter” refers to a nucleotide sequence capable of con 
trolling the expression of a coding sequence or functional 
RNA. In general, a coding sequence is located 3' to a promoter 
sequence. The promoter sequence consists of proximal and 
more distal upstream elements, the latter elements are often 
referred to as enhancers. Accordingly, an “enhancer” is a 
nucleotide sequence that can stimulate promoter activity and 
may be an innate element of the promoter or a heterologous 
element inserted to enhance the level or tissue-speci?city of a 
promoter. Promoters may be derived in their entirety from a 
native gene, or be composed of different elements derived 
from different promoters found in nature, or even comprise 
synthetic nucleotide segments. It is understood by those 
skilled in the art that different promoters may direct the 
expression of a gene in different tissues or cell types, or at 
different stages of development, or in response to different 
environmental conditions. Promoters that cause a nucleic 
acid fragment to be expressed in most cell types at most times 
are commonly referred to as “constitutive promoters”. New 
promoters of various types useful in plant cells are constantly 
being discovered; numerous examples may be found in the 
compilation by Okamuro and Goldberg (1989) Biochemistry 
of Plants 15: 1-82. It is further recognized that since in most 
cases the exact boundaries of regulatory sequences have not 
been completely de?ned, nucleic acid fragments of different 
lengths may have identical promoter activity. 

The “translation leader sequence” refers to a nucleotide 
sequence located between the promoter sequence of a gene 
and the coding sequence. The translation leader sequence is 
present in the fully processed mRNA upstream of the trans 
lation start sequence. The translation leader sequence may 
affect numerous parameters including, processing of the pri 
mary transcript to mRNA, mRNA stability and/ or translation 
e?iciency. Examples of translation leader sequences have 
been described (Turner and Foster (1995) Mol. Biotechnol. 
31225-236). 

The “3' non-coding sequences” refer to nucleotide 
sequences located downstream of a coding sequence and 
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10 
include polyadenylation recognition sequences and other 
sequences encoding regulatory signals capable of affecting 
mRNA processing or gene expression. The polyadenylation 
signal is usually characterized by affecting the addition of 
polyadenylic acid tracts to the 3' end of the mRNA precursor. 
The use of different 3' non-coding sequences is exempli?ed 
by lngelbrecht et al. (1989) Plant Cell 11671-680. 
A “protein” or “polypeptide” is a chain of amino acids 

arranged in a speci?c order determined by the coding 
sequence in a polynucleotide encoding the polypeptide. 
A DNA construct is an assembly of DNA molecules linked 

together that provide one or more expression cassettes. The 
DNA construct may be a plasmid that is enabled for self 
replication in a bacterial cell and contains various endonu 
clease enzyme restriction sites that are useful for introducing 
DNA molecules that provide functional genetic elements, i.e., 
promoters, introns, leaders, coding sequences, 3' termination 
regions, among others; or a DNA construct may be a linear 
assembly of DNA molecules, such as an expression cassette. 
The expression cassette contained within a DNA construct 
comprise the necessary genetic elements to provide transcrip 
tion of a messenger RNA. The expression cassette can be 
designed to express in prokaryote cells or eukaryotic cells. 
Expression cassettes of the embodiments of the present 
invention are designed to express in plant cells. 
The DNA molecules of embodiments of the invention are 

provided in expression cassettes for expression in an organ 
ism of interest. The cassette will include 5' and 3' regulatory 
sequences operably linked to a coding sequence. “Operably 
linked” means that the nucleic acid sequences being linked 
are contiguous and, where necessary to join two protein cod 
ing regions, contiguous and in the same reading frame. Oper 
ably linked is intended to indicate a functional linkage 
between a promoter and a second sequence, wherein the 
promoter sequence initiates and mediates transcription of the 
DNA sequence corresponding to the second sequence. The 
cassette may additionally contain at least one additional gene 
to be cotransformed into the organism. Alternatively, the 
additional gene(s) can be provided on multiple expression 
cassettes or multiple DNA constructs. 
The expression cassette will include in the 5' to 3' direction 

of transcription: a transcriptional and translational initiation 
region, a coding region, and a transcriptional and translational 
termination region functional in the organism serving as a 
host. The transcriptional initiation region (i.e., the promoter) 
may be native or analogous, or foreign or heterologous to the 
host organism. Additionally, the promoter may be the natural 
sequence or alternatively a synthetic sequence. The expres 
sion cassettes may additionally contain 5' leader sequences in 
the expression cassette construct. Such leader sequences can 
act to enhance translation. 

It is to be understood that as used herein the term “trans 
genic” includes any cell, cell line, callus, tissue, plant part, or 
plant, the genotype of which has been altered by the presence 
of a heterologous nucleic acid including those transgenics 
initially so altered as well as those created by sexual crosses 
or asexual propagation from the initial transgenic. The term 
“transgenic” as used herein does not encompass the alteration 
of the genome (chromosomal or extra-chromosomal) by con 
ventional plant breeding methods or by naturally occurring 
events such as random cross-fertilization, non-recombinant 
viral infection, non-recombinant bacterial transformation, 
non-recombinant transposition, or spontaneous mutation. 
A transgenic “event” is produced by transformation of 

plant cells with a heterologous DNA construct(s), including a 
nucleic acid expression cassette that comprises a transgene of 
interest, the regeneration of a population of plants resulting 
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from the insertion of the transgene into the genome of the 
plant, and selection of a particular plant characterized by 
insertion into a particular genome location. An event is char 
acterized phenotypically by the expression of the transgene. 
At the genetic level, an event is part of the genetic makeup of 
a plant. The term “event” also refers to progeny produced by 
a sexual outcross between the transforrnant and another vari 
ety that include the heterologous DNA. Even after repeated 
back-crossing to a recurrent parent, the inserted DNA and 
?anking DNA from the transformed parent is present in the 
progeny of the cross at the same chromosomal location. The 
term “event” also refers to DNA from the original transfor 
mant comprising the inserted DNA and ?anking sequence 
immediately adjacent to the inserted DNA that would be 
expected to be transferred to a progeny that receives inserted 
DNA including the transgene of interest as the result of a 
sexual cross of one parental line that includes the inserted 
DNA (e.g., the original transforrnant and progeny resulting 
from sel?ng) and a parental line that does not contain the 
inserted DNA. 
An insect resistant DAS-59122-7 corn plant can be bred by 

?rst sexually crossing a ?rst parental corn plant consisting of 
a corn plant grown from the transgenic DAS-59122-7 corn 
plant and progeny thereof derived from transformation with 
the expression cassettes of the embodiments of the present 
invention that confers insect resistance, and a second parental 
corn plant that lacks insect resistance, thereby producing a 
plurality of ?rst progeny plants; and then selecting a ?rst 
progeny plant that is resistant to insects; and sel?ng the ?rst 
progeny plant, thereby producing a plurality of second prog 
eny plants; and then selecting from the second progeny plants 
an insect resistant plant. These steps can further include the 
back-crossing of the ?rst insect resistant progeny plant or the 
second insect resistant progeny plant to the second parental 
corn plant or a third parental corn plant, thereby producing a 
corn plant that is resistant to insects. 
As used herein, the term “plant” includes reference to 

whole plants, plant organs (e.g., leaves, stems, roots, etc.), 
seeds, plant cells, and progeny of same. Parts of transgenic 
plants understood to be within the scope of the invention 
comprise, for example, plant cells, protoplasts, tissues, callus, 
embryos as well as ?owers, stems, fruits, leaves, and roots 
originating in transgenic plants or their progeny previously 
transformed with a DNA molecule of the invention and there 
fore consisting at least in part of transgenic cells, are also an 
embodiment of the present invention. 
As used herein, the term “plant cell” includes, without 

limitation, seeds, suspension cultures, embryos, meristematic 
regions, callus tissue, leaves, roots, shoots, gametophytes, 
sporophytes, pollen, and microspores. The class of plants that 
can be used in the methods of the invention is generally as 
broad as the class of higher plants amenable to transformation 
techniques, including both monocotyledonous and dicotyle 
donous plants. 

“Transformation” refers to the transfer of a nucleic acid 
fragment into the genome of a host organism, resulting in 
genetically stable inheritance. Host organisms containing the 
transformed nucleic acid fragments are referred to as “trans 
genic” organisms. Examples of methods of plant transforma 
tion include Agrobacterium-mediated transformation (De 
Blaere et al. (1987) Meth. Enzymol. 143:277) and particle 
accelerated or “gene gun” transformation technology (Klein 
etal. (1987) Nature (London) 327170-73; US. Pat. No. 4,945, 
050, incorporated herein by reference). Additional transfor 
mation methods are disclosed below. 

Thus, isolated polynucleotides of the invention can be 
incorporated into recombinant constructs, typically DNA 

20 

25 

30 

35 

40 

45 

50 

55 

60 

65 

12 
constructs, which are capable of introduction into and repli 
cation in a host cell. Such a construct can be a vector that 

includes a replication system and sequences that are capable 
of transcription and translation of a polypeptide-encoding 
sequence in a given host cell.A number of vectors suitable for 
stable transfection of plant cells or for the establishment of 
transgenic plants have been described in, e. g., Pouwels et al., 
(1985; Supp. 1987) Cloning Vectors: A Laboratory Manual, 
Weissbach and Weissbach (1989) Methods for Plant Molecu 
lar Biology, (Academic Press, New York); and Flevin et al., 
(1990) Plant Molecular Biology Manual, (Kluwer Academic 
Publishers). Typically, plant expression vectors include, for 
example, one or more cloned plant genes under the transcrip 
tional control of 5' and 3' regulatory sequences and a domi 
nant selectable marker. Such plant expression vectors also 
can contain a promoter regulatory region (e.g., a regulatory 
region controlling inducible or constitutive, environmentally 
or developmentally-regulated, or cell- or tissue-speci?c 
expression), a transcription initiation start site, a ribosome 
binding site, an RNA processing signal, a transcription ter 
mination site, and/or a polyadenylation signal. 

It is also to be understood that two different transgenic 
plants can also be mated to produce offspring that contain two 
independently segregating added, exogenous genes. Sel?ng 
of appropriate progeny can produce plants that are homozy 
gous for both added, exogenous genes. Back-crossing to a 
parental plant and out-crossing with a non-transgenic plant 
are also contemplated, as is vegetative propagation. Descrip 
tions of other breeding methods that are commonly used for 
different traits and crops can be found in one of several 
references, e.g., Fehr, in Breeding Methods for Cultivar 
Development, Wilcos J. ed., American Society of Agronomy, 
Madison Wis. (1987). 
A “probe” is an isolated nucleic acid to which is attached a 

conventional detectable label or reporter molecule, e.g., a 
radioactive isotope, ligand, chemiluminescent agent, or 
enzyme. Such a probe is complementary to a strand of a target 
nucleic acid, in the case of the present invention, to a strand of 
isolated DNA from corn event DAS-59122-7 whether from a 
corn plant or from a sample that includes DNA from the event. 
Probes according to the present invention include not only 
deoxyribonucleic or ribonucleic acids but also polyamides 
and other probe materials that bind speci?cally to a target 
DNA sequence and can be used to detect the presence of that 
target DNA sequence. 

“Primers” are isolated nucleic acids that are annealed to a 
complementary target DNA strand by nucleic acid hybridiza 
tion to form a hybrid between the primer and the target DNA 
strand, then extended along the target DNA strand by a poly 
merase, e. g., a DNA polymerase. Primer pairs of the invention 
refer to their use for ampli?cation of a target nucleic acid 
sequence, e.g., by the polymerase chain reaction (PCR) or 
other conventional nucleic-acid ampli?cation methods. 
“PCR” or “polymerase chain reaction” is a technique used for 
the ampli?cation of speci?c DNA segments (see, US. Pat. 
Nos. 4,683,195 and 4,800,159; herein incorporated by refer 
ence). 

Probes and primers are of suf?cient nucleotide length to 
bind to the target DNA sequence speci?cally in the hybrid 
ization conditions or reaction conditions determined by the 
operator. This length may be of any length that is of suf?cient 
length to be useful in a detection method of choice. Generally, 
eleven (11) nucleotides or more in length, eighteen (18) 
nucleotides or more, and twenty-two (22) nucleotides or 
more, are used. Such probes and primers hybridize speci? 
cally to a target sequence under high stringency hybridization 
conditions. Probes and primers according to embodiments of 
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the present invention may have complete DNA sequence 
similarity of contiguous nucleotides with the target sequence, 
although probes differing from the target DNA sequence and 
that retain the ability to hybridize to target DNA sequences 
may be designed by conventional methods. Probes can be 
used as primers, but are generally designed to bind to the 
target DNA or RNA and are not used in an ampli?cation 

process. 
Speci?c primers can be used to amplify an integration 

fragment to produce an amplicon that can be used as a “spe 
ci?c probe” for identifying event DAS-59122-7 in biological 
samples. When the probe is hybridized with the nucleic acids 
of a biological sample under conditions which allow for the 
binding of the probe to the sample, this binding can be 
detected and thus allow for an indication of the presence of 
event DAS-59122-7 in the biological sample. Such identi? 
cation of a bound probe has been described in the art. In an 
embodiment of the invention the speci?c probe is a sequence 
which, under optimized conditions, hybridizes speci?cally to 
a region within the 5' or 3' ?anking region of the event and also 
comprises a part of the foreign DNA contiguous therewith. 
The speci?c probe may comprise a sequence of at least 80%, 
between 80 and 85%, between 85 and 90%, between 90 and 
95%, andbetween 95 and 100% identical (or complementary) 
to a speci?c region of the event. 

Methods for preparing and using probes and primers are 
described, for example, in Molecular Cloning: A Laboratory 
Manual, 2”“ ed, vol. 1-3, ed. Sambrook et al., Cold Spring 
Harbor Laboratory Press, Cold Spring Harbor, NY. 1989 
(hereinafter, “Sambrook et al., 1989”); Current Protocols in 
Molecular Biology, ed. Ausubel et al., Greene Publishing and 
Wiley-Interscience, New York, 1992 (with periodic updates) 
(hereinafter, “Ausubel et al., 1992”); and Innis et al., PCR 
Protocols: A Guide to Methods and Applications, Academic 
Press: San Diego, 1990. PCR primer pairs can be derived 
from a known sequence, for example, by using computer 
programs intended for that purpose such as the PCR primer 
analysis tool in Vector NTI version 6 (Informax Inc., 
Bethesda Md.); PrimerSelect (DNASTAR Inc., Madison, 
Wis.); and Primer (Version 0.5©, 1991, Whitehead Institute 
for Biomedical Research, Cambridge, Mass.). Additionally, 
the sequence can be visually scanned and primers manually 
identi?ed using guidelines known to one of skill in the art. 
A “kit” as used herein refers to a set of reagents for the 

purpose of performing the method embodiments of the inven 
tion, more particularly, the identi?cation of the event DAS 
59122-7 in biological samples. The kit of the invention can be 
used, and its components can be speci?cally adjusted, for 
purposes of quality control (e.g. purity of seed lots), detection 
of event DAS-59122-7 in plant material, or material compris 
ing or derived from plant material, such as but not limited to 
food or feed products. “Plant material” as used herein refers 
to material which is obtained or derived from a plant. 

Primers and probes based on the ?anking DNA and insert 
sequences disclosed herein can be used to con?rm (and, if 
necessary, to correct) the disclosed sequences by conven 
tional methods, e.g., by re-cloning and sequencing such 
sequences. The nucleic acid probes and primers of the present 
invention hybridize under stringent conditions to a target 
DNA sequence. Any conventional nucleic acid hybridization 
or ampli?cation method can be used to identify the presence 
of DNA from a transgenic event in a sample. Nucleic acid 
molecules or fragments thereof are capable of speci?cally 
hybridizing to other nucleic acid molecules under certain 
circumstances. As used herein, two nucleic acid molecules 
are said to be capable of speci?cally hybridizing to one 
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another if the two molecules are capable of forming an anti 
parallel, double-stranded nucleic acid structure. 
A nucleic acid molecule is said to be the “complement” of 

another nucleic acid molecule if they exhibit complete 
complementarity. As used herein, molecules are said to 
exhibit “complete complementarity” when every nucleotide 
of one of the molecules is complementary to a nucleotide of 
the other. Two molecules are said to be “minimally comple 
mentary” if they can hybridize to one another with suf?cient 
stability to permit them to remain annealed to one another 
under at least conventional “low-stringency” conditions. 
Similarly, the molecules are said to be “complementary” if 
they can hybridize to one another with suf?cient stability to 
permit them to remain annealed to one another under conven 
tional “high-stringency” conditions. Conventional stringency 
conditions are described by Sambrook et al., 1989, and by 
Haymes et al., In: Nucleic Acid Hybridization, a Practical 
Approach, IRL Press, Washington, DC. (1985), departures 
from complete complementarity are therefore permissible, as 
long as such departures do not completely preclude the capac 
ity of the molecules to form a double-stranded structure. In 
order for a nucleic acid molecule to serve as a primer or probe 
it need only be suf?ciently complementary in sequence to be 
able to form a stable double-stranded structure under the 
particular solvent and salt concentrations employed. 

In hybridization reactions, speci?city is typically the func 
tion of post-hybridization washes, the critical factors being 
the ionic strength and temperature of the ?nal wash solution. 
The thermal melting point (Tm) is the temperature (under 
de?ned ionic strength and pH) at which 50% of a comple 
mentary target sequence hybridizes to a perfectly matched 
probe. For DNA-DNA hybrids, the Tm can be approximated 
from the equation of Meinkoth and Wahl (1984) Anal. Bio 
chem. 138:267-284: Tm:81.5° C.+16.6 (log M)+0.41 (% 
GC)—0.61 (% form)—500/L; where M is the molarity of 
monovalent cations, % GC is the percentage of guanosine and 
cytosine nucleotides in the DNA, % form is the percentage of 
formamide in the hybridization solution, and L is the length of 
the hybrid in base pairs. Tm is reduced by about 1° C. for each 
1% of mismatching; thus, Tm, hybridization, and/or wash 
conditions can be adjusted to hybridize to sequences of the 
desired identity. For example, if sequences with >90% iden 
tity are sought, the Tm can be decreased 10° C. Generally, 
stringent conditions are selected to be about 5° C. lower than 
the Tm for the speci?c sequence and its complement at a 
de?ned ionic strength and pH. However, severely stringent 
conditions can utilize a hybridization and/ or wash at 1, 2, 3, or 
4° C. lower than the Tm; moderately stringent conditions can 
utilize a hybridization and/or wash at 6, 7, 8, 9, or 10° C. lower 
than the Tm; low stringency conditions can utilize a hybrid 
ization and/or wash at 11, 12, 13, 14, 15, or 20° C. lower than 
the Tm. 

Using the equation, hybridization and wash compositions, 
and desired Tm, those of ordinary skill will understand that 
variations in the stringency of hybridization and/or wash 
solutions are inherently described. If the desired degree of 
mismatching results in a Tm of less than 45° C. (aqueous 
solution) or 32° C. (formamide solution), it is preferred to 
increase the SSC concentration so that a higher temperature 
can be used. An extensive guide to the hybridization of 
nucleic acids is found in Tijssen (1993) Laboratory Tech 
niques in Biochemistry and Molecular BiologyiHybridiza 
tion with Nucleic Acid Probes, Part I, Chapter 2 (Elsevier, 
NY); and Ausubel et al., eds. (1995) Current Protocols in 
Molecular Biology, Chapter 2 (Greene Publishing and Wiley 
Interscience, NewYork). See Sambrook et al. (1989) Molecu 
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lar Cloning: A Laboratory Manual (2d ed., Cold Spring Har 
bor Laboratory Press, Plainview, NY). 
As used herein, a substantially homologous sequence is a 

nucleic acid molecule that will speci?cally hybridize to the 
complement of the nucleic acid molecule to which it is being 
compared under high stringency conditions. Appropriate 
stringency conditions which promote DNA hybridization, for 
example, 6>< sodium chloride/sodium citrate (SSC) at about 
45° C., followed by a wash of 2><SSC at 50° C., are known to 
those skilled in the art or can be found in Current Protocols in 
Molecular Biology, John Wiley & Sons, NY. (1989), 6.3.1 
6.3.6. Typically, stringent conditions will be those in which 
the salt concentration is less than about 1.5 M Na ion, typi 
cally about 0.01 to 1.0 M Na ion concentration (or other salts) 
at pH 7.0 to 8.3 and the temperature is at least about 30° C. for 
short probes (e.g., 10 to 50 nucleotides) and at least about 60° 
C. for long probes (e.g., greater than 50 nucleotides). Strin 
gent conditions may also be achieved with the addition of a 
destabilizing agent such as forrnamide. Exemplary low strin 
gency conditions include hybridization with a buffer solution 
of 30 to 35% forrnamide, 1 M NaCl, 1% SDS (sodium dode 
cyl sulphate) at 37° C., and a wash in 1x to 2><SSC (20>< 
SSC:3.0 M NaCl/0.3 M trisodium citrate) at 50 to 55° C. 
Exemplary moderate stringency conditions include hybrid 
ization in 40 to 45% forrnamide, 1 MNaCl, 1% SDS at 37° C., 
and a wash in 0.5>< to 1><SSC at 55 to 60° C. Exemplary high 
stringency conditions include hybridization in 50% forma 
mide, 1 MNaCl, 1% SDS at 37° C., andawash in 0.1><SSC at 
60 to 65° C. A nucleic acid of the invention may speci?cally 
hybridize to one or more of the nucleic acid molecules unique 
to the DAS-59122-7 event or complements thereof or frag 
ments of either under moderately stringent conditions. 

Methods of alignment of sequences for comparison are 
well known in the art. Thus, the determination of percent 
identity between any two sequences can be accomplished 
using a mathematical algorithm. Non-limiting examples of 
such mathematical algorithms are the algorithm of Myers and 
Miller (1988) CABIOS 4:11-17; the local homology algo 
rithm of Smith et al. (1981) Adv. Appl. Math. 2:482; the 
homology alignment algorithm of Needleman and Wunsch 
(1970) J. Mol. Biol. 48:443-453; the search-for-similarity 
method of Pearson and Lipman (1988) Proc. Natl. Acad. Sci. 
85:2444-2448; the algorithm of Karlin and Altschul (1990) 
Proc. Natl. Acad. Sci. USA 87:2264, modi?ed as in Karlin 
and Altschul (1993) Proc. Natl. Acad. Sci. USA 90:5873 
5877. 
Computer implementations of these mathematical algo 

rithms can be utilized for comparison of sequences to deter 
mine sequence identity. Such implementations include, but 
are not limited to: CLUSTAL in the PC/Gene program (avail 
able from lntelligenetics, MountainView, Calif.); the ALIGN 
program (Version 2.0); the ALIGN PLUS program (version 
3.0, copyright 1997); and GAP, BESTFIT, BLAST, FASTA, 
and TFASTA in the Wisconsin Genetics Software Package, 
Version 10 (available from Accelrys, 9685 Scranton Road, 
San Diego, Calif. 92121, USA). Alignments using these pro 
grams can be performed using the default parameters. 

The CLUSTAL program is well described by Higgins and 
Sharp, Gene 73: 237-244 (1988); Higgins and Sharp, 
CABIOS 5: 151-153 (1989); Corpet, et al., Nucleic Acids 
Research 16: 10881-90 (1988); Huang, et al., Computer 
Applications in the Biosciences 8: 155-65 (1992), and Pear 
son, et al., Methods in Molecular Biology 24: 307-331 
(1994). The ALIGN and the ALIGN PLUS programs are 
based on the algorithm of Myers and Miller (1988) supra. The 
BLAST programs of Altschul et al. (1990) J. Mol. Biol. 
215:403 are based on the algorithm of Karlin and Altschul 
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(1990) supra. The BLAST family of programs which can be 
used for database similarity searches includes: BLASTN for 
nucleotide query sequences against nucleotide database 
sequences; BLASTX for nucleotide query sequences against 
protein database sequences; BLASTP for protein query 
sequences against protein database sequences; TBLASTN 
for protein query sequences against nucleotide database 
sequences; and TBLASTX for nucleotide query sequences 
against nucleotide database sequences. See, Current Proto 
cols in Molecular Biology, Chapter 19, Ausubel, et al., Eds., 
Greene Publishing and Wiley-lnterscience, NewYork (1995). 
Alignment may also be performed manually by visual inspec 
tion. 

To obtain gapped alignments for comparison purposes, 
Gapped BLAST (in BLAST 2.0) can be utilized as described 
in Altschul et al. (1997) Nucleic Acids Res. 25:3389. Alter 
natively, PSI-BLAST (in BLAST 2.0) can be used to perform 
an iterated search that detects distant relationships between 
molecules. See Altschul et al. (1997) supra. When utilizing 
BLAST, Gapped BLAST, PSI-BLAST, the default param 
eters of the respective programs (e.g., BLASTN for nucle 
otide sequences, BLASTX for proteins) can be used. See 
www.ncbi.hlm.nih.gov. 
As used herein, “sequence identity” or “identity” in the 

context of two nucleic acid or polypeptide sequences makes 
reference to the residues in the two sequences that are the 
same when aligned for maximum correspondence over a 
speci?ed comparison window. When percentage of sequence 
identity is used in reference to proteins it is recognized that 
residue positions which are not identical often differ by con 
servative amino acid substitutions, where amino acid residues 
are substituted for other amino acid residues with similar 
chemical properties (e.g., charge or hydrophobicity) and 
therefore do not change the functional properties of the mol 
ecule. When sequences differ in conservative substitutions, 
the percent sequence identity may be adjusted upwards to 
correct for the conservative nature of the substitution. 
Sequences that differ by such conservative substitutions are 
said to have “sequence similarity” or “similarity”. Means for 
making this adjustment are well known to those of skill in the 
art. Typically this involves scoring a conservative substitution 
as a partial rather than a full mismatch, thereby increasing the 
percentage sequence identity. Thus, for example, where an 
identical amino acid is given a score of 1 and a non-conser 
vative substitution is given a score of zero, a conservative 
substitution is given a score between zero and 1. The scoring 
of conservative substitutions is calculated, e.g., as imple 
mented in the program PC/GENE (lntelligenetics, Mountain 
View, Calif.). 
As used herein, “percentage of sequence identity” means 

the value determined by comparing two optimally aligned 
sequences over a comparison window, wherein the portion of 
the polynucleotide sequence in the comparison window may 
comprise additions or deletions (i.e., gaps) as compared to the 
reference sequence (which does not comprise additions or 
deletions) for optimal alignment of the two sequences. The 
percentage is calculated by determining the number of posi 
tions at which the identical nucleic acid base or amino acid 
residue occurs in both sequences to yield the number of 
matched positions, dividing the number of matched positions 
by the total number of positions in the window of comparison, 
and multiplying the result by 100 to yield the percentage of 
sequence identity. 

Regarding the ampli?cation of a target nucleic acid 
sequence (e.g., by PCR) using a particular ampli?cation 
primer pair, “stringent conditions” are conditions that permit 
the primer pair to hybridize only to the target nucleic-acid 
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sequence to which a primer having the corresponding wild 
type sequence (or its complement) would bind and preferably 
to produce a unique ampli?cation product, the amplicon, in a 
DNA thermal ampli?cation reaction. 

The term “speci?c for (a target sequence)” indicates that a 
probe or primer hybridizes under stringent hybridization con 
ditions only to the target sequence in a sample comprising the 
target sequence. 
As used herein, “ampli?ed DN ” or “amplicon” refers to 

the product of nucleic acid ampli?cation of a target nucleic 
acid sequence that is part of a nucleic acid template. For 
example, to determine whether a corn plant resulting from a 
sexual cross contains transgenic event genomic DNA from 
the corn plant of the invention, DNA extracted from the corn 
plant tissue sample may be subjected to a nucleic acid ampli 
?cation method using a DNA primer pair that includes a ?rst 
primer derived from ?anking sequence adjacent to the inser 
tion site of inserted heterologous DNA, and a second primer 
derived from the inserted heterologous DNA to produce an 
amplicon that is diagnostic for the presence of the event DNA. 
Alternatively, the second primer may be derived from the 
?anking sequence. The amplicon is of a length and has a 
sequence that is also diagnostic for the event. The amplicon 
may range in length from the combined length of the primer 
pairs plus one nucleotide base pair to any length of amplicon 
producible by a DNA ampli?cation protocol. Alternatively, 
primer pairs can be derived from ?anking sequence on both 
sides of the inserted DNA so as to produce an amplicon that 
includes the entire insert nucleotide sequence of the 
PHI17662A expression construct as well as the sequence 
?anking the transgenic insert, see FIG. 1 (SEQ ID NO: 23), 
approximately twelve (12) Kb in size. A member of a primer 
pair derived from the ?anking sequence may be located a 
distance from the inserted DNA sequence, this distance can 
range from one nucleotide base pair up to the limits of the 
ampli?cation reaction, or about twenty thousand nucleotide 
base pairs. The use of the term “amplicon” speci?cally 
excludes primer dimers that may be formed in the DNA 
thermal ampli?cation reaction. 

Nucleic acid ampli?cation can be accomplished by any of 
the various nucleic acid ampli?cation methods known in the 
art, including the polymerase chain reaction (PCR). A variety 
of ampli?cation methods are known in the art and are 
described, inter alia, in US. Pat. Nos. 4,683,195 and 4,683, 
202 and in PCR Protocols: A Guide to Methods and Applica 
tions, ed. Innis et al., Academic press, San Diego, 1990. PCR 
ampli?cation methods have been developed to amplify up to 
22 Kb of genomic DNA and up to 42 Kb of bacteriophage 
DNA (Cheng et al., Proc. Natl. Acad. Sci. USA 91 :5695 
5699, 1994). These methods as well as other methods known 
in the art of DNA ampli?cation may be used in the practice of 
the embodiments of the present invention. It is understood 
that a number of parameters in a speci?c PCR protocol may 
need to be adjusted to speci?c laboratory conditions and may 
be slightly modi?ed and yet allow for the collection of similar 
results. These adjustments will be apparent to a person skilled 
in the art. 

The amplicon produced by these methods may be detected 
by a plurality of techniques, including, but not limited to, 
Genetic Bit Analysis (N ikiforov, et al. Nucleic Acid Res. 
22:4167-4175, 1994) where a DNA oligonucleotide is 
designed which overlaps both the adjacent ?anking DNA 
sequence and the inserted DNA sequence. The oligonucle 
otide is immobilized in wells of a microwell plate. Following 
PCR of the region of interest (using one primer in the inserted 
sequence and one in the adjacent ?anking sequence) a single 
stranded PCR product can be hybridized to the immobilized 
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oligonucleotide and serve as a template for a single base 
extension reaction using a DNA polymerase and labeled 
ddNTPs speci?c for the expected next base. Readout may be 
?uorescent or ELISA-based. A signal indicates presence of 
the insert/?anking sequence due to successful ampli?cation, 
hybridization, and single base extension. 

Another detection method is the Pyrosequencing tech 
nique as described by Winge (Innov. Pharma. Tech. 00: 18-24, 
2000). In this method an oligonucleotide is designed that 
overlaps the adjacent DNA and insert DNA junction. The 
oligonucleotide is hybridized to a single-stranded PCR prod 
uct from the region of interest (one primer in the inserted 
sequence and one in the ?anking sequence) and incubated in 
the presence of a DNA polymerase, ATP, sulfurylase, 
luciferase, apyrase, adenosine 5' phosphosulfate and 
luciferin. dNTPs are added individually and the incorporation 
results in a light signal which is measured. A light signal 
indicates the presence of the transgene insert/ ?anking 
sequence due to successful ampli?cation, hybridization, and 
single or multi-base extension. 

Fluorescence Polarization as described by Chen et al., (Ge 
nome Res. 9:492-498, 1999) is also a method that can be used 
to detect an amplicon of the invention. Using this method an 
oligonucleotide is designed which overlaps the ?anking and 
inserted DNA junction. The oligonucleotide is hybridized to 
a single-stranded PCR product from the region of interest 
(one primer in the inserted DNA and one in the ?anking DNA 
sequence) and incubated in the presence of a DNA poly 
merase and a ?uorescent-labeled ddNTP. Single base exten 
sion results in incorporation of the ddNTP. Incorporation can 
be measured as a change in polarization using a ?uorometer. 
A change in polarization indicates the presence of the trans 
gene insert/?anking sequence due to successful ampli?ca 
tion, hybridization, and single base extension. 
Taqman® (PE Applied Biosystems, Foster City, Calif.) is 

described as a method of detecting and quantifying the pres 
ence of a DNA sequence and is fully understood in the 
instructions provided by the manufacturer. Brie?y, a FRET 
oligonucleotide probe is designed which overlaps the ?ank 
ing and insert DNA junction. The FRET probe and PCR 
primers (one primer in the insert DNA sequence and one in 
the ?anking genomic sequence) are cycled in the presence of 
a thermostable polymerase and dNTPs. Hybridization of the 
FRET probe results in cleavage and release of the ?uorescent 
moiety away from the quenching moiety on the FRET probe. 
A ?uorescent signal indicates the presence of the ?anking/ 
transgene insert sequence due to successful ampli?cation and 
hybridization. 

Molecular Beacons have been described for use in 
sequence detection as described in Tyangi et al. (Nature Bio 
tech. 14:303 -308, 1996). Brie?y, a FRET oligonucleotide 
probe is designed that overlaps the ?anking and insert DNA 
junction. The unique structure of the FRET probe results in it 
containing secondary structure that keeps the ?uorescent and 
quenching moieties in close proximity. The FRET probe and 
PCR primers (one primer in the insert DNA sequence and one 
in the ?anking sequence) are cycled in the presence of a 
thermostable polymerase and dNTPs. Following successful 
PCR ampli?cation, hybridization of the FRET probe to the 
target sequence results in the removal of the probe secondary 
structure and spatial separation of the ?uorescent and quench 
ing moieties.A ?uorescent signal results.A ?uorescent signal 
indicates the presence of the ?anking/transgene insert 
sequence due to successful ampli?cation and hybridization. 
A hybridization reaction using a probe speci?c to a 

sequence found within the amplicon is yet another method 
used to detect the amplicon produced by a PCR reaction. 
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Embodiments of the present invention are further de?ned 
in the following Examples. It should be understood that these 
Examples are given by way of illustration only. From the 
above discussion and these Examples, one skilled in the art 
can ascertain the essential characteristics of this invention, 
and without departing from the spirit and scope thereof, can 
make various changes and modi?cations of the embodiments 
of the invention to adapt it to various usages and conditions. 
Thus, various modi?cations of the embodiments of the inven 
tion, in addition to those shown and described herein, will be 
apparent to those skilled in the art from the foregoing descrip 
tion. Such modi?cations are also intended to fall within the 
scope of the appended claims. 
The disclosure of each reference set forth herein is incor 

porated herein by reference in its entirety. 

EXAMPLES 

Example 1 

Transformation of Maize by Agrobacterium 
Transformation and Regeneration of Transgenic 
Plants Containing the Cry34Ab1 and Cry35Ab1 

(Cry3 4/35Ab 1) Genes 

A DNA molecule of approximately 7.4 Kb, designated 
PHI17662A (SEQ ID NO: 24), which includes a ?rst trans 
gene expression cassette comprising a DNA molecule which 
includes the promoter, 5' untranslated exon, and ?rst intron of 
the maize ubiquitin (Ubi-l) gene (Christensen et al. (1992) 
Plant Mol. Biol. 18:675-689 and Christensen and Quail 
(1996) Transgenic Res. 5:213-218) operably connected to a 
DNA molecule encoding a B.t. 6-endotoxin identi?ed as 
Cry34Ab1 (US. Pat. Nos. 6,127,180, 6,624,145 and 6,340, 
593) operably connected to a DNA molecule comprising a 
Pin II transcriptional terminator isolated from potato (Gyhe 
ung An et al. (1989) Plant Cell. 1:115-122). The second 
transgene expression cassette of the DNA construct com 
prises a DNA molecule encoding the wheat peroxidase pro 
moter (Hertig et al. (1991) Plant Mol. Biol. 16:171-174) 
operably connected to a DNA molecule encoding a B.t. 6-en 
dotoxin identi?ed as Cry35Ab1 (US. Pat. Nos. 6,083,499, 
6,548,291 and 6,340,593) operably connected to a DNA mol 
ecule comprising a Pin II transcriptional terminator isolated 
from potato (GyheungAn et al. (1989) Plant Cell. 1:115-122). 
The third transgene expression cassette of the DNA construct 
comprises a DNA molecule of the cauli?ower mosaic virus 
(CaMV) 35S promoter (Odell J. T. et al. (1985) Nature 313: 
810-812; Mitsuhara et al. (1996) Plant Cell Physiol. 37: 
49-59) operably connected to a DNA molecule encoding a 
phosphinothricin acetyltransferase (PAT) gene (Wohlleben 
W. et al. (1988) Gene 70: 25-37) operably connected to a 
DNA molecule comprising a 3' transcriptional terminator 
from (CaMV) 35S (see Mitsuhara et al. (1996) Plant Cell 
Physiol. 37: 49-59) was used to transform maize embryo 
tissue. 

B.t. Cry34/35 Ab1 maize plants were obtained by Agro 
bacterium transformation, the method of Zhao was employed 
(US. Pat. No.5,981,840, and PCT patent publication WO98/ 
32326; the contents of which are hereby incorporated by 
reference). Brie?y, immature embryos were isolated from 
maize and the embryos contacted with a suspension of Agro 
bacterium, where the bacteria was capable of transferring 
PHI17662 DNA (SEQ ID NO:24) to at least one cell ofat least 
one of the immature embryos (step 1: the infection step). 
Speci?cally, in this step the immature embryos were 
immersed in an Agrobacterium suspension for the initiation 
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of inoculation. The embryos were co-cultured for a time with 
the Agrobacterium (step 2: the co-cultivation step). Speci? 
cally, the immature embryos were cultured on solid medium 
following the infection step. Following this co-cultivation 
period a “resting” step was provided. In this resting step, the 
embryos were incubated in the presence of at least one anti 
biotic known to inhibit the growth of Agrobacterium without 
the addition of a selective agent for plant transformants (step 
3: resting step). In particular, the immature embryos are cul 
tured on solid medium with antibiotic, but without a selecting 
agent, for elimination of Agrobacterium and for a resting 
phase for the infected cells. Next, inoculated embryos were 
cultured on medium containing a selective agent and growing 
transformed callus was recovered (step 4: the selection step). 
Speci?cally, the immature embryos were cultured on solid 
medium with a selective agent resulting in the selective 
growth of transformed cells. The callus was then regenerated 
into plants (step 5: the regeneration step), and, speci?cally, 
calli grown on selective medium were cultured on solid 
medium to regenerate the plants. Individual embryos were 
kept physically separate during culture, and the majority of 
explants died on the selective medium. 

Those embryos that survived and produced healthy, glufo 
sinate-resistant callus tissue were assigned unique identi?ca 
tion codes representing putative transformation events, and 
continually transferred to fresh selection medium. Plants 
were regenerated from tissue derived from each unique event 
and transferred to the greenhouse. Leaf samples were taken 
for molecular analysis to verify the presence of the transgene 
by PCR and to con?rm expression of the Cry34/35Ab1 pro 
tein by ELISA. Plants were then subjected to a whole plant 
bioassay using western corn rootworm insects. Positive 
plants were crossed with inbred lines to obtain seed from the 
initial transformed plants. A number of lines were evaluated 
in the ?eld. The DAS-59122-7 event was selected from a 
population of independent transgenic events based on a supe 
rior combination of characteristics, including insect resis 
tance and agronomic performance. 

Example 2 

Identi?cation of Bacillus thuringiensis Cry34/35Ab1 
Maize Line DAS-59122-7 

Seed from event DAS-59122-7 was evaluated. The T1S2 
seed represents transformation into the Hi-II background, 
followed by a cross with inbred line PH09B and two rounds of 
self-crossing. All seed were obtained from Pioneer Hi-Bred 
(Johnston, Iowa). Primary characterization was conducted on 
plant leaf tissue during the study by con?rmation of phosphi 
nothricin acetyltransferase (PAT) activity via herbicide leaf 
painting and Cry34Ab1 expression using lateral ?ow devices. 

Control substances in this study were de?ned as unmodi 
?ed seed representative of the test substance background. 
Control seeds of Hi-II and PH09B backgrounds were used as 
negative controls. These unmodi?ed seed do not contain the 
plant transcription units for the cry3 4Ab 1, cry35Ab 1, and pat 
genes. All seed were obtained from Pioneer Hi-Bred 

(Johnston, Iowa). 
DNA samples from two additional B.t. Cry34/35Ab1 

events, event DAS-45214-4 and event DAS-45216-6, were 
used as negative controls for event speci?c PCR analysis. The 
two events were produced through Agrobacterium transfor 
mation using the same vector used to produce event DAS 
59122-7 and therefore contained the plant transcription units 
for the cry34Ab1, cry35Ab1, and pat genes. However, the 
insertions sites of the T-DNA in events DAS-45214-4 and 



US RE43,373 E 
21 

DAS-45216-6, including genomic DNA border regions, were 
different from that in event DAS-59122-7. DNA samples 
from event DAS-45214-4 and event DAS-45216-6 were iso 

lated and characterized by Southern blot analysis. (Data not 
shown.) 

Corn seed for event DAS-59122-7 and unmodi?ed control 
seed (Hi-II and PH09B) were planted in growth chambers at 
the DuPont Experimental Station (Wilmington, Del.) to pro 
duce suf?cient numbers of plants for DNA analysis. For char 
acterization of event DAS-59122-7, ten (10) T1S2 seeds were 
planted. Ten (10) seeds were also planted for each unmodi?ed 
control line. One (1) seed was planted perpot, and the pot was 
uniquely identi?ed. Planting and growing conditions were 
conducive to healthy plant growth including regulated light 
and water. 

Leaf samples were collected for each of the control and 
event DAS-59122-7 plants. For each sample, su?icient leaf 
material from above the growing point was collected and 
placed in a pre-labeled sample bag. The samples were placed 
on dry ice and were transferred to an ultralow freezer follow 
ing collection. All samples were maintained frozen until pro 
cessing. All leaf samples were uniquely labeled with the plant 
identi?er and the date of harvest. 

To con?rm the expression of the Cry34Ab1 protein in event 
DAS-59122-7 and the absence of expression in the controls, 
leaf samples were collected from all event DAS-59122-7 and 
control plants, and screened for transgenic protein using lat 
eral ?ow devices speci?c for Cry34Ab1 (Strategic Diagnos 
tics, Inc., Newark, Del.). Leaf punches were taken from each 
plant and ground in a phosphate buffered saline solution with 
Tween 20 to crudely extract the protein. A strip device was 
dipped into the extract to determine the presence or absence 
of the Cry34Ab1 protein. The immunoassay results were used 
to con?rm the identity of the test substance plants prior to 
molecular analysis as shown in Table 1. 

To con?rm the expression of phosphinothricin acetyltrans 
ferase (PAT) in event DAS-59122-7 plants, herbicide leaf 
painting was conducted. All plants used in this study were leaf 
painted to con?rm plant identity. Plants were assayed prior to 
the R1 growth stage. Assays were conducted following a 
standard procedure known in the art for herbicide leaf paint 
ing for the identi?cation of PAT-expressing transgenic plants. 
Speci?cally, a portion of one leaf of each plant was treated 
with approximately 2% solution of glufosinate herbicide, 
Basta® (Bayer CropScience) in water and visually checked 
for brown or necrotic tissue in the painted leaf area 4-12 days 
after application. Results for each plant were recorded and 
used to determine expression of PAT in each test plant as 
shown in Table 1. As shown in Table 1, of the ten (10) plants 
tested for event DAS-59122-7 T1S2 generation, six (6) plants 
expressed both Cry34Ab1 and PAT, while four (4) plants did 
not express either protein. All unmodi?ed controls tested 
negative for both CryAbl And PAT assays (data not shown). 

TABLE 1 

Cry34Abl and PAT Protein Expression and Southern Hybridization 
Data for B.t. Crv34/35Abl Event DAS—59122—7 

Southern Southern S outhern 
Cry34Abl Blot Blot Blot 

Plant and PAT cry34Abl cry3 5Abl pat 
ID Sample ID Expressionl Probe2 Probe2 Probe2 

02— DAS59122—7 positive + + + 

122C 1 T1 S2 1 
02— DAS59122—7 positive + + + 
122C 2 T1 S2 2 
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TABLE 1-continued 

Cry34Abl and PAT Protein Expression and Southern Hybridization 
Data for B.t. Cry34/35Abl Event DAS—59122—7 

Southern Southern Southern 
Cry34Abl Blot Blot Blot 

Plant and PAT cry34Abl cry35Abl pat 
ID Sample ID Expressionl Probe2 Probe2 Probe2 

02— DAS59122—7 positive + + + 
122C 3 T1S2 3 
02— DAS59122—7 negative — — — 

122C 4 T1 S2 4 
02— DAS59122—7 positive + + + 
122C 5 T1S2 5 
02— DAS59122—7 negative — — — 

122C 6 T1S2 6 
02— DAS59122—7 positive + + + 
122C 7 T1S2 7 
02— DAS59122—7 negative — — — 

122C 8 T1S2 8 
02— DAS59122—7 negative — — — 

122C 9 T1S2 9 
02— DAS59122—7 positive + + + 
122C10 T1S210 

lPositive Cry34Ab1 expression indicates detection of protein expression as determined by 
the immunoassay-based lateral ?ow device speci?c for Cry34Ab1 protein detection. Nega 
tive indicates no detection of the Cry34Ab1 protein. Positive PAT expression indicates plants 
that were tolerant to the herbicide treatment and negative indicates plants that were sensitive 
to the herbicide. 
2+ indicates hybridization signal on Southern blot; — indicates no hybridization signal on 
Southern blot. The cry34Ab1 gene probe hybridized to the expected internal T-DNA frag 
ment of 1.915 kb, the cry35Ab1 gene probe hybidized to the expected internal T-DNA 
fragment of 2.607 kb, and the pat gene probe hybridized to a 3.4 kb border fragment 
consistent with a single intact T-DNA insertion as determined by Southern blot analysis. 

Example 3 

Southern Blot Analysis of Bacillus thuringiensis 
Cry34/35Ab1 Maize Line DAS-59122-7 

One gram quantities of leaf samples were ground under 
liquid nitrogen, and the genomic DNA was isolated using 
DNeasy® Plant Mini Kit (Qiagen, Valencia, Calif.) or using a 
standard Urea Extraction Buffer procedure. Following 
extraction, the DNA was visualized on an agarose gel to 
determine the DNA quality, and was quanti?ed using Pico 
Green® reagent (Molecular Probes, Inc., Eugene, Oreg.) and 
spectro?uorometric analysis. 
The 1 Kb DNA Ladder (Invitrogen, Carlsbad, Calif.) was 

used to estimate DNA fragment sizes on agarose gels. 
Genomic DNA isolated from event DAS-59122-7 plants 

was digested with Nco I and electrophoretically separated, 
transferred to nylon membranes, and hybridized to the 
cry34Ab1, cry35Ab1 and pat gene probes using standard 
procedures known in the art. Blots were exposed to X-ray ?lm 
for one or more time periods to detect hybridizing fragments 
and to visualize molecular weight standards. Images were 
then digitally captured by photographing X-ray ?lms and/or 
by detection with a Lumi-ImagerTM instrument (Roche, 
Indianapolis, Ind.). The sizes of detected bands were docu 
mented for each probe. Southern blot analysis was used as a 
means of verifying the presence of the insertion in the test 
plants and con?rming that all plants from event DAS 
59122-7 contained the same insertion as shown in Table 1. 
(Southern blots not shown.) Southern blot analysis indicated 
that event DAS-59122-7 contained a single insertion consist 
ing of an intact copy of the T-DNA region from plasmid 
PHP17662, while the null segregants, as determined by the 
protein expression analysis did not hybridize to the gene 
probes. Further, event DAS-59122-7 plants expressing the 
two proteins exhibited identical hybridization patterns on 
Southern blots (data not shown). Speci?cally, the cry34Ab1 
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gene probe hybridized to the expected internal T-DNA frag 
ment of 1 .915 kb, the cry35Ab1 gene probe hybridized to the 
expected internal T-DNA fragment of 2.607 kb, and the pat 
gene probe hybridized to a 3 .4 kb border fragment consistent 
with a single intact T-DNA insertion as determined by South 
ern blot results. 

Example 4 

T-DNA Insert and Flanking Border Region 
Sequencing of Bacillus thuringiensis Cry34/35Ab1 

Maize Line DA8-59122-7 

The T-DNA insert and ?anking border regions were cloned 
from B.t. Cry34/35Ab1 event DA859122-7 using PCR based 
methods as diagramed in FIGS. 2 and 3. Speci?cally, 
sequences bordering the 5' and 3' ends of the insert in event 
DA8-59122-7 were obtained using two genome walking 
techniques. The ?rst walking method was essentially the 
method as described for the Universal Genome Walker Kit 
(BD Biosciences Clontech, Palo Alto, Calif.), and the second 
method was conducted according to the splinkerette protocol 
outlined in Devon et al., (1995) Nucleic Acids Research 23 
(9): 1644-1645, with modi?cations as described by 8tover 
(2001), U.C. Irvine (personal communication). 

Brie?y, genomic DNA was digested with various restric 
tion enzymes (Dra I, EcoRV, Pvu II, 8ma I and 8tu I for the 
Universal Genome Walker method and BamH I, EcoR I, Hind 
III, and Xba I for the splinkerette method) and then ligated to 
blunt-end adaptors for the Genome Walker method and to 
adaptors speci?c for the restriction enzyme used for the 
splinkerette method. The adaptors for both genome walking 
methods were designed to prevent extension of the 3' end of 
the adaptor during PCR and thus reduce or eliminate nonspe 
ci?c ampli?cation. The adaptor-ligated genomic DNA frag 
ments were then referred to as genome walker libraries or 

splinkerette libraries, one library for each restriction enzyme. 
Libraries were prepared from genomic DNA isolated from 
three individual T182 plants of B.t. Cry34/35Ab1 event DA8 
59122-7; plants DA8-59122-7 T1821,DA8-59122-7 T182 2 
and DA8-59122-7 T182 10, and from one Hi-II and one 
PH09B control plant. 

Following construction of the libraries, nested PCR ampli 
?cations were completed to amplify the target sequence using 
AdvantageTM-GC Genomic PCR kit (BD Biosciences Clon 
tech, Palo Alto, Calif.). The primary PCR ampli?cation used 
one primer with identity to the adaptor and one gene speci?c 
primer. The adaptor primer will not amplify a product in the 
?rst cycle of the primary PCR and only products from the 
gene speci?c primer will be produced. Annealing and ampli 
?cation from the adaptor primer only occurs after the comple 
mentary strand has been produced from the gene speci?c 
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primer. Following primary PCR ampli?cation, a secondary 
nested PCR reaction was performed to increase the speci?city 
of the genomic PCR reactions. The nested primers consisted 
of gene-speci?c and adaptor-speci?c sequences internal to 
the respective primers used in the primary PCR. 

For 5' ?anking border sequences, nested PCR was initiated 
using primers speci?c to the 5' end of the inserted T-DNA 
along with primers complementary to the adaptor sequence 
ligated onto the digested DNA. Similarly, cloning of the 3' 
?anking border sequence started with a primer speci?c for the 
3' end of the inserted T-DNA and a primer complementary to 
the adaptor sequence. DNA sequences internal to the T-DNA 
Right Border and Left Border sequences within the T-DNA 
region were used as the starting points for “walking out” to 
the maize genomic sequence, because they represented 
unique sequence (not homologous to endogenous maize 
genomic sequences) from which to anchor the genome walk 
ing primers. 
The products produced by the nested PCR were analyzed 

by agarose gel electrophoresis (data not shown). Fragments 
visible in libraries prepared from one or more of the event 
DA8-59122-7 DNA samples and absent in libraries prepared 
from the Hi-II and PH09B genomic DNA samples were iden 
ti?ed for further characterization. The identi?ed PCR ampli 
?ed fragments were separated by preparatory gel electro 
phoresis, isolated using a QIAquick Gel Extraction Kit 
(Qiagen), and sent directly for sequencing or cloned into a 
pGEM-T Easy plasmid vector using the pGEM-T Easy Vec 
tor 8ystem I (Promega Corp., Madison, Wis.) prior to DNA 
sequencing. Sequencing reactions were carried out with 
primers used for the nested PCR ampli?cation or with prim 
ers speci?c for use with the pGEM-T Easy vector. The 
sequence obtained was used to design additional gene spe 
ci?c primers to continue “walking out” into the unknown 
maize genomic sequence. Multiple rounds of genome walk 
ing were performed until at least 500 bp of border sequence 
from the ends of the T-DNA insert were obtained. 

To ensure validity of the ?anking border sequences, addi 
tional event-speci?c PCR ampli?cations on genomic DNA 
from event DA8-59122-7 were performed. The ampli?ed 
fragments were sequenced in order to further extend the 
region of sequence overlap from the T-DNA insert region into 
the 5' and 3' bordering genomic DNA. Primers, shown in 
Table 2, were designed based on the sequence obtained from 
the genome walking experiments to amplify a fragment span 
ning the unique junction of the T-DNA with the corn genomic 
DNA. Primer set 03-O-506/02-O-476 (SEQ ID NO: 10/8EQ 
ID NO:9) spanned the 5' junction and ampli?ed a 313 bp 
fragment (from bp 2427 to bp 2739, see FIG. 1), and primer 
set 02-O-447/03-O-577 (SEQ ID NO: 8/8EQ ID NO:17) 
spanned the 3' junction and ampli?ed a 754 bp fragment 
(from bp 9623 to bp 10376, see FIG. 1). 

TABLE 2 

Primer Sequences 

Target 
Sequence 

Primer Location 
Name Sequence (5'—3') (bp to bp)l 

02-O-215 (SEQ ID NO: 1) GTGGCTCCTTCAACGTTGCGGTTCTGTC 2743-2716 
02-0-219 (SEQ ID NO: 2) CGTGCAAGCGCTCAATTCGCCCTATAGTG 9830-9858 
02-0-227 (SEQ ID NO: 3) AATTGAGCGCTTGCACGTTT 9846-9827 
02-0-370 (SEQ ID NO: 4) AACAACAAGACCGGCCACACCCTC 4871-4894 
02-O-371 (SEQ ID NO: 5) GAGGTGGTCTGGATGGTGTAGGTCA 5187-5163 
02-0-372 (SEQ ID NO: 6) TACAACCTCAAGTGGTTCCTCTTCCCGA 7017-7044 
02-O-373 (SEQ ID NO: 7) GAGGTCTGGATCTGCATGATGCGGA 7897-7873 


























































