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In the Arabidopsis genome, approximately 80 MAP3Ks (mi-

togen-activated protein kinase kinase kinases) have been 

identified. However, only a few of them have been character-

ized, and the functions of most MAP3Ks are largely unknown. 

In this paper, we report the function of MAP3K16 and several 

other MAP3Ks, MAP3K14/15/17/18, whose expression is 

salt-inducible. We prepared MAP3K16 overexpression (OX) 

lines and analyzed their phenotypes. The result showed that 

the transgenic plants were ABA-insensitive during seed ger-

mination and cotyledon greening stage but their root growth 

was ABA-hypersensitive. The OX lines were more susceptible 

to water-deficit condition at later growth stage in soil. A 

MAP3K16 knockout (KO) line, on the other hand, exhibited 

opposite phenotypes. In similar transgenic analyses, we found 

that MAP3K14/15/17/18 OX and KO lines displayed similar 

phenotypes to those of MA3K16, suggesting the functional 

redundancy among them. MAP3K16 possesses in vitro kinase 

activity, and we carried out two-hybrid analyses to identify 

MAP3K16 substrates. Our results indicate that MAP3K16 

interacts with MKK3 and the negative regulator of ABA re-

sponse, ABR1, in yeast. Furthermore, MAP3K16 recombinant 

protein could phosphorylate MKK3 and ABR1, suggesting 

that they might be MAP3K16 substrates. Collectively, our 

results demonstrate that MAP3K16 and MAP3K14/15/17/18 

are involved in ABA response, playing negative or positive 

roles depending on developmental stage and that MAP3K16 

may function via MKK3 and ABR1. 

Keywords: abiotic stress, abscisic acid (ABA), Arabidopsis 
thaliana, MAP kinase, MAP3K16 

 

 

INTRODUCTION 
 

The plant hormone abscisic acid (ABA) plays important roles 

in plant growth and development (Finkelstein, 2013). Plants 

are exposed to various adverse environmental conditions 

such as drought, high salinity, and extreme temperatures 

during their life cycle. Under these conditions, ABA level 

increases, and ABA mediates protective responses to the 

abiotic stresses (Nambara and Marion-Poll, 2005). For 

instance, ABA minimizes water loss through transpiration by 

promoting stomatal closure and, at the same time, inhibiting 

stomatal opening under water deficit condintion (Kim et al., 

2010). It also controls the synthesis of compatible osmolytes 

and coordinates other responses to protect cells from the 

damage caused by various stresses (Xiong et al., 2002). 

Additionally, ABA functions, in general, as a negative 

regulator of plant growth under the stress conditions 

(Finkelstein, 2013). It inhibits seed germinaton, seedling 

establishment and the onset of postgermination growth, 

and subsequent seedling growth. Cellular ABA level is high 

also in developing seeds, and it plays a key role in the 

synthesis of storage components and establishing seed 

dormancy during seed maturation (Holdsworth et al., 2008). 

Most of the cellular processes controlled by ABA entail 

changes in gene expression, and numerous genes are 
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known to be regulated by ABA (Fujita et al., 2011). 

The molecular components comprising the ABA response 

pathway have been identified by various genetic and 

biochemical studies, and the core signaling pathway leading 

to the ABA-dependent gene expression has been unraveled 

(Cutler et al., 2010; Yoshida et al., 2015). ABA is perceived 

by PYR/PYL/RCAR family receptor proteins (Ma et al., 2009; 

Park et al., 2009). The ABA-bound receptor proteins interact 

with the members of the clade A subfamily of PP2Cs (e.g, 

ABI1, ABI2, and HAB1). The PP2Cs are negative regulators 

of ABA signaling and, in the absence of ABA, inactivate a 

subset of SnRK2s (e.g., OST1/SnRK2.6/SnRK2E, and 

SnRK2.2/SnRK2D, and SnRK2.3/SnRK2I) (Fujii and Zhu, 

2009; Fujita et al., 2009). The receptor binding to the PP2Cs 

inhibits the phosphatase activity of PP2Cs, resulting in the 

activation of the SnRK2s. The activated SnRK2s phosphory- 

late the ABF/AREB/ABI5 family of bZIP class transcription 

factors that regulate ABA-responsive gene expression. Thus, 

the core ABA signaling pathway that leads to the ABA-

regulated gene expression consists of PYR/PYL/RCAR-

PP2Cs-SnRK2s-ABFs/AREBs/ABI5 (Fujii et al., 2009). 

Mitogen-activated protein kinase (MAPK) signaling cascades 

play diverse roles in eukaryotic cell signaling (Colcombet and 

Hirt, 2008; Rodriguez et al., 2010). A typical MAPK cascade 

consists of three MAP kinases: MAP kinase kinase kinase 

(MAPKKK/MAP3K), MAPkinase kinase (MAPKK/MAP2K), 

and MAP kinase (MAPK). The signaling module, which is 

universal among eukaryotic kingdom, is activated by various 

internal or external stimuli, such as mitogen, hormones, 

developmental signal, pathogen, and abiotic stresses. The 

kinases comprising the module is sequentially activated by a 

relay of phosphorylation. A MAP3K, which is activated by a 

specific stimulus or stimuli, phosphorylate MAP2K, which, in 

turn, phosphorylate MAPK. The activated MAPKs pho- 

sphorylate downstream targets to modify their activities. 

In the Arabidopsis genome, approximately 80 MAP3Ks, 10 

MAP2Ks, and 20 MAPKs have been identified (Colcombet 

and Hirt, 2008). Numerous studies have been carried out to 

determine the functions of individual MAPKs, especially 

those of MAP2Ks and MAPKs. The studies show that they 

are involved in various cellular processes, such as plant 

development, hormone responses, disease resistance, and 

abiotic stress responses (Colcombet and Hirt 2008; Rodriguez 

et al., 2010). In several cases, the entire signaling cascades 

comprised of MAP3K-MAP2K-MAPK have been delineated. 

For instance, the MEKK1-MKK2-MPK4/6 modules are 

involved in salt and cold response (Teige et al., 2004), the 

MEKK1-MKK4/5-MPK3/6 modules function in innnate 

immunity (Asai et al., 2002), and the YODA-MKK4/5-MPK3/6 

modules regulate the stomatal development (Lampard et al., 
2009). 

Some MAPKs are involved in ABA response (Liu, 2012). 

The MKK1-MPK6 module mediates ABA response during 

seed germination by regulating CAT1 expression and glu-

cose-induced ABA level (Xing et al., 2008; 2009). MPK9 and 

MPK12 positively regulate both ABA- and MeJA-dependent 

guard cell signaling (Jammes et al., 2009; Khokon et al., 2015). 

Additionally, a large number of MAPKs in Arabidopsis and 

other plant species are known to be induced or activated by 

ABA and abiotic stresses (Danquah et al., 2014). Although 

the role of individual MAPKs and their signaling module in 

ABA signaling have been established for a number of cases, 

specific functions of MAPKs remain largely unknown. This is 

especially so in the case of MAP3Ks. MAP3Ks constitute the 

largest MAPK family (i.e., approximately 80 members), but 

only a few of them have been charaterized functionally 

(Rodriguez et al., 2010). MEKK1 regulates innnate immunity 

and abiotic stress responses, as mentioned above, and YODA 

controls stomatal patterning (Lampard et al., 2009; Teige et al., 

2004). ANP1 and its homologs, on the other hand, positively 

regulate cytokinesis (Takahashi et al., 2010). Most recently, 

MAP3K17/18 have been reported to mediate ABA response 

via the MKK3-MPK1/2/7/14 pathway (Danquah et al., 2015; 

Matsuoka et al., 2015). MAP3K17/18 is activated by ABA, 

and their mutants are ABA-hypersensitive. Mitula et al. 

(2015) further reported that MAP3K18 activity is regulated 

by ABI1. 

We are interested in the roles of MAP3Ks in ABA and/or 

abiotic stress signaling and set out to investigate the ABA-

associated functions of several MAP3Ks. We chose MAP3K16 

and other related MAP3Ks for our study. MAP3K16 is one of 

the several salt-inducible MAP3Ks, together with MAP3K14, 

MAP3K15, MAP3K17, and MAP3K18 (i.e., MAP3K14/15/ 

17/18). MAP3K17 and MAP3K18 are also ABA-inducible. As 

a first step toward their functional analysis, we investigated 

whether MAP3K16 and the related MAP3Ks, MAP3K14/15/ 

17/18, are involved in ABA response. In this paper, we show 

that MAP3K16 regulates a subset of ABA response and 

present the data suggesting its possible substrates. Our 

results further indicate that MAP3K14/15/17/18 play similar 

roles in ABA response. 

 

MATERIALS AND METHODS 
 

Plant growth and RNA isolation 
Plants (Arabidopsis thaliana, ecotype Ler and Col-0) were 

grown at 22C under long day condition (16 h light/8 h dark 

cycle). For aseptic growth, seeds were placed on MS medi-

um supplemented with 1% sucrose and solidified with 

0.8% agar. If necessary, the MS medium was supplemented 

with ABA, salt or other supplements as indicated in the Fig-

ure legends. Seeds were placed at 4C for 3-5 days in the 

dark to break residual dormancy before being transferred to 

normal growth temperature. For soil growth, seeds were 

sown on 1:1:1 mixture of vermiculite, perlite, and peat moss, 

and, after stratification, placed at normal growth condition. 

Plants were watered once a week by immersing pots in 

0.1% Hyponex (Hyponex Co., USA) solution. 

RNA isolation, semi-quantitative RT-PCR, and real-time 

RT-PCR were performed described previously (Lee et al., 

2015). Briefly, RNA was isolated employing the RNeasy 

plant mini kit (Qiagen) and treated with DNase I to remove 

contaminating DNA. For RT-PCR, the first strand cDNA was 

synthesized using Superscript III (Invitrogen), and qRT-PCR 

was carried out in a Bio-Rad CFX96 real-time PCR system 

using the primers shown in the Supplementary Table S2. 

UBC9 (At4g27960) (Czechowski et al., 2005) was used as 

a reference gene. 
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Generation of transgenic plants and phenotype analysis 

The promoter-GUS construct was prepared by amplifying a 

2.2 kb 5 flanking sequence of the MAP3K16 gene and 

cloning it into the Sal I/Bam HI sites of pBI101.2 (Jefferson 

et al., 1987), using the primers shown in Supplementary 

Table S2. For overexpression (OX) lines, entire coding re-

gion of each MAP3K was amplified using the primer sets 

shown in the Supplementary Table S2, and after digestion 

with appropriate enzymes, cloned into pBI121 (Jefferson et 

al., 1987). 

Transformation of Arabidopsis was performed according 

to Bechtold and Pelletier (Bechtold and Pelletier, 1998). For 

the promoter analysis, T3 homozygous lines were employed 

in histochemical GUS staining. For OX lines, more than 100 

T1 transgenic lines were selected for each construct, and T3 

generation homozygous lines were recovered from T2 gen-

eration lines segregating with 3:1 ratio of Kan
R
 and Kan

S
 

seeds. Final phenotype analyses were carried out using T4 

generation seeds of representative lines after preliminary 

analyses of T3 generation homozygous lines. The knockout 

(KO) mutant, map3k16 (SALK_003255C), was acquired from 

the Arabidopsis stock center. Seeds of progeny were collected 

from individual plants, and, after selecting homozygous plants, 

T-DNA insertion was confirmed first by PCR using primers 

flanking the insertion site and then by sequencing of the ge-

nomic DNA fragment flanking the right border. Phenotype 

analyses were performed using the seeds amplified from the 

confirmed lines. For the analyses of MAP3K15/17/18 KO lines 

described in the Supplementary Table S1, following seed 

stocks were acquired form the Arabidopsis stock center: 

SALK102721C (map3k15), SALK080309C (map3k17), and 

CS309974 (map3k18). The T-DNA insertion in the respective 

annotated sites in the mutants were confirmed in the same 

way as for the map3k16 mutant identification. 

Phenotype analyses were carried out as described before 

(Kang et al., 2002; Lee et al., 2015). Germination and coty-

ledon greening efficiency were scored as described in the 

Figure legends, using seeds harvested at the same time. For 

drought test, same number of wild type and transgenic 

plants (20 each) were grown in the same tray to minimize 

possible position effect. The test was repeated several times 

in multiplicates and representative results are presented. 

 

Yeast two-hybrid assay and other interaction study 
Yeast two-hybrid assays were performed as described before 

(Choi et al., 2005; Lee et al., 2009). To prepare bait con-

structs, insert fragments were amplified using the primers 

shown in the Supplementary Table S2 and cloned into the 

pPC62LexA vector (Lee et al., 2009). The prey constructs 

were prepared by cloning the individual amplified fragments 

into pYESTrp2 (Invitrogen). Bait constructs were individually 

introduced into the reporter yeast L40 (MAT, his3Δ200, 
trp1-901, leu2-3112, ade2, LYS2::[LexAop(x4)-HIS3], URA3:: 
LexAop[x8]-LacZ, GAL4) (Invitrogen; Carlsbad, Calif) by trans-

formation, and relevant prey constructs were subsequently 

introduced. To test interactions, yeast transformants were 

grown on SC-His medium, and the LacZ activity was assayed 

by X-gal overlay assay (Duttweiler, 1996) or by the liquid 

assay using O-nitrophenyl--D-galactopyranoside (ONPG) as 

a substrate. 

Pulldown assays were performed as described before 

(Choi et al., 2005) with minor modification. For ABR1, 

maltose–binding protein (MBP) was used as a negative 

control, and glutathione S-transferase (GST) was used as a 

negative control for MKKs (see below). Approximately 5 g 

of fusion proteins, 30 l of MBP (ABR1) or GST (MKKs) 

resin (50% slurry), and 20 l of in vitro translation products 

were used in each binding reaction. For in vitro translation, 

the MAP3K16 coding region was cloned into the Eco 

RI/Xho I sites of pCITE-4a (Novagen; USA). In vitro transla-

tion was carried out employing the TNT in vitro translation 

kit (Promega; Madison, WI) according to the supplier’s 

instruction. BiFC was performed according to Walter et al. 

(2004). MAP3K16, ABR1, and MKK3 were individually 

cloned into pSPYNE-35S and pSPYCE-35S, respectively. 

Pairwise combinations of the constructs (i.e., two pairs for 

ABR1 and two pairs for MKK3) were then used to infiltrate 

tobacco leaves (N. benthamiana). Because epifluorescence 

signals were very weak, protoplasts were prepared (Yoo et 

al., 2007) from the tobacco leaves 3-5 days after infiltra-

tion and observed under the microscope (Olympus BX51). 

Fluorescence signals were detected from the pairs shown 

in Figs. 6C and 7C. 

 

Preparation of recombinant proteins and in vitro kinase assay 
MAP3K16 recombinant proteins were prepared employing 

the pMAL system (NEB) with the modification described 

previously (Lee et al., 2015). The entire coding region (amino 

acids 1-443) or the kinase domain (amino acids 1-263) were 

amplified and cloned into the Sal I/Eco RI sites of pMAL-c5X 

with a 6X His-tag. Protein induction and protein purification 

were carried out according to the supplier’s instruction, and 

the proteins were further purified employing the Ni-NTA 

resin (Qiagen). ABR1 recombinant protein was prepared in a 

similar way. The entire ABR1 coding region (amino acids 1-

391) was amplified and cloned in to the Nde I/Sal I sites of 

pMAL-c5X (NEB), and protein was purified by employing 

amylose resin followed by Ni-NTA resin. Primer sequences 

are shown in the Supplementary Table S2. MKK3 and other 

MKK (Supplementary Figs. S4 and S6) recombinant protein 

were prepared using a GST-fusion vector, pColdIII-GST-His. 

The vector was constructed by cloning the GST coding 

region into Nde I/Kpn I sites of the pColdIII vector (Takara) 

and then by inserting a 6X His-tag next to the Xba I site. 

The entire coding region of each MKK was amplified using 

the primer set in the Supplementary Table S2 and cloned 

into pColdIII-GST-His. Protein induction and purification 

was carried out according to the GST Gene Fusion System 

manual (GE Healthcare), and then further purified on Ni-

NTA resin. 

Kinase assays were carried out as described (Choi et al., 

2005; Lee et al., 2015). Briefly, approximately 0.5-1 g of 

MAP3K16 recombinant proteins were incubated with similar 

amounts of substrates in a buffer (25 mM Tris–HCl, pH7.5, 

10mM MgCl2, 10 M ATP) containing 2 Ci of -32
P for 30 

min at 30C. After the reaction, the reaction mixtures were 

separated by SDS-PAGE, and gels were stained with Coo-

massie Brilliant Blue R, dried and autoradiographed. 
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Table 1. ABA- and stress-induced expression of MAP3K14/15/16/17/181
 

MAP3Ks Gene ID ABA Salt (NaCl) Mannitol Cold
2
 Untreated

3 
(Rosette/Root)

MAP3K14 At2g30040 1.28 ± 0.21 6.04 ± 0.31 4.54 ± 0.40 0.66 ± 0.11 29.25/189.91 

MAP3K15 At5g55090 1.35 ± 0.05 11.71 ± 2.69 1.88 ± 0.18 0.38 ± 0.05 1.25/7.8 

MAP3K16 At4g26890 2.89 ± 0.25 11.72 ± 0.98 2.98 ± 0.26 0.17 ± 0.02 8.21/29.4 

MAP3K17 At2g32510 11.47 ± 1.58 62.36 ± 0.25 32.60 ± 0.70 0.66 ± 0.30 19.83/33.43 

MAP3K18 At1g05100 68.76 ± 6.95 333.72 ± 54.23 413.35 ± 27.02 1.43 ± 2.03 2.06/3.36 
1
Seedlings were treated with 1/4 MS or 1/4MS containing 100 M ABA, 250 mM NaCl, or 600 mM mannitol for 4 h before RNA isolation. Exper-

iments were done in triplicates, and the numbers indicate relative expression levels compared with those of ¼ MS. UBC9 (At4g27960) was used 

as a reference gene. 
2
Relative expression level compared with the expression level in untreated plants. Seedlings were placed at 4°C for 24 h before RNA isolation. 

3
Expression values are from e-FP Browser (http://bar.utoronto.ca/efp/cgi-bin/efpWeb.cgi) 

 

 

 

RESULTS 
 

Expression patterns of Arabidopsis MAP3K14-18 
To examine the stress-induction pattern of MAP3K16 ex-

pression, we conducted real-time RT-PCR using RNA isolated 

from seedlings. MAP3K16 transcript level was increased 12-

fold by salt and 3-fold by mannitol (Table 1). Similar induc-

tion levels were observed with MAP3K15. The salt induction 

levels of MAP3K17 and MAP3K18 were much higher, 62-

fold and 333-fold, respectively. In addition, the expression of 

the two MAP3K genes was highly induced by mannitol (33-

fold and 413-fold, respectively) and ABA (11-fold and 69-

fold, respectively). The induction levels of MAP3K14 expres-

sion was relatively lower (i.e., 5-6 fold by high salt and high 

osmolarity) (Table 1). However, the basal level of MAP3K14 

expression (i.e., the expression level under normal growth 

condition) is higher than other MAP3Ks, and thus, its ex-

pression level after induction is comparable to those of other 

MAP3Ks. 
We investigated the expression pattern of MAP3K16 fur-

ther by determining its tissue-specific expression pattern. 

Semi-quantitative RT-PCR (Fig. 1A) showed that MAP3K16 

is expressed in leaves, roots, flowers, and siliques. The tran-

script level in leaves was lower than in other tissues. To de-

termine temporal and spatial expression patterns, transgenic 

plants harboring a 2.2.kb promoter-GUS reporter construct 

were prepared, and the promoter activity was assayed by 

histochemical GUS staining. Figure 1B shows that GUS activ-

ity was observed in young, emerging leaves (panel a) and 

lateral roots of seedlings (panel b). In mature plants, GUS 

activity was observed in lateral roots (Fig. 1B, b), anthers, 

and stigma (Fig. 1B, c). Embryos also exhibited GUS activity 

(Fig. 1B, d). 

 

MAP3K16 OX lines are partially ABA-insensitive 
To investigate the in vivo function of MAP3K16, we gener-

ated its overexpression (OX) lines. The coding region of 

MAP3K16 was fused to the constitutive 35S promoter in 

pBI121 (Jefferson et al., 1987), and transgenic plants were 

prepared using the construct. Thirteen homozygous lines 

were recovered, and, after preliminary analysis, three repre- 
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Fig. 1. Expression pattern of MAP3K16. (A) Tissue-specific ex-

pression pattern of MAP3K16. Transcript levels were determined 

by semi-quantitative RT-PCR using RNA isolated from leaves (L), 

roots (R), flowers (F), and siliques (Si). (B) Tissue-specific expres-

sion pattern of MAP3K was determine by histochemical GUS 

staining of the transgenic plants harboring a 2.2 kb promoter-

GUS construct. a, 8-day-old seedling. b, Roots of 8-day-old (left) 

and 39-day-old (right) plants. c, flowers. d, mature embryos. 

 

 

 

sentative lines were chosen for phenotype analysis (Fig. 2A). 

Plants overexpressing MAP3K16 grew normally, except 

that they grew faster than wild type plants and, therefore, 

have a tendency to reach flowering stage slightly earlier 

(Supplementary Fig. S1). To assess the effect of MAP3K16 

overexpression on ABA response, we examined the ABA- 
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and stress-associated phenotypes of the OX lines. The most 

notable phenotype was the partial insensitivity to ABA dur-

ing early seedling growth stage (Figs. 2B and 2C). When 

wild type seeds were germinated and grown on the media 

containing various concentrations of ABA, inhibitory effect 

of ABA was evident, and the postgermination growth (i.e., 

shoot and root growth) of wild type seedlings was severely 

inhibited when ABA concentration was greater than 0.75 

M. ABA inhibition of seedling growth was also observed 

with the MAP3K16 OX lines. However, the transgenic plants 

grew much more efficiently than the wild type plants, sug-

gesting that they were less sensitive to ABA inhibition. To 

assess the effects of MAP3K16 overexpression in more detail, 

we determined the ABA sensitivity during three different 

stages of early seedling growth: Germination, cotyledon 

greening/expansion, and primary root elongation. Figure 2D 

shows that the relative germination rates of transgenic seeds 

in the presence of ABA were higher than the wild type rates, 

although the differences were not great. Cotyledon green-

ing/expansion efficiencies of the transgenic seedlings were 

much higher compared with those of the wild type plants 

(Fig. 2E). On the other hand, primary root elongation of the 

transgenic seedlings was more severely affected by ABA 

than wild type seedlings, although the degree of difference 

was very low (Fig. 2F). Collectively, the data indicate that 

ABA sensitivity of the MAP3K16 OX lines was dependent on 

developmental stage and that the most prominent growth-

related phenotype was the ABA insensitivity during the post-

germination seedling establishment (i.e., cotyledon greening) 

stage. 

 

Stress responses of MAP3K16 OX lines 
Because MAP3K16 expression is induced by high salt, we 

also investigated the salt sensitivity of the MAP3K16 OX lines. 

The result (Figs. 3A-3C) showed that both germination and 

cotyledon greening of the transgenic plants were less sensi- 

Fig. 2. ABA sensitivity of MAP3K16 OX 

lines. (A) Expression levels of MAP3K16 

in the transgenic lines determined by 

real-time RT-PCR. The error bars denote 

standard errors (B), (C) ABA sensitivity 

of seedling growth. Seeds were plated 

on MS media containing various con-

centrations of ABA and, after stratifica-

tion, allowed to germinate and grow 

for 11 days in horizontal position (B) or 

7 days in vertical position (C). (D) ABA 

sensitivity of seed germination. Mature, 

dry seeds were plated after stratification 

on MS medium containing various con-

centrations of ABA, and germination 

(radicle protrusion) rates were scored 2 

days after plating. Experiments were 

performed in triplicates (n = 45 each), 

and the error bars indicate standard 

errors. (E) ABA sensitivity of cotyledon 

greening. Seeds were plated, and seed-

lings with green cotyledons were 

counted 11 days after plating. Each 

data point represents the percentage of 

seedlings with green cotyledons, and 

the error bars indicate standard errors 

(triplicates, n = 45 each). (F) ABA sensi-

tivity of root growth. Seeds were ger-

minated and grown for 3 days on ABA-

free MS medium, transferred to ABA-

containing media, and root elongation 

was measured 5 days after the transfer. 

Each data point represents the relative 

elongation rate compared with the 

control rate on ABA-free medium. Ex-

periments were done in quintuplicates 

(n = 5 each), and the error bars denote 

standard errors. 
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tom panels show plants 2 days after the recovery. To minimize experimental variations, wild type and transgenic plants were grown in 

the same tray. (E) Survival rates of plants in (D) are presented. Experiments were done in triplicate (#49) (n = 20 each) or quadruplicate 

(#19) (n = 20 each). (F) Transpiration rates of wild type and MAP3K16 OX lines. Leaves of the same developmental stage (i.e., 5
th
 and 

6
th
 true leaves from 20 day-old plants) were detached and weighed at 20 min interval after the detachment. The data represent relative 

(percentage) weight compared with the initial weight after the detachment. Experiments were done in triplicates (n = 15 each), and the 

error bars indicate standard errors. 

 

 

 

tive to salt than wild type plants. The partial insensitivity to 

high salt was observed only at the germination/cotyledon 

greening stage, and no significant phenotypic changes were 

observed at later growth stages in salt-containing media 

(data not shown). The root elongation rates in the presence 

of salt were similar to the wild type rates, suggesting that 

the salt sensitivity of primary root elongation was not signifi-

cantly affected in the MAP3K16 OX lines. 

ABA plays a pivotal role in mediating water-deficit re-

sponse. Thus, the reduced ABA sensitivity during early seed-

ling growth suggested that the MAP3K16 OX lines might 

exhibit altered water-deficit response, presumably reduced 

tolerance. To test the possibility, we determined the survival 

rates of the transgenic plants under water-deficit condition. 

Figures 3D and 3E show that the survival rates of the trans-

genic lines in soil were lower than the wild type rates. We 

also determined the transpiration rates of the plants to gain 

information about the possible mechanism of the reduced 

tolerance to water-deficit. Figure 3F shows that detached 

leaves of the MAP3K16 OX lines lost water faster than the 

wild type leaves. Thus, our result indicates that the water loss 

rates of the transgenic leaves were higher. 

 

Phenotypes of a MAP3K16 knockout mutant 
To further investigate the function of MAP3K16, we ac-

quired its knockout (KO) line, map3k16, (Figs. 4A and 4B) 

and examined its ABA sensitivity (Figs. 4C-4E). Figure 4D 

shows that the germination rates of the map3k16 seeds 

were more severely affected than the wild type seeds in the 

presence of various concentrations of ABA. Similarly, the 

Fig. 3. Stress responses of MAP3K16 

OX lines. (A) Salt sensitivity of seed 

germination. Seeds were plated after 

stratification on media containing 

various concentrations of NaCl, and 

germination (radicle protrusion) was 

scores 3 days after the plating. Exper-

iments were done in triplicates (n = 45 

each), and the error bars denote 

standard errors. (B) Salt sensitivity of 

cotyledon greening. Seeds were plat-

ed as in (A), and seedlings with green 

cotyledons were counted 5 days after 

the plating. Each data point repre-

sents the percentage of seedlings with 

green cotyledons relative to the con-

trol rate on salt-free MS medium. 

Experiments were done in triplicates 

(n = 45 each), and the error bars de-

note standard errors. (C) Salt sensitivi-

ty of root growth. Seeds were germi-

nated and grown for 3 days on salt-

free MS medium, transferred to media 

containing NaCl, and root elongation 

was measured 5 days after the trans-

fer. Each data point represents the 

relative elongation rate compared 

with the control rate on ABA-free 

medium. Experiments were done in 

quintuplicates (n = 5 each), and the 

error bars indicate standard errors. (D) 

Drought tolerance of MA3K16 OX 

lines. Plants were grown in soil for 7 

days, withheld from water for 12 

days, and then re-watered. The bot-



The Role of MAP3K16 in ABA Response 
Seo-wha Choi et al. 
 
 

236  Mol. Cells 2017; 40(3): 230-242 

 
 

A                              B 
 

 

 

 

 

C 
D                   E 

 

 

 

 

 

 

 

 

 

 

 

 

F 
G                   H 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

efficiency of cotyledon greening was also more severely af-

fected by ABA than wild type seedlings (Fig. 4E). Thus, the 

map3k16 mutant exhibited ABA-hypersensitive phenotypes 

during germination and cotyledon greening stage, although 

the degree of hypersensitivity was relatively low. In addition, 

the map3k16 mutant was hypersensitive to high salt during 

germination and cotyledon greening (Figs. 4F-4H). Overall, 

our results indicate that the map3k16 mutant displayed 

weak ABA-hypersensitive phenotypes, whereas its OX lines 

exhibited partial ABA insensitivity during early seedling 

growth (i.e., germination and cotyledon greening/expansion 

stage).  

 

Phenotypes of other MAP3K OX and KO lines 
As mentioned earlier, MAP3K14/15/17/18 are similar to 

MAP3K16 in their ABA- and stress-induced expression pat-

terns (Table 1) and are homologous to MAP3K16 to various 

degrees (i.e., 35 to 64% amino acid sequence identity, Sup-

plementary Fig. S2A). To address whether they also function 

in ABA and stress responses, we prepared their OX lines and 

analyzed their phenotypes (Fig. 5). 

The plants overexpressing each of MAP3K14/15/17/18 

grew normally except that, like the MAP3K16 OX line plants, 

they reached bolting stage slightly earlier than wild type 

plants (Supplementary Fig. S2B). We first determined the 

ABA sensitivity of the MAP3K14 OX lines. Figures 5A-5C 

show that the transgenic plants were partially insensitive to 

ABA during early seedling growth stage. Similarly, the OX 

lines of MAP3K15/17/18 were partially insensitive to ABA 

during the same growth stage (Figs. 5D-5L). We next inves-

tigated the drought tolerance of the OX lines by scoring the 

survival rates of seedlings under water-deficit condition. The 

result showed that the OX lines were more susceptible to 

water stress than wild type seedlings (Supplementary Fig. 

S3). Additionally, we acquired and analyzed MAP3K15/17/ 
18 KO mutants (see Materials and Methods) and found that 

they displayed similar phenotypes to those of the map3k16 

mutant (summarized in Supplementary Table S1). Collective-

ly, our data indicate that the OX and KO phenotypes of 

MAP3K14/15/17/18 are similar to those of MAP3K16. 

 

MAP3K16-interacting proteins 
MAP3K16 and MAP3K14/15/17/18 belong to the MAP3K 

family proteins (Ichimura et al., 2002). Because MAP3Ks are 

components of the MAP kinase module consisted of 

MAP3K-MAP2K-MAPK, we addressed whether the MAP3Ks 

Fig. 4. ABA and salt sensitivity of 

MAP3K16 KO line. (A) Schematic 

presentation of T-DNA insertion site in 

the map3k16 mutant. (B) Left, Disrup-

tion of the MAP3K16 gene was con-

firmed by PCR, using forward (F) and 

reverse (R) primer set (Supplementary 

Table S2). Right, Semi-quantitative RT-

PCR to confirm the null expression of 

MAP3K16. (C) Growth of the map3k16 

plants on media containing ABA. Plants 

were grown for 6 days after plating. 

(D), (E) Seeds were plated in media 

containing various concentration of 

ABA, and germination (radicle protru-

sion) and cotyledon greening were 

scored one day and 5 days, respective-

ly, after the plating. Experiments were 

done in triplicates (n = 45 each), and 

the error bars denote standard errors. 

(F) Growth of the map3k16 plants on 

media containing NaCl. Plants grown 

for 4 days after plating are shown. (G), 

(H) Seeds were plated in media con-

taining various concentration of NaCl, 

and germination and cotyledon green-

ing were scored two days and three 

days, respectively, after the plating. 

Experiments were done in triplicates (n 

= 45 each), and the error bars repre-

sent standard errors. The error bars for 

map3k16 in (G) and (H) are smaller 

than the data point symbols. 
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could interact with MAP2Ks by carrying out yeast two-hybrid 

assays. Bait constructs containing each of the MAP3Ks were 

prepared, and their interactions with MKKs were examined. 

The result (Fig. 6) showed that MAP3K16 interacted with 

MKK3 (Fig. 6A). The interaction was relatively weak (Fig. 6B), 

but it was consistently detected not only in the two-hybrid 

assay but also in GST pulldown assay and in bimolecular 

fluorescence complementation (BiFC) assay. In the pulldown 

assay (Supplementary Fig. S4), in vitro translated MAP3K16 

was preferentially retained by MKK3. In the BiFC assay (Fig. 

6C), fluorescence signals, which were distributed through-

out the cell, were detected in tobacco cells infiltrated with 

Agrobacteria containing the YFP
N
-MAP3K16 and the YFP

C
-

MKK3 construct. Interactions with MKK2/4/5 were also ob-

served occasionally. However, the interactions with these 

MKKs were very weak (Fig. 6B) and inconsistent, i.e., the 

results of our interaction assays varied from experiment to 

experiment (e.g., compare Fig. 6A and Supplementary Fig. 

S4). Among other MAP3K-MKK pairs, we detected a strong 

interaction between MAP3K17 and MKK3 (Supplementary 

Fig. S5). 

It is possible that MAP3K16 may interact with proteins 

other than MKKs. To address the possibility, we performed 

yeast two-hybrid screening employing the full-length 

MAP3K16 as bait. We screened approximately 4.5 million 

yeast transformants obtained with a cDNA expression li-

brary prepared from salt- and ABA-treated seedling RNAs 

(Choi et al., 2000). Several putative positive clones, includ-

ing APUM10 (At1g35750), CAD7 (At4g37980), ABR1 

(At5g64750), and GDA1 (At4g19180), were isolated from 

the screen. Among the isolates, we chose ABR1 for further 

analysis, because it is known to be a negative regulator of 

ABA response (Pandey et al., 2005). As shown in Fig. 7A, 

ABR1 interacted with the full-length MAP3K16, and it also 

Fig. 5. ABA sensitivity of MAP3K14/ 

15/17/18 OX lines. (A), (D), (G), (J) 

Expression levels of MAP3K14/15/17/ 

18, respectively, in transgenic lines 

determined by real-time RT-PCR. Ex-

periments were done in duplicates, 

and the error bars represent standard 

errors. (B), (E), (H), (K) Seedlings of 

MAP3K14/15/17/18 OX lines grown 

for 7-9 days after plating on media 

containing ABA as indicated. (C), (F), 

(I), (L) Cotyledon greening of the 

MAP3K14/15/17/18 OX line seed-

lings. Each data point represents the 

percentage of seedlings with green 

cotyledons counted 5 days (C, F, I) or 

7 (L) days after plating. Experiments 

were done in triplicates (n = 45 each), 

and the error bars indicate standard 

errors. 
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interacted with the kinase domain alone albeit with lower 

intensity (Fig. 7A). The interaction between the full-length 

MAP3K16 and ABR1 was confirmed by pulldown assays (Fig. 

7B), in which in vitro translated MAP3K16 was retained by 

MBP (maltose-binding protein)-tagged ABR1 (Fig. 7B, lane 

2) but not by MBP alone (Fig. 7B, lane 1). In addition, BiFC 

assays were performed to further confirm the MAP3K16-

ABR1 interaction (Fig. 7C). In the assay, fluorescence signals, 

which appeared as a single broad spot in the cell, were ob-

served in tobacco cells infiltrated with Agrobacteria harbor-

ing the YFP
N
-MAP3K16 and the YFP

C
-ABR1 constructs. 

Once confirmed the interaction between the full-length 

MAP3K16 and ABR1, we performed a deletion study to map 

the interaction domain of ABR1. Various ABR1 deletion con-

structs shown in Figs. 7D and 7E were prepared, and their 

interactions with the full-length MAP3K16 were investigated 

by two-hybrid assay (Fig. 7F). Deletion of the N-terminal 

portion (amino acids 1-180) did not abolish the interaction, 

indicating that the remaining portion, i.e., fragment AP2C 

consisted of the AP2 domain (amino acids 181-260) and the 

C-terminal portion (amino acids 261-391) is sufficient for the 

interaction. On the other hand, the C-terminal deletion 

(amino acids 261-391) abolished the interaction, suggesting 

that it is essential for the interaction and that the remaining 

portion (i.e., fragment NAP2, amino acids 1-260) is not suf-

ficient for the interaction. Although necessary, C-terminal 

portion alone could not interact with MAP3K16. In summary, 

the deletion analysis showed that both AP2 domain and the 

C-terminal portion of ABR1 are necessary for the interaction. 

 

In vitro kinase activity of MAP3K16 
To investigate the enzymatic activity of MAP3K16, we car-

ried out in vitro kinase assays. We first determined whether 

MAP3K16 possessed kinase activity. Recombinant MAP3K16 

proteins, full-length or a N-terminal partial fragment con-

taining the kinase domain only, were prepared as described 

in Materials and Methods. Their phosphorylation activity was 

then determined employing myelin basic protein (MyBP) as a 

substrate. Figure 8A shows that the full-length MAP3K16 

could phosphorylate MyBP (lanes 1, 2). The partial fragment 

consisted of the MAP3K16 kinase domain (amino acids 1-

263) also could phosphorylate MyBP (lanes 3, 4). Compared 

with the full-length protein, the partial fragment, which is 

considered to be a constitutively active form (Rodriguez et al., 

2010), exhibited much higher phosphorylation activity. 

Next, we investigated whether MAP3K16 could phosphory-

late ABR1. In the above assay to examine MyBP phosphoryla-

tion, recombinant ABR1 was also phosphorylated by the con-

stitutive active form (i.e., the kinase domain-containing frag-

ment) of MAP3K16 (Fig. 8A, lane 4), when it was added to 

the reaction mixture with MyBP. In a separate assay employing 

ABR1 as an only substrate, ABR1 was phosphorylated by 

MAP3K16 (Fig. 8B, lanes 3, 4). Thus, our results indicate that 

the constitutive active form of MAP3K16 could phosphorylate 

ABR1 in vitro. Similarly, we also examined whether MAP3K16 

could phosphorylate MKK3. Recombinant MKK3 protein was 

prepared as described in Materials and Method, and kinase 

assays were carried out. The result showed that MAP3K16 

could phosphorylate MKK3 (Fig. 8C, lane 3). The constitu-

tively active form of MAP3K16 may be lacking the putative 

regulatory domain (Rodriguez et al., 2010) and, conse-

quently, may have lost its substrate specificity. To address the 

question, we examined the phosphorylation of several other 

MKKs, and the result showed that MKK3 was preferentially 

Fig. 6. Interaction of MAP3K16 with MKKs. 

(A) Interactions between MAP3K16 and 

MKK2/3/4/5 were examined by two-hybrid 

assay. Full-length MA3K16 was employed 

as bait, and MKKs were employed as prey. 

Yeast transformants were grown on SC-

LWU plates, and the LacZ reporter activity 

was determined by X-gal overlay assay. (B) 

Liquid -galactosidase assay. The LacZ re-

porter activity was determined by liquid 

assay using O-nitrophenyl--D-galactopyra-

no-side (ONPG) as a substrate. Four inde-

pendent transformants were assayed for each 

pair of constructs, and the numbers indicate 

the LacZ activity in Miller unit. The error bars 

indicate standard errors. (C) Bimolecular 

fluorescence complementation assay (BiFC). 

The interaction between MAP3K16 and 

MKK3 was examined by BiFC as described 

in the Materials and Methods. Protoplasts, 

which were prepared from tobacco (N. 

benthamiana) leaves infiltrated with 

pSPYNE-35S and pSPYCE-35S constructs, 

were observed under microscope. 
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phosphorylated by the active form of MAP3K16 (Supple-

mentary Fig. S6). 

 

DISCUSSION 
 

The primary goal of our current study is to find out MAP3Ks 

that are involved in ABA and stress responses. Toward the 

end, we searched database and chose MAP3K16 and sever-

al other ABA- or salt-inducible MAP3Ks for functional anal-

yses. 

In our transgenic analyses, overexpression of MAP3K16 

conferred partial ABA insensitivity during early seedling 

growth stage and the susceptibility to water-deficit condition. 

On the other hand, the MAP3K16 KO line displayed oppo-

site phenotypes, notably, the ABA hypersensitivity during 

early seedling growth. The degree of hypersensitivity, how-

ever, was low probably because of the functional redundan-

cy discussed below. 

ABA affects several aspects of plant growth and develop-

ment (Finkelstein, 2013), such as seed germination, seedling 

establishment (i.e., cotyledon greening/expansion and onset 

of vegetative growth) and subsequent postgermination 

growth, stress tolerance, and seed dormancy. Although ABA 

generally plays an inhibitory role during germination and 

postgermination growth, it inhibits postgermination seedling 

growth more efficiently than the germination process 

(Lopez-Molina et al., 2001). The ABA insensitivity of the 

MAP3K16 OX lines was observed at this stage, and seed 

germination was not affected (Supplementary Fig. S1). In 

contrast, primary root elongation of transgenic seedlings 

was slightly hypersensitive to ABA inhibition (Fig. 2F), sug-

gesting that MAP3K16 OX phenotypes are developmental 

stage-dependent. Another noticeable ABA-associated phe-

notype of the MAP3K16 OX lines was the susceptibility to 

water deficit, which may result from higher transpiration 

rates (Figs. 3D-3F). The reduced water-deficit tolerance is 

consistent with the ABA insensitivity observed at the seed-

ling establishment stage. 

Our transgenic analyses of other salt-inducible MAP3Ks 

(summarized in the Supplementary Table S1), MAP3K14/15/ 

Fig. 7. Interaction of MAP3K16 with 

ABR1. (A) The interaction between 

MAP3K16 and ABR1 was investigated by 

two-hybrid assay, using ABR1 as bait and 

MAP3K16 as prey. FL, full-length. KD, 

kinase domain. (B) MBP (maltose binding 

protein) pulldown assay was performed 

using MBP-tagged ABR1 and in vitro-

translated MAP3K16 labeled with 
35

S. 

Lane 1, MBP only. Lane 2, MBP-ABR1. 

Lane 3, in vitro translation product of 

MAP3K16. Lane 4, negative control for in 

vitro translation. (C) Bimolecular fluores-

cence complementation assay (BiFC). The 

interaction between MAP3K16 and ABR1 

was investigated by BiFC, as described in 

the “Materials and Methods”. Protoplasts 

prepared from tobacco (N. bentham-

iana) leaves infiltrated with the pSPYNE-

35S and pSPYCE-35S constructs pair 

were observed under microscope. (D) 

Schematic diagram of MA3K16 domain 

structure. The numbers indicate amino 

acid position. (E) Schematic diagram of 

ABR1 domain structure and the various 

fragments used in the two-hybrid assay 

in (F). The numbers indicate the amino 

acid position. (F) Two-hybrid assay to 

determine the interaction domains of 

ABR1 shown in (E). Full-length MA3K16 

was used as bait, and various portions of 

ABR1 as prey. Transformants were 

grown on SC-HLWU plates containing 

0.5 mM 3-aminotriazole (3-AT), and the 

LacZ reporter activity was determine by 

X-gal overlay assay. 
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Fig. 8. Kinase activity of MAP3K16. (A) In vitro assay to investi-

gate the kinase activity of MAP3K16. Recombinant MAP3K16 

protein (~ 0.5 g) tagged with maltose-binding protein was 

employed in an assay in which myelin basic protein (MyBP) was 

used as a substrate. The right panel shows an autoradiogram, 

and the left panel shows a gel stained with coomassie brilliant 

blue R (CBB). The same amount of MyBP (~ 1 g) was used in 

lanes 1-4. In lanes 2 and 4, recombinant ABR1 (~1 g) was also 

added as a substrate. (B) Phosphorylation of ABR1 by MAP3K16. 

In vitro kinase assay was carried out to study phosphorylation of 

ABR1 by MAP3K16 (kinase domain, KD). Approximately 1 g of 

MAP3K16 was used, and the amount of ABR1 in lanes 3 and 4 

was 0.8 g and 1.6 g, respectively. Left panel, CBB-stained gel. 

Right panel, autordiogram. The X-ray film exposure time was 

longer (~2. 5 times) than in (A). (C) Phosphorylation of MKK3 by 

MAP3K16 (kinase domain) was investigated by in vitro kinase 

assay. Assays were performed as in (A) and (B). Left panel, CBB-

stained gel. Right panel, autoradiogram. The numbers in the 

autoradiograms indicate the position of size markers. The assay 

components in each reaction mixture are indicated above the 

autoradiograms in (A), (B), and (C). 

 

 

 

17/18, indicate that they are likely to play similar roles to 

MAP3K16 in ABA and stress responses. The OX lines of the 

genes were ABA-insensitive during seedling establishment (i.e., 

cotyledon greening/expansion) stage and susceptible to water 

deficit (Fig. 5 and Supplementary Fig. S3). Like MAP3K16 OX 

lines, the OX lines exhibited weak ABA-insensitivity during 

germination and weak ABA-hypersensitivity during root 

growth. Additionally, their KO lines exhibited similar pheno-

types to those of the MA3K16 KO line (Supplementary Table 

S1). High degree of functional redundancy is, therefore, ex-

pected among the salt-inducible Arabidopsis MAP3Ks, and 

the weak KO phenotypes of MAP3K16 and MAP3K14/15/ 
17/18 may be due to this functional redundancy. 

It is noteworthy that the results of our transgenic analyses 

suggest the negative regulatory role of MAP3K14/15/16/ 

17/18 in ABA response. The conclusion is based on our ob-

servation of OX phenotypes and the phenotypes of single 

KO lines without complementation analyses. Thus, the re-

sults must be interpreted with caution. Nonetheless, most 

distinct OX phenotypes (i.e., ABA insensitivity during seed-

ling establishment stage and drought susceptibility) were 

observed with all OX lines (Supplementary Table S1), and 

opposite and complementary phenotypes were observed 

with their respective KO lines. Collectively, the results strong-

ly support the conclusion that MAP3K14/15/16/17/18 play 

mainly negative regulatory roles in ABA response. 

Recombinant MAP3K16 protein possesses kinase activity 

(Fig. 8), and, in an effort to identify putative MKK substrates, 

we found out that it interacts with MKK3 (Fig. 6, Supple-

mentary Fig. S4). Consistent with this observation, recombi-

nant MKK3 was phosphorylated by MAP3K16 in vitro (Fig. 

8C). It remains to be determined whether MKK3 is phos-

phorylated by MAP3K16 in vivo. Nonetheless, the result 

suggests that MAP3K16 may function via the MAP kinase 

pathway reported by Danquah et al. (2015) (see below). 

They showed that MAP3K17/18 mediate ABA response by 

the MAP3K17/18-MKK3-MPK1/2/7/14 pathway. We also 

observed the MAP317 interaction with MKK3 (Supplemen-

tary Fig. S5A), although the MAP3K18 interaction with 

MKK3 was not observed presumably because of the lower 

sensitivity of our two-hybrid assay system. 

Our results suggest that ABR1 may also be a substrate of 

MAP3K16. ABR1 was isolated as one of the positive clones 

in the two-hybrid screen to isolate MAP3K16-interacting 

proteins. Additionally, recombinant ABR1 was phosphory-

lated by MAP3K16 in vitro (Figs. 8A and 8B). As in the above 

case of MKK3, it remains to be determined whether ABR1 is 

a MAP3K16 substrate in planta. However, it is noteworthy 

that ABR1 is one of the few negative regulators of ABA re-

sponse (Pandey et al., 2005) and that MAP3K16 plays mainly 

a negative regulatory role. In line with the notion that ABR1 

may be an in vivo substrate of MAP3K16, several genes 

(COR15A, COR47, RAB18, RD29A, RD22, and RD29A) that 

are up-regulated in the abr1 mutant were found to be 

down-regulated in the MAP3K16 OX lines in our limited 

analysis of gene expression changes (Supplementary Fig. S7). 

There is a precedent in which a MAP3K phosphorylates a 

substrate other than MKKs. For instance, Arabidopsis 

MAP3K CTR1 phosphorylates EIN2 (Ju et al., 2012; Qiao et 

al., 2012) as well as MKK9 (Yoo et al., 2008). 

While our work is in progress, the function of MAP3K17 

and MAP3K18 has been reported. According to Danquah et 

al. (2015), MAP3K17/18 activate MKK3, which in turn acti-
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vates MPK1/2/7/14. The MAPK cascade is activated by the 

core ABA signaling module, and the mkk3 and the 

map3k17map3k18 mutants are ABA-hypersensitive. These 

mutant phenotypes are consistent with the map3k16 phe-

notypes we observed. Matsuoka et al. (2015) reported simi-

lar results (i.e., MAP3K18-MKK3-MPK1/2/7 pathway) and 

showed that MAP3K18 is involved in leaf senescence pro-

cess. Mitula et al. (2015), on the other hand, reported that 

MAP3K18 affects ABA sensitivity and stomatal index. Addi-

tionally, they showed that ABI1 regulates the MAP3K18 

activity by promoting proteasomal degradation of MAP3K18. 

In summary, our study demonstrated that MAP3K16 func-

tions mainly as a negative regulator of ABA response during 

early seedling growth and in water-deficit response, alt-

hough it plays a positive role in the regulation of root growth. 

MAP3K16 possesses a kinase activity and could phosphory-

late ABR1, a negative regulator of ABA response. MAP3K16 

also interacts with MKK3 and phosphorylate it in vitro, sug-

gesting that, like MAP3K17/18, it may also function in the 

MKK3-MPK1/2/7/14 pathway. Other salt-inducible MAP3Ks, 
MAP3K14/15/17/18, exhibited OX and KO phenotypes simi-

lar to those of MAP3K16, suggesting that they may play 

similar roles in ABA response. 

 

Note: Supplementary information is available on the Mole-
cules and Cells website (www.molcells.org). 
 

ACKNOWLEDGMENTS 
This work was supported in part by the Basic Science Re-

searcher Program through NRF grant (No. 2014R1A1A 

2056798 to SYK) funded by the MOE and the Mid-career 

Researcher Program through NRF grant (No. 2011-0015455 

to SYK) funded by the MEST, Republic of Korea. The authors 

are grateful to the Kumho Life Science Laboratory of Chon-

nam National University for providing equipment and plant 

growth facilities. 

 

REFERENCES 
 

Asai, T., Tena, G., Plotnikova, J., Willmann, M.R., Chiu, W.L., Gomez-

Gomez, L., Boller, T., Ausubel, F.M., and Sheen, J. (2002). MAP 

kinase signalling cascade in Arabidopsis innate immunity. Nature 

415, 977-983. 

Bechtold, N., and Pelletier, G. (1998). In planta Agrobacterium-

mediated transformation of adult Arabidopsis thaliana plants by 

vacuum infiltration. Methods in Mol. Biol. 82, 259-266. 

Choi, H., Hong, J., Ha, J., Kang, J., and Kim, S.Y. (2000). ABFs, a 

family of ABA-responsive element binding factors. J. Biol. Chem. 275, 

1723-1730. 

Choi, H.I., Park, H.J., Park, J.H., Kim, S., Im, M.Y., Seo, H.H., Kim, 

Y.W., Hwang, I., and Kim, S.Y. (2005). Arabidopsis calcium-

dependent protein kinase AtCPK32 interacts with ABF4, a 

transcriptional regulator of abscisic acid-responsive gene expression, 

and modulates its activity. Plant Physiol. 139, 1750-1761. 

Colcombet, J., and Hirt, H. (2008). Arabidopsis MAPKs: a complex 

signalling network involved in multiple biological processes. Biochem. 

J. 413, 217-226. 

Cutler, S.R., Rodriguez, P.L., Finkelstein, R.R., and Abrams, S.R. 

(2010). Abscisic acid: emergence of a core signaling network. Annu. 

Rev. Plant Biol. 61, 651-679. 

Czechowski, T., Stitt, M., Altmann, T., Udvardi. M.K., and Scheible, 

W.R. (2005). Genome-wide identification and testing of superior 

reference genes for transcript normalization in Arabidopsis. Plant 

Physiol. 139, 5-17. 

Danquah, A., de Zelicourt, A., Colcombet, J., and Hirt, H. (2014). The 

role of ABA and MAPK signaling pathways in plant abiotic stress 

responses. Biotechnol. Adv. 32, 40-52. 

Danquah, A., de Zelicourt, A., Boudsocq, M., Neubauer, J., Frei Dit 

Frey, N., Leonhardt, N., Pateyron, S., Gwinner, F., Tamby, J.P., Ortiz-

Masia, D., et al. (2015). Identification and characterization of an 

ABA-activated MAP kinase cascade in Arabidopsis thaliana. Plant J. 

82, 232-244. 

Duttweiler, H.M. (1996). A highly sensitive and non-lethal beta-

galactosidase plate assay for yeast. Trends Genet. 12, 340-341. 

Finkelstein, R. (2013). Abscisic Acid synthesis and response. The 

Arabidopsis book / American Society of Plant Biologists 11, e0166. 

Fujii, H., and Zhu, J.K. (2009) Arabidopsis mutant deficient in 3 

abscisic acid-activated protein kinases reveals critical roles in growth, 

reproduction, and stress. Proc. Natl. Acad. Sci. USA 106, 8380-8385. 

Fujii, H., Chinnusamy, V., Rodrigues, A., Rubio, S., Antoni, R., Park, 

S.Y., Cutler, S.R., Sheen, J., Rodriguez, P.L., and Zhu, J.K. (2009). In 

vitro reconstitution of an abscisic acid signalling pathway. Nature 

462, 660-664. 

Fujita, Y., Nakashima, K., Yoshida, T., Katagiri, T., Kidokoro, S., 

Kanamori, N., Umezawa, T., Fujita, M., Maruyama, K., Ishiyama, K., 

et al. (2009). Three SnRK2 protein kinases are the main positive 

regulators of abscisic acid signaling in response to water stress in 

Arabidopsis. Plant Cell Physiol. 50, 2123-2132. 

Fujita, Y., Fujita, M., Shinozaki, K., and Yamaguchi-Shinozaki, K. 

(2011). ABA-mediated transcriptional regulation in response to 

osmotic stress in plants. J. Plant Res. 124, 509-525. 

Holdsworth, M.J., Bentsink, L., and Soppe, W.J. (2008) Molecular 

networks regulating Arabidopsis seed maturation, after-ripening, 

dormancy and germination. New Phytol. 179, 33-54. 

Ichimura, K., Shinozaki, K., Tena, G., Sheen, J., Henry, Y., Champion, 

A., Kreis, M., Zhang, S., Hirt, H., Wilson, C., et al. (2002). Mitogen-

activated protein kinase cascades in plants: a new nomenclature. 

Trends Plant Sci. 7, 301-308. 

Jammes, F., Song, C., Shin, D., Munemasa, S., Takeda, K., Gu, D., 

Cho, D., Lee, S., Giordo, R., Sritubtim, S., et al. (2009). MAP kinases 

MPK9 and MPK12 are preferentially expressed in guard cells and 

positively regulate ROS-mediated ABA signaling. Proc. Natl. Acad. 

Sci. USA 106, 20520-20525. 

Jefferson, R.A., Kavanagh, T.A., and Bevan, M.W. (1987) GUS 

fusions: -glucuronidase as a sensitive and versatile gene fusion 

marker in higher plants. EMBO J. 20, 3901-3907. 

Ju, C., Yoon, G.M., Shemansky, J.M., Lin, D.Y., Ying, Z.I., Chang, J., 

Garrett, W.M., Kessenbrock, M., Groth, G., Tucker, M.L., et al. 

(2012). CTR1 phosphorylates the central regulator EIN2 to control 

ethylene hormone signaling from the ER membrane to the nucleus in 

Arabidopsis. Proc. Natl. Acad. Sci. USA 109, 19486-19491. 

Kang, J.Y., Choi, H.I., Im, M.Y., and Kim, S.Y. (2002). Arabidopsis 

basic leucine zipper proteins that mediate stress-responsive abscisic 

acid signaling. Plant Cell 14, 343-357. 

Khokon, M.A., Salam, M.A., Jammes, F., Ye, W., Hossain, M.A., Uraji, 

M., Nakamura, Y., Mori, I.C., Kwak, J.M., and Murata, Y. (2015). 

Two guard cell mitogen-activated protein kinases, MPK9 and MPK12, 

function in methyl jasmonate-induced stomatal closure in 

Arabidopsis thaliana. Plant Biol. 17, 946-952. 

Kim, T.H., Bohmer, M., Hu, H., Nishimura, N., and Schroeder, J.I. 

(2010). Guard cell signal transduction network: advances in 

understanding abscisic acid, CO2, and Ca
2+

 signaling. Annu. Rev. 



The Role of MAP3K16 in ABA Response 
Seo-wha Choi et al. 
 
 

242  Mol. Cells 2017; 40(3): 230-242 

 
 

Plant Biol. 61, 561-591. 

Lampard, G.R., Lukowitz, W., Ellis, B.E., and Bergmann, D.C. (2009). 

Novel and expanded roles for MAPK signaling in Arabidopsis 

stomatal cell fate revealed by cell type-specific manipulations. Plant 

Cell 21, 3506-3517. 

Lee, S.J., Cho, D.I., Kang, J.Y., and Kim, S.Y. (2009). An ARIA-

interacting AP2 domain protein is a novel component of ABA 

signaling. Mol. Cells 27, 409-416. 

Lee, S.J., Lee, M.H., Kim, J.I., and Kim, S.Y. (2015). Arabidopsis 

putative MAP kinase kinase kinases Raf10 and Raf11 are positive 

regulators of seed dormancy and ABA response. Plant Cell Physiol. 
56, 84-97. 

Liu, Y. (2012). Roles of mitogen-activated protein kinase cascades in 

ABA signaling. Plant Cell Rep. 31, 1-12. 

Lopez-Molina, L., Mongrand, S., and Chua, N.H. (2001). A 

postgermination developmental arrest checkpoint is mediated by 

abscisic acid and requires the ABI5 transcription factor in Arabidopsis. 

Proc. Natl. Acad. Sci. USA 98, 4782-4787. 

Ma, Y., Szostkiewicz, I., Korte, A., Moes, D., Yang, Y., Christmann, 

A., and Grill, E. (2009). Regulators of PP2C phosphatase activity 

function as abscisic acid sensors. Science 324, 1064-1068. 

Matsuoka, D., Yasufuku, T., Furuya, T., and Nanmori, T. (2015). An 

abscisic acid inducible Arabidopsis MAPKKK, MAPKKK18 regulates 

leaf senescence via its kinase activity. Plant Mol. Biol. 87, 565-575. 

Mitula, F., Tajdel, M., Ciesla, A., Kasprowicz-Maluski, A., Kulik, A., 

Babula-Skowronska, D., Michalak, M., Dobrowolska, G., Sadowski, 

J., and Ludwików, A. (2015). Arabidopsis ABA-activated kinase 

MAPKKK18 is regulated by Protein phosphatase 2C ABI1 and the 

ubiquitin-proteasome pathway. Plant Cell Physiol. 56, 2351-2367. 

Nambara, E., and Marion-Poll, A. (2005). Abscisic acid biosynthesis 

and catabolism. Annu. Rev. Plant Biol. 56, 165-185. 

Pandey, G.K., Grant, J.J., Cheong, Y.H., Kim, B.G., Li, L. and Luan, S. 

(2005). ABR1, an APETALA2-domain transcription factor that 

functions as a repressor of ABA response in Arabidopsis. Plant 

Physiol. 139, 1185-1193. 

Park, S.Y., Fung, P., Nishimura, N., Jensen, D.R., Fujii, H., Zhao, Y., et 

al. (2009). Abscisic acid inhibits type 2C protein phosphatases via the 

PYR/PYL family of START proteins. Science 324, 1068-1071. 

Qiao, H., Shen, Z., Huang, S.S., Schmitz, R.J., Urich, M.A., Briggs, 

S.P., and Ecker, J.R.  (2012). Processing and subcellular trafficking of 

ER-tethered EIN2 control response to ethylene gas. Science 338, 390-

393. 

Rodriguez, M.C., Petersen, M., and Mundy, J. (2010). Mitogen-

activated protein kinase signaling in plants. Annu. Rev. Plant Biol. 61, 

621-649. 

Takahashi, Y., Soyano, T., Kosetsu, K., Sasabe, M., and Machida, Y. 

(2010). HINKEL kinesin, ANP MAPKKKs and MKK6/ANQ MAPKK, 

which phosphorylates and activates MPK4 MAPK, constitute a 

pathway that is required for cytokinesis in Arabidopsis thaliana. Plant 

Cell Physiol. 51, 1766-1776. 

Teige, M., Scheikl, E., Eulgem, T., Doczi, F., Ichimura, K., Shinozaki, 

K., Dangl, J.L., and Hirt, H. (2004). The MKK2 pathway mediates cold 

and salt stress signaling in Arabidopsis. Mol. Cell 15, 141-152. 

Walter, M., Chaban, C., Schütze, K., Batistic, O., Weckermann. K., 

Näke, C., Blazevic, D., Grefen, C., Schumacher, K., Oecking, C., et al. 

(2004). Visualization of protein interactions in living plant cells using 

bimolecular fluorescence complementation. Plant J. 40, 428-438. 

Xing, Y., Jia, W.S., and Zhangl, J.H. (2008). AtMKK1 mediates ABA-

induced CAT1 expression and H2O2 production via AtMPK6-coupled 

signaling in Arabidopsis. Plant J. 54, 440-451. 

Xing, Y., Jia, W.S., and Zhang, J.H. (2009). AtMKK1 and AtMPK6 are 

involved in abscisic acid and sugar signaling in Arabidopsis seed 

germination. Plant Mol. Biol. 70, 725-736. 

Xiong, L.M., Schumaker, K.S., and Zhu, J.K. (2002). Cell signaling 

during cold, drought, and salt stress. Plant Cell 14, S165-S183. 

Yoo, S.D., Cho, Y.H., and Sheen, J. (2007). Arabidopsis mesophyll 

protoplasts: a versatile cell system for transient gene expression 

analysis. Nat. Protoc. 2, 1565-1572. 

Yoo, S.D., Cho, Y.H., Tena, G., Xiong, Y., and Sheen, J. (2008). Dual 

control of nuclear EIN3 by bifurcate MAPK cascades in C2H4 

signalling. Nature 451, 789-795. 

Yoshida, T., Mogami, J., and Yamaguchi-Shinozaki, K. (2015). Omics 

approaches toward defining the comprehensive abscisic acid 

signaling network in plants. Plant Cell Physiol. 56, 1043-1052.

 



<<
  /ASCII85EncodePages false
  /AllowTransparency false
  /AutoPositionEPSFiles true
  /AutoRotatePages /None
  /Binding /Left
  /CalGrayProfile (sGray)
  /CalRGBProfile (None)
  /CalCMYKProfile (None)
  /sRGBProfile (sRGB IEC61966-2.1)
  /CannotEmbedFontPolicy /Error
  /CompatibilityLevel 1.4
  /CompressObjects /Tags
  /CompressPages true
  /ConvertImagesToIndexed true
  /PassThroughJPEGImages true
  /CreateJobTicket false
  /DefaultRenderingIntent /Default
  /DetectBlends true
  /DetectCurves 0.0000
  /ColorConversionStrategy /LeaveColorUnchanged
  /DoThumbnails false
  /EmbedAllFonts true
  /EmbedOpenType false
  /ParseICCProfilesInComments true
  /EmbedJobOptions true
  /DSCReportingLevel 0
  /EmitDSCWarnings false
  /EndPage -1
  /ImageMemory 1048576
  /LockDistillerParams false
  /MaxSubsetPct 100
  /Optimize true
  /OPM 1
  /ParseDSCComments true
  /ParseDSCCommentsForDocInfo true
  /PreserveCopyPage true
  /PreserveDICMYKValues true
  /PreserveEPSInfo true
  /PreserveFlatness true
  /PreserveHalftoneInfo false
  /PreserveOPIComments true
  /PreserveOverprintSettings true
  /StartPage 1
  /SubsetFonts true
  /TransferFunctionInfo /Apply
  /UCRandBGInfo /Preserve
  /UsePrologue false
  /ColorSettingsFile ()
  /AlwaysEmbed [ true
    /2008SeoulHangangL
    /2008SeoulHangangM
    /2008SeoulNamsanB
    /2008SeoulNamsanEB
    /2008SeoulNamsanL
    /ACaslonPro-Bold
    /ACaslonPro-BoldItalic
    /ACaslonPro-Italic
    /ACaslonPro-Regular
    /ACaslonPro-Semibold
    /ACaslonPro-SemiboldItalic
    /AdobeArabic-Bold
    /AdobeArabic-BoldItalic
    /AdobeArabic-Italic
    /AdobeArabic-Regular
    /AdobeDevanagari-Bold
    /AdobeDevanagari-BoldItalic
    /AdobeDevanagari-Italic
    /AdobeDevanagari-Regular
    /AdobeFangsongStd-Regular
    /AdobeFanHeitiStd-Bold
    /AdobeGothicStd-Bold
    /AdobeHebrew-Bold
    /AdobeHebrew-BoldItalic
    /AdobeHebrew-Italic
    /AdobeHebrew-Regular
    /AdobeHeitiStd-Regular
    /AdobeKaitiStd-Regular
    /AdobeMingStd-Light
    /AdobeMyungjoStd-Medium
    /AdobeNaskh-Medium
    /AdobeSongStd-Light
    /AGaramondPro-Bold
    /AGaramondPro-BoldItalic
    /AGaramondPro-Italic
    /AGaramondPro-Regular
    /AgencyFB-Bold
    /AgencyFB-Reg
    /Aharoni-Bold
    /ahn2006-B
    /ahn2006-L
    /ahn2006-M
    /Algerian
    /AmiR-HM
    /Andalus
    /AngsanaNew
    /AngsanaNew-Bold
    /AngsanaNew-BoldItalic
    /AngsanaNew-Italic
    /AngsanaUPC
    /AngsanaUPC-Bold
    /AngsanaUPC-BoldItalic
    /AngsanaUPC-Italic
    /Aparajita
    /Aparajita-Bold
    /Aparajita-BoldItalic
    /Aparajita-Italic
    /Apple-Chancery
    /ArabicTypesetting
    /Arial-Black
    /Arial-BoldItalicMT
    /Arial-BoldMT
    /Arial-ItalicMT
    /ArialMT
    /ArialNarrow
    /ArialNarrow-Bold
    /ArialNarrow-BoldItalic
    /ArialNarrow-Italic
    /ArialRoundedMTBold
    /ArialUnicodeMS
    /ArnoPro-Bold
    /ArnoPro-BoldCaption
    /ArnoPro-BoldDisplay
    /ArnoPro-BoldItalic
    /ArnoPro-BoldItalicCaption
    /ArnoPro-BoldItalicDisplay
    /ArnoPro-BoldItalicSmText
    /ArnoPro-BoldItalicSubhead
    /ArnoPro-BoldSmText
    /ArnoPro-BoldSubhead
    /ArnoPro-Caption
    /ArnoPro-Display
    /ArnoPro-Italic
    /ArnoPro-ItalicCaption
    /ArnoPro-ItalicDisplay
    /ArnoPro-ItalicSmText
    /ArnoPro-ItalicSubhead
    /ArnoPro-LightDisplay
    /ArnoPro-LightItalicDisplay
    /ArnoPro-Regular
    /ArnoPro-Smbd
    /ArnoPro-SmbdCaption
    /ArnoPro-SmbdDisplay
    /ArnoPro-SmbdItalic
    /ArnoPro-SmbdItalicCaption
    /ArnoPro-SmbdItalicDisplay
    /ArnoPro-SmbdItalicSmText
    /ArnoPro-SmbdItalicSubhead
    /ArnoPro-SmbdSmText
    /ArnoPro-SmbdSubhead
    /ArnoPro-SmText
    /ArnoPro-Subhead
    /AuctionGothicBold
    /AuctionGothicLight
    /AuctionGothicMedium
    /AvantGardeITCbyBT-Book
    /AvantGardeITCbyBT-Medium
    /BaskOldFace
    /Batang
    /BatangChe
    /Bauhaus93
    /BellGothicStd-Black
    /BellGothicStd-Bold
    /BellMT
    /BellMTBold
    /BellMTItalic
    /BerlinSansFB-Bold
    /BerlinSansFBDemi-Bold
    /BerlinSansFB-Reg
    /BernardMT-Condensed
    /BickhamScriptPro-Bold
    /BickhamScriptPro-Regular
    /BickhamScriptPro-Semibold
    /BirchStd
    /BlackadderITC-Regular
    /BlackoakStd
    /BodoniMT
    /BodoniMTBlack
    /BodoniMTBlack-Italic
    /BodoniMT-Bold
    /BodoniMT-BoldItalic
    /BodoniMTCondensed
    /BodoniMTCondensed-Bold
    /BodoniMTCondensed-BoldItalic
    /BodoniMTCondensed-Italic
    /BodoniMT-Italic
    /BodoniMTPosterCompressed
    /BookAntiqua
    /BookAntiqua-Bold
    /BookAntiqua-BoldItalic
    /BookAntiqua-Italic
    /BookmanOldStyle
    /BookmanOldStyle-Bold
    /BookmanOldStyle-BoldItalic
    /BookmanOldStyle-Italic
    /BookshelfSymbolSeven
    /BradleyHandITC
    /BritannicBold
    /Broadway
    /BrowalliaNew
    /BrowalliaNew-Bold
    /BrowalliaNew-BoldItalic
    /BrowalliaNew-Italic
    /BrowalliaUPC
    /BrowalliaUPC-Bold
    /BrowalliaUPC-BoldItalic
    /BrowalliaUPC-Italic
    /BrushScriptMT
    /BrushScriptStd
    /Calibri
    /Calibri-Bold
    /Calibri-BoldItalic
    /Calibri-Italic
    /CalifornianFB-Bold
    /CalifornianFB-Italic
    /CalifornianFB-Reg
    /CalisMTBol
    /CalistoMT
    /CalistoMT-BoldItalic
    /CalistoMT-Italic
    /Cambria
    /Cambria-Bold
    /Cambria-BoldItalic
    /Cambria-Italic
    /CambriaMath
    /Candara
    /Candara-Bold
    /Candara-BoldItalic
    /Candara-Italic
    /Castellar
    /Centaur
    /Century
    /CenturyGothic
    /CenturyGothic-Bold
    /CenturyGothic-BoldItalic
    /CenturyGothic-Italic
    /CenturySchoolbook
    /CenturySchoolbook-Bold
    /CenturySchoolbook-BoldItalic
    /CenturySchoolbook-Italic
    /ChaparralPro-Bold
    /ChaparralPro-BoldIt
    /ChaparralPro-Italic
    /ChaparralPro-LightIt
    /ChaparralPro-Regular
    /CharlemagneStd-Bold
    /Chiller-Regular
    /ColonnaMT
    /ComicSansMS
    /ComicSansMS-Bold
    /Consolas
    /Consolas-Bold
    /Consolas-BoldItalic
    /Consolas-Italic
    /Constantia
    /Constantia-Bold
    /Constantia-BoldItalic
    /Constantia-Italic
    /CooperBlack
    /CooperBlackStd
    /CooperBlackStd-Italic
    /CopperplateGothic-Bold
    /CopperplateGothic-Light
    /Corbel
    /Corbel-Bold
    /Corbel-BoldItalic
    /Corbel-Italic
    /CordiaNew
    /CordiaNew-Bold
    /CordiaNew-BoldItalic
    /CordiaNew-Italic
    /CordiaUPC
    /CordiaUPC-Bold
    /CordiaUPC-BoldItalic
    /CordiaUPC-Italic
    /CourierNewPS-BoldItalicMT
    /CourierNewPS-BoldMT
    /CourierNewPS-ItalicMT
    /CourierNewPSMT
    /Crayon
    /CreGoB
    /CreGoL
    /CreGoM
    /CreMjoB
    /CreMjoL
    /CurlzMT
    /Daum_Regular
    /Daum_SemiBold
    /DaunPenh
    /David
    /David-Bold
    /DFKaiShu-SB-Estd-BF
    /DilleniaUPC
    /DilleniaUPCBold
    /DilleniaUPCBoldItalic
    /DilleniaUPCItalic
    /Dinbla
    /DIN-Black
    /Dinbol
    /DINBold
    /DIN-Bold
    /Dinlig
    /DIN-Light
    /Dinmed
    /DIN-Medium
    /DokChampa
    /Dotum
    /DotumChe
    /DungunR
    /Ebrima
    /Ebrima-Bold
    /EccentricStd
    /EdwardianScriptITC
    /Elephant-Italic
    /Elephant-Regular
    /EngraversMT
    /ErasITC-Bold
    /ErasITC-Demi
    /ErasITC-Light
    /ErasITC-Medium
    /EstrangeloEdessa
    /EucrosiaUPC
    /EucrosiaUPCBold
    /EucrosiaUPCBoldItalic
    /EucrosiaUPCItalic
    /EuphemiaCAS
    /ExpoM-HM
    /FangSong
    /FelixTitlingMT
    /FootlightMTLight
    /ForteMT
    /FranklinGothic-Book
    /FranklinGothic-BookItalic
    /FranklinGothic-Demi
    /FranklinGothic-DemiCond
    /FranklinGothic-DemiItalic
    /FranklinGothic-Heavy
    /FranklinGothic-HeavyItalic
    /FranklinGothic-Medium
    /FranklinGothic-MediumCond
    /FranklinGothic-MediumItalic
    /FrankRuehl
    /Freehand521BT-RegularC
    /FreesiaUPC
    /FreesiaUPCBold
    /FreesiaUPCBoldItalic
    /FreesiaUPCItalic
    /FreestyleScript-Regular
    /FrenchScriptMT
    /Fritz
    /FuturaBT-Bold
    /FuturaBT-Medium
    /FZSY--SURROGATE-0
    /Gabriola
    /Gaeul
    /Garamond
    /Garamond-Bold
    /Garamond-Italic
    /GaramondPremrPro
    /GaramondPremrPro-It
    /GaramondPremrPro-Smbd
    /GaramondPremrPro-SmbdIt
    /Gautami
    /Gautami-Bold
    /Georgia
    /Georgia-Bold
    /Georgia-BoldItalic
    /Georgia-Italic
    /GiddyupStd
    /Gigi-Regular
    /GillSansMT
    /GillSansMT-Bold
    /GillSansMT-BoldItalic
    /GillSansMT-Condensed
    /GillSansMT-ExtraCondensedBold
    /GillSansMT-Italic
    /GillSans-UltraBold
    /GillSans-UltraBoldCondensed
    /Gisha
    /Gisha-Bold
    /GloucesterMT-ExtraCondensed
    /GoudyOldStyleT-Bold
    /GoudyOldStyleT-Italic
    /GoudyOldStyleT-Regular
    /GoudyStout
    /Gulim
    /GulimChe
    /Gungsuh
    /GungsuhChe
    /H2gprM
    /H2gsrB
    /H2gtrE
    /H2gtrM
    /H2hdrM
    /H2mjrE
    /H2mjsM
    /H2mkpB
    /H2porL
    /H2porM
    /H2sa1M
    /HaanBaekjeB
    /HaanBaekjeM
    /HaanCjaB
    /HaanCjaL
    /HaanCjaM
    /HaanSaleB
    /HaanSaleM
    /HaansoftBatang
    /HaansoftDotum
    /HaanSollipB
    /HaanSollipM
    /HaanSomangB
    /HaanSomangM
    /HaanYGodic23
    /HaanYGodic24
    /HaanYGodic25
    /HaanYHeadB
    /HaanYHeadL
    /HaanYHeadM
    /Haettenschweiler
    /HarlowSolid
    /Harrington
    /HCRBatang
    /HCRBatang-Bold
    /HCRBatangExt
    /HCRDotum
    /HCRDotum-Bold
    /HCRDotumExt
    /HeadlineR-HM
    /HighTowerText-Italic
    /HighTowerText-Reg
    /HMKBP
    /HMKBS
    /HoboStd
    /HUSun162
    /HYbdaL
    /HYbdaM
    /HYbsrB
    /HYcysM
    /HYdnkB
    /HYdnkM
    /HYgprM
    /HYgsrB
    /HYgtrE
    /HYhaeseo
    /HyhwpEQ
    /HYkanB
    /HYkanM
    /HYmjrE
    /HYmprL
    /HYnamB
    /HYnamL
    /HYnamM
    /HYporM
    /HYsanB
    /HYsnrL
    /HYsupB
    /HYsupM
    /HYtbrB
    /HYwulB
    /HYwulM
    /Impact
    /ImprintMT-Shadow
    /InformalRoman-Regular
    /InterGTB
    /InterGTL
    /InterGTM
    /IrisUPC
    /IrisUPCBold
    /IrisUPCBoldItalic
    /IrisUPCItalic
    /IskoolaPota
    /IskoolaPota-Bold
    /JasmineUPC
    /JasmineUPCBold
    /JasmineUPCBoldItalic
    /JasmineUPCItalic
    /Jokerman-Regular
    /JuiceITC-Regular
    /Jumja-1
    /KachbalL
    /KaiTi
    /Kalinga
    /Kalinga-Bold
    /Kartika
    /Kartika-Bold
    /KhmerUI
    /KhmerUI-Bold
    /KodchiangUPC
    /KodchiangUPCBold
    /KodchiangUPCBoldItalic
    /KodchiangUPCItalic
    /Kokila
    /Kokila-Bold
    /Kokila-BoldItalic
    /Kokila-Italic
    /KoPubBatangBold
    /KoPubBatangLight
    /KoPubBatangMedium
    /KoPubDotumBold
    /KoPubDotumLight
    /KoPubDotumMedium
    /KoreanDREAM1-R
    /KoreanDREAM2-R
    /KoreanDREAM3-R
    /KoreanDREAM4-R
    /KoreanDREAM5-R
    /KoreanDREAM6-R
    /KoreanDREAM7-R
    /KozGoPr6N-Bold
    /KozGoPr6N-ExtraLight
    /KozGoPr6N-Heavy
    /KozGoPr6N-Light
    /KozGoPr6N-Medium
    /KozGoPr6N-Regular
    /KozGoPro-Bold
    /KozGoPro-ExtraLight
    /KozGoPro-Heavy
    /KozGoPro-Light
    /KozGoPro-Medium
    /KozGoPro-Regular
    /KozMinPr6N-Bold
    /KozMinPr6N-ExtraLight
    /KozMinPr6N-Heavy
    /KozMinPr6N-Light
    /KozMinPr6N-Medium
    /KozMinPr6N-Regular
    /KozMinPro-Bold
    /KozMinPro-ExtraLight
    /KozMinPro-Heavy
    /KozMinPro-Light
    /KozMinPro-Medium
    /KozMinPro-Regular
    /KristenITC-Regular
    /KunstlerScript
    /LaoUI
    /LaoUI-Bold
    /Latha
    /Latha-Bold
    /LatinWide
    /Leelawadee
    /Leelawadee-Bold
    /LetterGothicStd
    /LetterGothicStd-Bold
    /LetterGothicStd-BoldSlanted
    /LetterGothicStd-Slanted
    /LevenimMT
    /LevenimMT-Bold
    /LifeBT-Italic
    /LifeBT-Roman
    /LilyUPC
    /LilyUPCBold
    /LilyUPCBoldItalic
    /LilyUPCItalic
    /LithosPro-Black
    /LithosPro-Regular
    /LucidaBright
    /LucidaBright-Demi
    /LucidaBright-DemiItalic
    /LucidaBright-Italic
    /LucidaCalligraphy-Italic
    /LucidaConsole
    /LucidaFax
    /LucidaFax-Demi
    /LucidaFax-DemiItalic
    /LucidaFax-Italic
    /LucidaHandwriting-Italic
    /LucidaSans
    /LucidaSans-Demi
    /LucidaSans-DemiItalic
    /LucidaSans-Italic
    /LucidaSans-Typewriter
    /LucidaSans-TypewriterBold
    /LucidaSans-TypewriterBoldOblique
    /LucidaSans-TypewriterOblique
    /LucidaSansUnicode
    /MagicR-HM
    /Magneto-Bold
    /MaiandraGD-Regular
    /MalgunGothic
    /MalgunGothicBold
    /MalgunGothicRegular
    /Mangal
    /Mangal-Bold
    /Marlett
    /MaturaMTScriptCapitals
    /MDAlong
    /MDArt
    /MDEasop
    /MDGaesung
    /MDSol
    /Meiryo
    /Meiryo-Bold
    /Meiryo-BoldItalic
    /Meiryo-Italic
    /MeiryoUI
    /MeiryoUI-Bold
    /MeiryoUI-BoldItalic
    /MeiryoUI-Italic
    /MesquiteStd
    /MHunmin
    /MicrosoftHimalaya
    /MicrosoftJhengHeiBold
    /MicrosoftJhengHeiRegular
    /MicrosoftNewTaiLue
    /MicrosoftNewTaiLue-Bold
    /MicrosoftPhagsPa
    /MicrosoftPhagsPa-Bold
    /MicrosoftSansSerif
    /MicrosoftTaiLe
    /MicrosoftTaiLe-Bold
    /MicrosoftUighur
    /MicrosoftYaHei
    /MicrosoftYaHei-Bold
    /Microsoft-Yi-Baiti
    /MingLiU
    /MingLiU-ExtB
    /Ming-Lt-HKSCS-ExtB
    /Ming-Lt-HKSCS-UNI-H
    /MinionPro-Bold
    /MinionPro-BoldCn
    /MinionPro-BoldCnIt
    /MinionPro-BoldIt
    /MinionPro-It
    /MinionPro-Medium
    /MinionPro-MediumIt
    /MinionPro-Regular
    /MinionPro-Semibold
    /MinionPro-SemiboldIt
    /Miriam
    /MiriamFixed
    /Mistral
    /Modern-Regular
    /Moebius
    /Moebius-Bold
    /MoebiusKorea-Bold
    /MoebiusKorea-Regular
    /MoeumTR-HM
    /MogfilM
    /MongolianBaiti
    /MonotypeCorsiva
    /MoolBoran
    /MS-Gothic
    /MS-Mincho
    /MSOutlook
    /MS-PGothic
    /MS-PMincho
    /MSReferenceSansSerif
    /MSReferenceSpecialty
    /MS-UIGothic
    /MVBoli
    /MyriadArabic-Bold
    /MyriadArabic-BoldIt
    /MyriadArabic-It
    /MyriadArabic-Regular
    /MyriadHebrew-Bold
    /MyriadHebrew-BoldIt
    /MyriadHebrew-It
    /MyriadHebrew-Regular
    /MyriadPro-Bold
    /MyriadPro-BoldCond
    /MyriadPro-BoldCondIt
    /MyriadPro-BoldIt
    /MyriadPro-Cond
    /MyriadPro-CondIt
    /MyriadPro-It
    /MyriadPro-Regular
    /MyriadPro-Semibold
    /MyriadPro-SemiboldIt
    /NanumGothic
    /NanumGothicBold
    /NanumGothicCoding
    /NanumGothicCoding-Bold
    /NanumGothicExtraBold
    /NanumMyeongjo
    /NanumMyeongjoBold
    /NanumMyeongjoExtraBold
    /Narkisim
    /NemoB
    /NemoL
    /NemoM
    /NemoXB
    /NewBaskervilleBold
    /NewBaskervilleBoldItalic
    /NewBaskervilleITCbyBT-Bold
    /NewBaskervilleITCbyBT-BoldItal
    /NewGulim
    /NiagaraEngraved-Reg
    /NiagaraSolid-Reg
    /NSimSun
    /NuevaStd-Bold
    /NuevaStd-BoldCond
    /NuevaStd-BoldCondItalic
    /NuevaStd-Cond
    /NuevaStd-CondItalic
    /NuevaStd-Italic
    /Nyala-Regular
    /OCRAbyBT-Regular
    /OCRAExtended
    /OCRAStd
    /OCRB10PitchBT-Regular
    /OldEnglishTextMT
    /Onyx
    /Optima
    /OptimaBold
    /OptimaBoldOblique
    /OptimaOblique
    /Optimer-Bold
    /Optimer-BoldOblique
    /Optimer-Oblique
    /Optimer-Regular
    /OrandaBT-Bold
    /OrandaBT-BoldCondensed
    /OrandaBT-BoldItalic
    /OratorStd
    /OratorStd-Slanted
    /PalaceScriptMT
    /PalatinoLinotype-Bold
    /PalatinoLinotype-BoldItalic
    /PalatinoLinotype-Italic
    /PalatinoLinotype-Roman
    /Papyrus-Regular
    /Parchment-Regular
    /Perpetua
    /Perpetua-Bold
    /Perpetua-BoldItalic
    /Perpetua-Italic
    /PerpetuaTitlingMT-Bold
    /PerpetuaTitlingMT-Light
    /PlantagenetCherokee
    /Playbill
    /PMingLiU
    /PMingLiU-ExtB
    /PoorRichard-Regular
    /PoplarStd
    /PrestigeEliteStd-Bd
    /Pristina-Regular
    /PyunjiR-HM
    /Raavi
    /RageItalic
    /Ravie
    /RixAfricaM
    /RixBGB
    /RixBGEB
    /RixBGL
    /RixBGM
    /RixCoffeeM
    /RixDictationM
    /RixDokdo
    /RixErasergB
    /RixErasergL
    /RixErasergM
    /RixErasermB
    /RixErasermL
    /RixErasermM
    /RixFreshmanM
    /RixGoB
    /RixGoEB
    /RixGoL
    /RixGoM
    /RixHeadB
    /RixHeadEB
    /RixHeadL
    /RixHeadM
    /RixJGoB
    /RixJGoL
    /RixJGoM
    /RixJJanguM
    /RixLoveAngelM
    /RixMelangchollyM
    /RixMindureM
    /RixMjB
    /RixMjEB
    /RixMjL
    /RixMjM
    /RixPark03
    /RIXVKOREA
    /Rockwell
    /Rockwell-Bold
    /Rockwell-BoldItalic
    /Rockwell-Condensed
    /Rockwell-CondensedBold
    /Rockwell-ExtraBold
    /Rockwell-Italic
    /Rod
    /RosewoodStd-Regular
    /SakkalMajalla
    /SakkalMajallaBold
    /San60B
    /San60M
    /SanBgB
    /SanBgL
    /SanBgM
    /SanBkB
    /SanBkL
    /SanBoM
    /SanBsB
    /SanBsL
    /SanBsU
    /SanCnB
    /SanCnL
    /SanCnM
    /SanDaM
    /SandArB
    /SandAtM
    /SandEgB
    /SandEgCB
    /SanDfB
    /SanDfS
    /SanDfT
    /SandJg
    /SandKg
    /SandKm
    /SandMtB
    /SandMtL
    /SandMtM
    /SanDsB
    /SanDsL
    /SanDsM
    /SandSm
    /SandTg
    /SandTm
    /SanDungunB
    /SanDungunL
    /SanDungunM
    /SanDungunSB
    /SanEgL
    /SanEgM
    /SanHgB
    /SanHgL
    /SanHgM
    /SanIgM
    /SanJhB
    /SanJhR
    /SanJs
    /SanKbB
    /SanKbM
    /SanKsB
    /SanKsL
    /SanKsM
    /SanMogfilB
    /SanMuL
    /SanMuM
    /SanNsB
    /SanNsM
    /SanPiB
    /SanPiL
    /SanPiM
    /SanPuB
    /SanPuW
    /SanSg
    /SanSk
    /SanSrB
    /SanSrL
    /SanStM
    /SanWi
    /SanYb
    /ScriptMTBold
    /SD_SungkyongB
    /SD_SungkyongL
    /SD_SungkyongM
    /SegoePrint
    /SegoePrint-Bold
    /SegoeScript
    /SegoeScript-Bold
    /SegoeUI
    /SegoeUI-Bold
    /SegoeUI-BoldItalic
    /SegoeUI-Italic
    /SegoeUI-Light
    /SegoeUI-SemiBold
    /SegoeUISymbol
    /SeoulHangangM
    /SeoulNamsanEB
    /SeoulNamsanM
    /SeUtum
    /SHeadG
    /SHeadR
    /ShonarBangla
    /ShonarBangla-Bold
    /ShowcardGothic-Reg
    /Shruti
    /Shruti-Bold
    /SimHei
    /SimplifiedArabic
    /SimplifiedArabic-Bold
    /SimplifiedArabicFixed
    /SimSun
    /SimSun-ExtB
    /SimSun-PUA
    /SketchB
    /SketchL
    /SketchM
    /SnapITC-Regular
    /Stencil
    /StencilStd
    /Swiss721BT-Black
    /Swiss721BT-Bold
    /Swiss721BT-Heavy
    /Swiss721BT-Light
    /Swiss721BT-Roman
    /Sylfaen
    /SymbolMT
    /Tahoma
    /Tahoma-Bold
    /TektonPro-Bold
    /TektonPro-BoldCond
    /TektonPro-BoldExt
    /TektonPro-BoldObl
    /TempusSansITC
    /TimesNewRomanMT-ExtraBold
    /TimesNewRomanPS-BoldItalicMT
    /TimesNewRomanPS-BoldMT
    /TimesNewRomanPS-ItalicMT
    /TimesNewRomanPSMT
    /ToodamB
    /ToodamL
    /ToodamM
    /TraditionalArabic
    /TraditionalArabic-Bold
    /TrajanPro-Bold
    /TrajanPro-Regular
    /Trebuchet-BoldItalic
    /TrebuchetMS
    /TrebuchetMS-Bold
    /TrebuchetMS-Italic
    /TSThpbd
    /TSThprg
    /TSTNamr
    /TSTPenC
    /Tunga
    /Tunga-Bold
    /TwCenMT-Bold
    /TwCenMT-BoldItalic
    /TwCenMT-Condensed
    /TwCenMT-CondensedBold
    /TwCenMT-CondensedExtraBold
    /TwCenMT-Italic
    /TwCenMT-Regular
    /TypewriteB
    /TypewriteL
    /TypewriteM
    /Utsaah
    /Utsaah-Bold
    /Utsaah-BoldItalic
    /Utsaah-Italic
    /Vani
    /Vani-Bold
    /Verdana
    /Verdana-Bold
    /Verdana-BoldItalic
    /Verdana-Italic
    /Vijaya
    /Vijaya-Bold
    /VinerHandITC
    /Vivaldii
    /VladimirScript
    /Vrinda
    /Vrinda-Bold
    /Webdings
    /Wingdings2
    /Wingdings3
    /Wingdings-Regular
    /WP-ArabicScriptSihafa
    /WP-ArabicSihafa
    /WP-CyrillicA
    /WP-CyrillicB
    /WP-GreekCentury
    /WP-GreekCourier
    /WP-GreekHelve
    /WP-HebrewDavid
    /WP-MultinationalAHelve
    /WP-MultinationalARoman
    /WP-MultinationalBCourier
    /WP-MultinationalBHelve
    /WP-MultinationalBRoman
    /WP-MultinationalCourier
    /YDI2002
    /YDIBirdB
    /YDIBirdL
    /YDIBirdM
    /YDICstreL
    /YDICstreUL
    /YDIGurmM
    /YDIHSalB
    /YDIHSalL
    /YDIHSalM
    /YDIIrisB
    /YDIIrisL
    /YDIPinoB
    /YDIPinoM
    /YDIYGO110-KSCpc-EUC-H
    /YDIYGO140
    /YDIYGO150
    /YDIYGO160
    /YDIYGO310
    /YDIYGO320
    /YDIYGO330
    /YDIYGO340
    /YDIYGO350
    /YDIYGO360
    /YDIYheadB-KSCpc-EUC-H
    /YDIYheadL
    /YDIYheadUL
    /YDIYMjO130
    /YDIYMjO150
    /YDIYMjO220
    /YDIYMjO230
    /YDIYMjO240
    /YDIYMjO310
    /YDIYMjO320
    /YDIYMjO330
    /YDIYMjO340
    /YDIYMjO350
    /YDIYMjO360
    /YetR-HM
    /YGO115
    /YGO125
    /YGO135
    /YGO145
    /YGO155
    /YGO165
    /YGO520
    /YGO530
    /YGO540
    /YGO550
    /YjBACDOOBold
    /YJBELLAMedium
    /YJBLOCKMedium
    /YJBONMOKGAKMedium
    /YjBUTGOTLight
    /YjCHMSOOTBold
    /YjDOOLGIMedium
    /YjDWMMOOGJOMedium
    /YjGABIBold
    /YjGOTGAEMedium
    /YjINITIALPOSITIVEMedium
    /YJINJANGMedium
    /YjMAEHWASemiBold
    /YjNANCHOMedium
    /YjSHANALLMedium
    /YjSOSELSemiBold
    /YjTEUNTEUNBold
    /YjWADAGMedium
    /YMjO23
    /YMjO42
    /Ymjo420
    /Ymjo450
    /YMjO520
    /YMjO530
    /YMjO540
    /YMjO550
    /YonseiB
    /YonseiL
    /YSin
    /ZWAdobeF
  ]
  /NeverEmbed [ true
  ]
  /AntiAliasColorImages false
  /CropColorImages true
  /ColorImageMinResolution 300
  /ColorImageMinResolutionPolicy /OK
  /DownsampleColorImages true
  /ColorImageDownsampleType /Bicubic
  /ColorImageResolution 300
  /ColorImageDepth -1
  /ColorImageMinDownsampleDepth 1
  /ColorImageDownsampleThreshold 1.50000
  /EncodeColorImages true
  /ColorImageFilter /DCTEncode
  /AutoFilterColorImages true
  /ColorImageAutoFilterStrategy /JPEG
  /ColorACSImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /ColorImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000ColorACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /JPEG2000ColorImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /AntiAliasGrayImages false
  /CropGrayImages true
  /GrayImageMinResolution 300
  /GrayImageMinResolutionPolicy /OK
  /DownsampleGrayImages true
  /GrayImageDownsampleType /Bicubic
  /GrayImageResolution 300
  /GrayImageDepth -1
  /GrayImageMinDownsampleDepth 2
  /GrayImageDownsampleThreshold 1.50000
  /EncodeGrayImages true
  /GrayImageFilter /DCTEncode
  /AutoFilterGrayImages true
  /GrayImageAutoFilterStrategy /JPEG
  /GrayACSImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /GrayImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000GrayACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /JPEG2000GrayImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /AntiAliasMonoImages false
  /CropMonoImages true
  /MonoImageMinResolution 1200
  /MonoImageMinResolutionPolicy /OK
  /DownsampleMonoImages true
  /MonoImageDownsampleType /Bicubic
  /MonoImageResolution 1200
  /MonoImageDepth -1
  /MonoImageDownsampleThreshold 1.50000
  /EncodeMonoImages true
  /MonoImageFilter /CCITTFaxEncode
  /MonoImageDict <<
    /K -1
  >>
  /AllowPSXObjects false
  /CheckCompliance [
    /None
  ]
  /PDFX1aCheck false
  /PDFX3Check false
  /PDFXCompliantPDFOnly false
  /PDFXNoTrimBoxError true
  /PDFXTrimBoxToMediaBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXSetBleedBoxToMediaBox true
  /PDFXBleedBoxToTrimBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXOutputIntentProfile (None)
  /PDFXOutputConditionIdentifier ()
  /PDFXOutputCondition ()
  /PDFXRegistryName ()
  /PDFXTrapped /False

  /CreateJDFFile false
  /Description <<

    /BGR <>
    /CHS <FEFF4f7f75288fd94e9b8bbe5b9a521b5efa7684002000410064006f006200650020005000440046002065876863900275284e8e9ad88d2891cf76845370524d53705237300260a853ef4ee54f7f75280020004100630072006f0062006100740020548c002000410064006f00620065002000520065006100640065007200200035002e003000204ee553ca66f49ad87248672c676562535f00521b5efa768400200050004400460020658768633002>
    /CHT <FEFF4f7f752890194e9b8a2d7f6e5efa7acb7684002000410064006f006200650020005000440046002065874ef69069752865bc9ad854c18cea76845370524d5370523786557406300260a853ef4ee54f7f75280020004100630072006f0062006100740020548c002000410064006f00620065002000520065006100640065007200200035002e003000204ee553ca66f49ad87248672c4f86958b555f5df25efa7acb76840020005000440046002065874ef63002>
    /CZE <>
    /DAN <>
    /DEU <>
    /ESP <>
    /ETI <>
    /FRA <>
    /GRE <>

    /HRV (Za stvaranje Adobe PDF dokumenata najpogodnijih za visokokvalitetni ispis prije tiskanja koristite ove postavke.  Stvoreni PDF dokumenti mogu se otvoriti Acrobat i Adobe Reader 5.0 i kasnijim verzijama.)
    /HUN <>
    /ITA <>
    /JPN <FEFF9ad854c18cea306a30d730ea30d730ec30b951fa529b7528002000410064006f0062006500200050004400460020658766f8306e4f5c6210306b4f7f75283057307e305930023053306e8a2d5b9a30674f5c62103055308c305f0020005000440046002030d530a130a430eb306f3001004100630072006f0062006100740020304a30883073002000410064006f00620065002000520065006100640065007200200035002e003000204ee5964d3067958b304f30533068304c3067304d307e305930023053306e8a2d5b9a306b306f30d530a930f330c8306e57cb30818fbc307f304c5fc59808306730593002>
    /LTH <>
    /LVI <>
    /NLD (Gebruik deze instellingen om Adobe PDF-documenten te maken die zijn geoptimaliseerd voor prepress-afdrukken van hoge kwaliteit. De gemaakte PDF-documenten kunnen worden geopend met Acrobat en Adobe Reader 5.0 en hoger.)
    /NOR <>
    /POL <>
    /PTB <>
    /RUM <>
    /RUS <>
    /SKY <>
    /SLV <>
    /SUO <>
    /SVE <>
    /TUR <>
    /UKR <>
    /ENU (Use these settings to create Adobe PDF documents best suited for high-quality prepress printing.  Created PDF documents can be opened with Acrobat and Adobe Reader 5.0 and later.)
    /KOR <FEFFc7740020c124c815c7440020c0acc6a9d558c5ec0020ace0d488c9c80020c2dcd5d80020c778c1c4c5d00020ac00c7a50020c801d569d55c002000410064006f0062006500200050004400460020bb38c11cb97c0020c791c131d569b2c8b2e4002e0020c774b807ac8c0020c791c131b41c00200050004400460020bb38c11cb2940020004100630072006f0062006100740020bc0f002000410064006f00620065002000520065006100640065007200200035002e00300020c774c0c1c5d0c11c0020c5f40020c2180020c788c2b5b2c8b2e4002e>
  >>
  /Namespace [
    (Adobe)
    (Common)
    (1.0)
  ]
  /OtherNamespaces [
    <<
      /AsReaderSpreads false
      /CropImagesToFrames true
      /ErrorControl /WarnAndContinue
      /FlattenerIgnoreSpreadOverrides false
      /IncludeGuidesGrids false
      /IncludeNonPrinting false
      /IncludeSlug false
      /Namespace [
        (Adobe)
        (InDesign)
        (4.0)
      ]
      /OmitPlacedBitmaps false
      /OmitPlacedEPS false
      /OmitPlacedPDF false
      /SimulateOverprint /Legacy
    >>
    <<
      /AddBleedMarks false
      /AddColorBars false
      /AddCropMarks false
      /AddPageInfo false
      /AddRegMarks false
      /ConvertColors /ConvertToCMYK
      /DestinationProfileName ()
      /DestinationProfileSelector /DocumentCMYK
      /Downsample16BitImages true
      /FlattenerPreset <<
        /PresetSelector /MediumResolution
      >>
      /FormElements false
      /GenerateStructure false
      /IncludeBookmarks false
      /IncludeHyperlinks false
      /IncludeInteractive false
      /IncludeLayers false
      /IncludeProfiles false
      /MultimediaHandling /UseObjectSettings
      /Namespace [
        (Adobe)
        (CreativeSuite)
        (2.0)
      ]
      /PDFXOutputIntentProfileSelector /DocumentCMYK
      /PreserveEditing true
      /UntaggedCMYKHandling /LeaveUntagged
      /UntaggedRGBHandling /UseDocumentProfile
      /UseDocumentBleed false
    >>
  ]
>> setdistillerparams
<<
  /HWResolution [2400 2400]
  /PageSize [612.000 792.000]
>> setpagedevice


