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Abstract

The NAC proteins represent a major plant-specific transcription factor family that has established enormously diverse roles
in various plant processes. Aided by the availability of complete genomes, several members of this family have been
identified in Arabidopsis, rice, soybean and poplar. However, no comprehensive investigation has been presented for the
recently sequenced, naturally stress tolerant crop, Setaria italica (foxtail millet) that is famed as a model crop for bioenergy
research. In this study, we identified 147 putative NAC domain-encoding genes from foxtail millet by systematic sequence
analysis and physically mapped them onto nine chromosomes. Genomic organization suggested that inter-chromosomal
duplications may have been responsible for expansion of this gene family in foxtail millet. Phylogenetically, they were
arranged into 11 distinct sub-families (I-XI), with duplicated genes fitting into one cluster and possessing conserved motif
compositions. Comparative mapping with other grass species revealed some orthologous relationships and chromosomal
rearrangements including duplication, inversion and deletion of genes. The evolutionary significance as duplication and
divergence of NAC genes based on their amino acid substitution rates was understood. Expression profiling against various
stresses and phytohormones provides novel insights into specific and/or overlapping expression patterns of SiNAC genes,
which may be responsible for functional divergence among individual members in this crop. Further, we performed
structure modeling and molecular simulation of a stress-responsive protein, SiNAC128, proffering an initial framework for
understanding its molecular function. Taken together, this genome-wide identification and expression profiling unlocks
new avenues for systematic functional analysis of novel NAC gene family candidates which may be applied for improvising
stress adaption in plants.
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Introduction

Agricultural productivity and yields are dependent upon the

environment a crop encounters during its growth. In order to

burgeon, a species must learn adaptive approaches against these

recurrent challenges. Grasses belonging to the genus Setaria which

have a world-wide existence, provide a fine example of such

species. Particularly, Setaria italica, which was domesticated from

the problematic weed Setaria viridis .8700 years ago, is amongst

the oldest cultivated crops. This abiotic stress-tolerant grass has

presented itself as an ideal model for understanding biological

processes in potential biofuel grasses such as switchgrass, napier

grass and pearl millet as they have closely-related but compara-

tively complex genome [1]. Considering this importance, its

genome has been recently sequenced by two independent groups

viz., Joint Genome Institute, Department of Energy, USA and

Beijing Genomics Institute, China [1], [2].

Preliminary analysis of the draft genome has revealed that the

stress-adaptive characteristics which foxtail millet possesses have

yet not been evolved in other plants. Stress adaptation is a complex

incident as stress may occur at diverse stages of plant development

and often multiple stresses concurrently affect the plant [3].

Comprehensive investigations have revealed the molecular stress

adaptation mechanisms which are governed by processes that

allow regulated gene expression by an accurate signaling and tight

transcriptional control. This entails binding of specific transcrip-

tion factors (TFs) to cis-regulatory sequences in promoter of a

stress-responsive gene. A corollary of this fact is that plants donate

a large part of their genome (?7%) to encode TFs belonging several

families, such as AP2/ERF, bZIP, NAC, MYB, MYC, Cys2His2,

zinc-finger and WRKY, each with a dedicated binding site

through which they can activate or repress the expression of their

respective target genes [4].
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As a crucial form of TFs, the well-known NAC gene family has

emerged as a complex plant-specific superfamily. The ellipsis,

NAC, derives its name from three earliest characterized proteins

from petunia NAM (no apical meristem), Arabidopsis ATAF1/2

and CUC2 (cup-shaped cotyledon) [5]. This family has been noted

for the presence of numerous members in the model plant

Arabidopsis (Arabidopsis thaliana: 117), crops such as rice (Oryza

sativa: 151), soybean (Glycine max: 152), tree species like poplar

(Populus trichocarpa: 163), grape (Vitis vinifera: 79) and tobacco

(Nicotiana tabacum: 152) [6–11]. It is characterized by the presence

of a highly conserved NAC domain at N-terminal of the protein,

however some exceptions have also been noted [5]. Although this

domain confines the ability of DNA binding (DB), it shows great

variation in recognizing DB sites in the target genes and atleast 5

different arrays have been identified [5], [10–19]. This feature

allows them to regulate spatial and temporal expression of a

variety of downstream genes towards governing multiple cellular

or molecular processes. The highly diverged C-terminal end

functions as a transcription regulatory region, by conferring either

activation [14], [20–22] or repression activity [15], [23], [24]. In

some NAC proteins, these N- or C-terminal domains may

modulate protein-protein interactions [5]. As an additional

feature, some NAC proteins comprise a a-helical transmembrane

(TM) motif for anchoring to plasma membrane or endoplasmic

reticulum.

Genes encoding NAC proteins can be regulated (i) transcrip-

tionally by upstream TFs such as ABREs (ABA-responsive

elements) and DREs (Dehydration-responsive elements), (ii) post-

transcriptionally by micro-RNAs or alternative splicing, and (iii)

post-translationally by ubiquitinization, dimerization, phosphory-

lation or proteolysis [5]. These regulatory steps assists the

functional involvement of NAC proteins in majority of plant

processes including orchestration of organ, fiber and secondary

wall development [18], [25–27], cell cycle control [28–30], and

senescence [31],[32]. Their multi-functionality has also been

implicated in the regulation of molecular pathways that govern

abiotic and biotic stress responses through mediation by hormones

[5], [25], [33–35]. Although about one fourth (20–25%) NAC

genes functions in at least one or the stress-response [6], [9], [36–

37], very few candidate genes have been functionally characterized

for enhancement of stress tolerance [14], [36], [38–48].

Correspondingly, till now foxtail millet invited little research

with respect to development of genetic, genomic and functional

resources although it is potentially better stress tolerant when

compared to other staple cereals. The recent release of its genome

sequence facilitates the prediction and systematic analysis of

important genes families, including the multi-functional plant-

specific NAC TFs. In this context, we conducted a genome-wide

survey and identified a comprehensive and non-redundant set of

147 NAC genes from foxtail millet (internally annotated as Setaria

italica NAC; SiNAC) and classified into eleven classes on basis of the

conserved motifs and sequence phylogeny. Sequence comparison

of SiNAC genes with themselves and with other monocots like

sorghum, maize and rice facilitated the detection of presence and

distribution of paralogous and orthologous NAC genes between the

grasses. The experimental outcomes have paved a way for further

comparative genomic and phylogenetic analyses of NAC TFs

among members of grass family. Subsequently, quantitative real-

time PCR (qRT-PCR)-based gene expression profiling displayed

temporal and stress-specific expression pattern of selected candi-

date SiNAC genes. Three-dimensional structure determination and

molecular simulation of a stress-responsive protein SiNAC128 was

performed for understanding the basis of its molecular function.

This study provides the first information about foxtail millet NAC

genes, which would serve as potential candidates for dissecting

NAC-mediated regulatory pathways in this significant yet

neglected crop species.

Materials and Methods

Sequence Retrieval and Identification of NAC Domain
Proteins from Setaria italica
Three different approaches were applied to identify putative

NAC domain containing proteins from Setaria italica. Initially, 601

amino acid sequences encoding NAC transcription factors from

four plants (Arabidopsis thaliana, Oryza sativa, Zea mays and Sorghum

bicolor) were retrieved from plant transcription factor database 3.0

(plntfdb.bio.uni-potsdam.de/) [49]. These sequences were used to

identify homologous peptides from foxtail millet by performing a

BLASTP search at PHYTOZOME v8.0 database (www.

phytozome.net/) using default parameters [2], [50]. In addition,

the database was searched using the keywords ‘NAC’, ‘no apical

meristem’ or ‘NAM’’. Moreover, the HMM profiles of the NAM

and NAC domains in the Pfam database (http://pfam.sanger.ac.

uk/) were searched against the PHYTOZOME database of Setaria

italica. Similarity searches were also performed through

TBLASTN at NCBI database against the EST sequences of S.

italica genome to eliminate possible exclusions of any additional

NAC member. All hits with expected values less than 1.0 were

retrieved and redundant sequences were removed using the

decrease redundancy tool (web.expasy.org/decrease_redundancy).

Each non-redundant sequence was checked for the presence of the

conserved NAC domain by SMART (http://smart.embl-

heidelberg.de/) [51] and Pfam (http://pfam.sanger.ac.uk/)

searches. Transmembrane motifs in the sequences were identified

with TMHMM Server v.2.0 (http://www.cbs.dtu.dk/services/

TMHMM/) using default parameters.

Chromosomal Location, Gene Structure and Estimation
of Genomic Distribution
Specific chromosomal position of the genes encoding these

SiNAC proteins were determined by BLASTP search of the Setaria

italica sequences against the PHYTOZOME database using

default settings. The genes were plotted separately onto the nine

foxtail millet chromosomes according to their ascending order of

physical position (bp), from the short arm telomere to the long arm

telomere and finally displayed using MapChart [52]. As a gene

family may be expanded through tandem and segmental

duplication events, we intended to identify the mechanisms

involved for expansion of NAC members in foxtail millet.

Segmental duplications were identified based on the method of

Plant Genome Duplication Database [53]. Briefly, BLASTP

search was executed against all predicted peptide sequences of

Setaria italica and top 5 matches with E-value,1e-05 were

identified as potential anchors. Collinear blocks were evaluated

by MCScan and alignments with E-value,1e-10 were considered

Figure 1. Distribution of 147 SiNAC genes onto nine foxtail millet chromosomes. (A) Percentage of SiNAC genes on each the foxtail millet
chromosome to show their distribution abundance. (B) Graphical (scaled) representation of physical locations for each SiNAC gene on foxtail millet
chromosomes (numbered 1–9). Tandem duplicated genes on a particular chromosome are depicted by specific color lines. Chromosomal distances
are given in Mb.
doi:10.1371/journal.pone.0064594.g001
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as significant matches [53], [54]. Tandem duplications were

characterized as adjacent genes of same sub-family located within

10 predicted genes apart or within 30 kb of each other [54], [55].

The exon-intron organizations of the genes were determined using

Gene structure display server (gsds.cbi.pku.edu.cn/) [56] through

comparison of their full-length cDNA or predicted coding

sequence (CDS) with their corresponding genomic sequence.

Sequence Alignment, Phylogenetic Analysis and
Identification of Conserved Motifs
The amino acid sequences were imported into MEGA5 [57]

and multiple sequence alignments were performed using ClustalW

with a gap open and gap extension penalties of 10 and 0.1,

respectively [58]. The alignment file was then used to construct an

unrooted phylogenetic tree based on the neighbor-joining method

[59] and after bootstrap analysis for 1000 replicates, the tree was

displayed using Interactive tree of life (iTOL; http://itol.embl.de/

index.shtml) [60]. Protein sequence motifs were identified using

the multiple EM for motif elicitation (MEME); (http://meme.

nbcr.net/meme3/meme.html) [61]. The analysis was performed

by keeping number of repetitions, any; maximum number of

motifs, 20; and optimum width of the motif, $50. Discovered

MEME motifs (#1E-30) were searched in the InterPro database

with InterProScan [62].

Comparative Physical Mapping of SiNAC Proteins
between Foxtail and other Grass Species
For deriving orthologous relationship among the chromosomes

of foxtail millet and three other grass species amino acid sequences

of SiNAC, that were physically mapped on the nine chromosomes

of foxtail millet, were searched against peptide sequences of

sorghum, maize and rice (http://gramene.org/; www.phytozome.

net) using BLASTP. Hits with E-value#1e-5 and atleast 80%

identify were considered significant. The comparative orthologous

relationships of NAC genes among foxtail millet, rice, sorghum and

maize chromosomes were finally visualized using MapChart.

Figure 2. Phylogenetic relationships of foxtail millet NAC proteins. The sequences were aligned by CLUSTALW at MEGA5 and the unrooted
phylogenetic tree was deduced by neighbor-joining method. The proteins were classified into eleven distinct sub-families (SiNAC-I to SiNAC-XI). Each
sub-family was assigned a different color according to well-known members in other species.
doi:10.1371/journal.pone.0064594.g002
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Estimation of Synonymous and Non-synonymous
Substitution Rates
CLUSTALW-based multiple sequence alignment was per-

formed using the amino acid sequences of the duplicated genes

as well as orthologous gene pairs between foxtail millet and rice,

maize and sorghum. The aligned amino acid sequences and their

corresponding original cDNA sequences were analysed using the

CODEML program in PAML interface tool of PAL2NAL

(http://www.bork.embl.de/pal2nal/) [63], to estimate the synon-

ymous (Ks) and non-synonymous (Ka) substitution rates. Time

(million years ago, Mya) of duplication and divergence of each

SiNAC genes were calculated using a synonymous mutation rate

of l substitutions per synonymous site per year as T=Ks/2l

(l=6.561029) [64], [65].

Plant Materials and Treatments
Seeds of foxtail millet cultivar Prasad obtained from National

Bureau of Plant Genetic Resources (NBPGR), Hyderabad, India

were grown in a plant growth chamber (PGC-6L; Percival

Scientific Inc., USA) at 2861uC day/2361uC night with

7065% relative humidity and photoperiod of 14 h. For stress

treatments, 21-day-old seedlings were exposed to 250 mM NaCl

(salinity), 20% PEG 6000 (dehydration), 100 mM abscisic acid

(ABA), 100 mM salicylic acid (SA), 100 mM methyl jasmonate (MJ)

or 100 mM ethephon (Et) for 1 h (early) and 24 h (late) based on

earlier studies [10], [22], [66]. Unstressed plants were maintained

as controls. After the treatments, seedlings were immediately

frozen in liquid nitrogen and stored at 280uC until RNA isolation

as described elsewhere [66]. For obtaining precise and reproduc-

ible results, each of these above experiments was repeated twice.

RNA Extraction and qRT-PCR Analysis
Total RNA was extracted according to Longeman et al. [67].

DNA contamination was removed from the RNA samples using

RNase-free DNase I (50 U/ml; Fermentas, USA). The quality and

purity of the preparations were determined at OD260:OD280 nm

absorption ratio (1.8–2.0) and the integrity of the preparations was

ascertained by electrophoresis in a 1.2% agarose gel containing

formaldehyde. One mg total RNA was reverse transcribed to first

strand cDNA using random primers by Protoscript M-MuLV RT

(New England Biolabs, USA) following manufacturer’s instruc-

tions. The qRT-PCR primers were designed from non-conserved

regions of the genes using Primer Express 3.0 software (PE Applied

Biosystems, USA) with default parameters (Table S1). qRT-PCR

was performed in three technical replicates for each biological

duplicate using one step real-time PCR system (Applied Biosytems,

USA). The PCR mixtures and reactions were used as described

elsewhere [68]. Melting curve analysis (60 to 95uC after 40 cycles)

and agarose gel electrophoresis were performed to check the

amplification specificity for absence of multiple amplicons or

primer dimers [69]. A constitutive 18S-rRNA gene-based primer

was used as endogenous control. The amount of transcript

accumulated for SiNAC genes normalized to the internal control

18S-rRNA were analyzed using 2–DDCt method. cDNA synthesis

and qRT-PCR analysis were performed according to Jayaraman

et al. [70]. The PCR efficiency which is dependent on the assay,

performance of the master mix and quality of sample, was

calculated as: Efficiency= 10 (21/slope)–1 by the software itself

(Applied Biosystems).

Structure Modeling, Molecular Simulation and Docking
Analysis
All the SiNAC proteins were searched against the Protein Data

Bank (PDB) [71] by BLASTP (with the default parameters) to

identify the best template having similar sequence and known

three-dimensional structures. Secondary structure prediction of

SiNAC proteins was performed using SOPMA secondary

structure prediction method (http://npsa-pbil.ibcp.fr/cgi-bin/

Table 1. Conserved motifs identified in foxtail millet NAC family proteins by MEME software.

Motif No. Sites E-value Amino acid sequence composition of motif Width (aa)

NAC

Subdomain

Motif 1 96 3.2e-1139 W[YF]FF[SC]P[RK]DRKYP[TN]GSR[TP]NRAT 21 C

Motif 2 122 4.5e-1131 LPPGFRFHPTDEEL[VI]x[HYF] 17 A

Motif 3 139 2.7e-1039 P[KR]Gx[KR]T[GD]W[VI]MHEYRL 15 D

Motif 4 73 8.0e-747 IA[ED]VD[LI][YN][KR]C[ED]PW[DE]LP[ED]KAKIG 21 B

Motif 5 93 4.6e-766 [VI]xxGGRL[VI]GM[KR]KTLVFYRGRA 21 D

Motif 6 107 6.5e-554 xx[DE][DE]WV[LV]C[RK][VI][FY]K[KS]PR 15 E

Motif 7 78 1.7e-519 [SA]G[YF]WKATGKD[KR] 11 C

Motif 8 80 8.1e-244 YL[RK]RK[VA]AGx[PR][LI]PLD[VI] 15 –

Motif 9 11 2.2e-243 [RV][PH][VF]V[HN]H[AV]DV[YC][GS][CA][EA]P[AE]DL[AV][RA][QD]
[FL][CE]P[LA]P[RG]T[GS][HV][RW][FY]F[FY][TC][HV][CK]K[LY][QK][QS]
[PT][HQ][RG][AR][GP][KG][AG][SH]R[AQ]

50 –

Motif 10 23 1.5e-227 [FC][PS][FI][LDV][KQR][IG][CI][HS][AVI][MT][FT][TH][GQ][HQ][GQ][KM]
[KVW][RM][KM][RP][MV]PDD[EK][SN]DCQ

29 –

Motif 11 6 2.0e-226 FFVHTNNEVARQDRYCPGDGTWVSQRQESGSSCICGETIKWRRTNLNLQM 50 –

Motif 12 6 7.3e-176 NSSSATCA[YN]GSTMTTADQDSGAAHAYAGEESAQDTDEETLEWFRLDGKDL 50 –

Motif 13 21 1.7e-174 I[LD]DD[DS][PA][LA][SN][AT][LP]PW[EN]LL[EK]R[HN]G[LR][KV] 21 –

Motif 14 6 6.6e-150 AAPKRPAPQSAEPPCPKRMRGAVAPTPPVVQPAGYCTASFAPPLPY 46 –

Motif 15 8 4.4e-179 [VL][VE][RK][AC][CM][HD][MD][PA]V[EPQ][AT][PA][AE][RG][HS][CT][QV]
[PS][PE][QD][PE][SM][VD]Q[RTK]KQST[RD]DPFEAAEL[RG]DEAE[EK]E[RS]VAAP

50 –

doi:10.1371/journal.pone.0064594.t001
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npsa_automat.pl?page = /NPSA/npsa_sopma.html) [72]. Struc-

tures which had very high sequence identity with the query

sequence (. 95%) were used as template for three dimensional

homology modeling. We found SiNAC128, to be highly similar to

rice stress-responsive NAC1 (SNAC1; PDB ID: 3ULX). The

protein structure modeling program, MODELLER v. 9.10 [73]

was applied for automated homology model building of

SiNAC128 as described by Puranik et al. [22]. The model

structure was validated using PROSA [74] and subjected to

further refinement by loop modelling using the ModLoop server

(http://modbase.compbio.ucsf.edu/modloop/) [75]. Molecular

dynamics (MD) simulation and energy minimization of the refined

model was executed by Gromacs v. 4.5.5 (GROningen MAchine

for Chemical Simulations) [76]. The stability of the structure was

observed by plotting RMSD values in GNUPLOT software

(http://www.gnuplot.info/index.html). After the structure was

stabilized by simulation, the DNA oligomer of 4 nucleotides was

retrieved from PDB (PDB id: 1ANA; sequence IC-C-G-G).

Docking of 1ANA with the protein model was executed by under

default parameters at HexServer (http://hexserver.loria.fr/) [77].

The resultant best docking solution was visualized by applying

PYMOL (http://www.pymol.org/) and DS visualizer (http://

accelrys.com/products/discovery-studio/visualization.html). The

docking complex was analyzed by observing the polar and

hydrophobic amino acids around 5 Å of the 1ANA.

Results and Discussion

Genome-wide in silico Survey and Identification of Novel
SiNAC Members from Foxtail Millet
The keyword, HMM profile and BLAST searches predicted

that the Setaria italica genome encodes about 147 NAC proteins.

Due to no proper annotation, the existing identifies for these genes

were highly disordered. We, therefore, internally assigned them a

consecutive numbering based on the order of their chromosomal

locations: SiNAC001-SiNAC147 for the convenience of research

community (Table S2). All the SiNAC proteins varied greatly in

their lengths, in positions of the conserved NAC domains as well as

Table 2. A summary of comparative mapping of foxtail millet SiNAC genes on sorghum, maize and rice.

Setaria italica Oryza sativa Sorghum bicolor Zea mays

Chr1 (23) – Chr4 (100%) Chr5 (66.67%)

Chr2 (16) Chr9 (100%) Chr2 (100%) Chr7 (75%)

Chr3 (14) – Chr5/6/9 (33.33%) Chr6/8 (50%)

Chr4 (11) Chr6 (100%) Chr10 (100%) Chr5/6/9 (16.67%/50%/16.67%)

Chr5 (17) Chr1 (75%) Chr3 (100%) Chr3/4/8 (25%/25%/ 50%)

Chr6 (11) Chr8 (100%) Chr7 (100%) Chr4/6 (66.67%/33.33%)

Chr7 (16) – Chr6 (100%) Chr2/4/6 (33.33%)

Chr8 (13) Chr1 (100%) Chr9 (100%) Chr6 (100%)

Chr9 (26) Chr3 (100%) Chr1 (87.5%) Chr1/5/9 (50%/12.5/37.5%)

doi:10.1371/journal.pone.0064594.t002

Figure 3. Time of duplication and divergence (MYA) based on synonymous substitution rate (Ks) estimated using 19 duplicated
SiNAC gene pairs of foxtail millet and orthologous SiNAC gene pairs between foxtail millet and rice (11) or maize (34) or sorghum
(36).
doi:10.1371/journal.pone.0064594.g003
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in their subcellular localization with most being nuclear localized.

Five proteins (SiNAC016, SiNAC049, SiNAC054, SiNAC090 and

SiNAC092) were found to be splice variants of primary transcripts

encoding NAC proteins (SiNAC015, SiNAC050, SiNAC055 and

SiNAC091), and hence, only the latter were selected for

phylogenetic and comparative analyses.

Typically, the NAC proteins have N-terminal conserved

domain (for DNA- or- binding) and a C-terminal variable domain.

Recently, it was described that these, certain atypical NACs also

exist (For details see [5]: Figure 1A). Out of the 147 proteins, 110

had the general structure of NAC proteins and were classified into

structure group ‘i’ (Table S2). Eight proteins (SiNAC023,

SiNAC031, SiNAC055, SiNAC067, SiNAC084, SiNAC090,

SiNAC091 and SiNAC092, group: ii) were predicted to comprise

a single trans-membrane (TM) region at their C-terminal ends.

Structure group-iii included 6 proteins containing only the NAC

domains while those of group-iv (2 proteins) have two tandemly

repeated NAC domains. The typical orientation of NAC proteins

was completely reversed in SiNAC129 and an AT-hook domain

preceded the C-terminal NAC domain. A plant defense-responsive

AAA-ATPase domain/ NB-ARC domain was identified in

SiNAC115 indicating a putative involvement of this protein in

biotic stress response.

Chromosomal Distribution and Structure of SiNAC
The genome of foxtail millet comprises of nine chromosomes

varying in their length, shortest being chromosome 7 (35.9 Mb)

and longest is the chromosome 9 (58.9 Mb). In silico mapping of

SiNACs on chromosomes indicated an uneven distribution of the

genes on all the 9 chromosomes of foxtail millet (Figure 1A,B).

Among all, chromosome 9 contains the highest number of SiNACs

[26 (,18%)], while minimum genes were distributed on chromo-

somes 4 and 6 (11 each; ,7%) (Figure 1A). The exact position (in

bp) of each SiNAC on foxtail millet chromosome is given in Table

S2. Pattern of their distribution on individual chromosomes also

revealed certain physical regions with a relatively higher accumu-

lation of SiNAC gene clusters. For example, SiNAC genes located

on chromosomes 7 and 8 appear to be congregate at the lower end

and upper end of the arms, respectively (Figure 1B). It was recently

reported that the foxtail millet genome underwent whole-genome

duplication (WGD) similar to other grasses ,70, Myr ago [1].

Hence, the presence of such large number of SiNAC genes in

foxtail millet indicates the amplification of this gene family during

the course of evolution. In all, 19 (,13%) SiNAC genes were found

to be tandem repeats (Figure 1B). This included eight clusters of

tandemly repeated SiNACs (2 to 5 genes) including two clusters on

chromosome 1, 8 and 9 and one each on chromosomes 2 and 5.

Absence of any segmentally duplicated SiNAC gene suggests that

the SiNAC gene family has primarily expanded through tandem

repetitions rather than by segmental duplication.

Investigation of SiNAC gene structures revealed highly diverse

distribution of intronic regions (from 0 to 12 in numbers) amid the

exonic sequences signifying considerable evolutionary changes in

the foxtail millet genome. The shortest SiNAC gene was merely

537 bp (SiNAC139) whereas the longest one was identified as

SiNAC115 with ,8.7 kb genomic sequence. Further, 26 genes

(,18%) possessed no introns, and 11 (,42%) of these intron-less

genes were tandem repeats (Table S2, Figure S1). This infers that

the evolution of these genes might have proceeded quickly through

some gene duplications or by integration into genomic region after

reverse transcription [78–80].

Phylogenetic Classification of SiNACs and Identification
of Motif Conservation
Sequence analysis of the deduced SiNAC proteins showed that

most of the SiNAC TFs shared a highly conserved typical NAC

domain containing five consensus subdomains and a highly

variable C-terminal transcriptional regulation domain [37], [81].

SiNAC44 being a partial peptide sequence was excluded from

alignment and phylogenetic tree construction being a partial

peptide sequence. Apart from these, certain NAC proteins did not

share much similarity with their usually conserved structures as

described earlier. Such variation may be a result of gene

duplication and/or recombination that leads to domain rear-

rangements.

To understand the evolutionary significance of domain archi-

tecture in SiNAC proteins, we performed a comprehensive

phylogenic analysis. This enabled the classification of SiNAC

family into eleven major sub-families, denoted as SiNAC-I to

SiNAC-XI, each in turn being composed of several members

(Figure 2). Close association of SiNAC families with their counter-

parts in other plants, expressions and/or functions for most of

which have reported, may be an implication of sequence

conservation and evidence to their similar biological in planta

roles. Being a rational systematic approach, such phylogeny-based

function prediction has near-perfectly been applied for prediction

of stress-responsive NAC proteins in other species like rice,

Arabidopsis and soybean [9], [10], [37], [82]. Thus, members of the

subfamilies SiNAC-IX, SiNAC-X, SiNAC-XI and SiNAC-VII are

probably involved in similar regulatory roles as those of their

orthologous groups namely NAM/CUC, SND, TIP and SNAC

(stress-responsive NACs), respectively. Separation of 4 proteins

classified under sub-group SiNAC-I from the rest of the sub-

families suggests their origin by an early divergence event.

Statistical significance of the phylogenetic analysis was confirmed

Table 3. The Ka/Ks ratios and estimated divergence time for
tandemly duplicated SiNAC proteins.

Name Ks Ka Ka/Ks

Duplication time

(million years ago)

SiNAC003 0.32 0.04 0.13 24.6

SiNAC004 0.33 0.02 0.06 25.4

SiNAC005 0.34 0.03 0.09 26.2

SiNAC006 0.35 0.02 0.06 26.9

SiNAC007 0.35 0.03 0.09 26.9

SiNAC008 0.36 0.01 0.03 27.7

SiNAC009 0.34 0.04 0.12 26.2

SiNAC034 0.31 0.02 0.06 23.8

SiNAC035 0.33 0.04 0.12 25.4

SiNAC072 0.32 0.03 0.09 24.6

SiNAC073 0.34 0.02 0.06 26.2

SiNAC112 0.36 0.03 0.08 27.7

SiNAC113 0.35 0.04 0.11 26.9

SiNAC116 0.34 0.04 0.12 26.2

SiNAC117 0.36 0.01 0.03 27.7

SiNAC125 0.34 0.04 0.12 26.2

SiNAC126 0.36 0.03 0.08 27.7

SiNAC135 0.36 0.04 0.11 27.7

SiNAC136 0.35 0.04 0.11 26.9

Average 0.34 0.03 0.09 26.2

doi:10.1371/journal.pone.0064594.t003
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through bootstrap analysis of 1000 replicates. A good number of

the internal branches had high bootstrap values reflecting

derivation of statistically reliable pairs of possible homologous

proteins sharing similar functions from a common ancestor.

Interestingly, the eight predicted TM region-containing SiNACs

belonged either to the sub-family SiNAC-VIII or to SiNAC-XI

(TIP). Previous genome-wide analysis of this family has predicted

at least 18 membrane-associated NAC transcription factors

(MTFs) in Arabidopsis, 5 in rice and 11 in soybean [10], [83].

Their phylogenetic comparison with membrane-associated NAC

transcription factors (MTFs) of Arabidopsis, rice and soybean

NAC proteins showed SiNAC MTFs to be closely associated with

rice MTFs (Figure S2). NAC MTFs have been established as

transcription regulators which specifically get activated via post-

translational modifications during environmental stresses. There-

fore, SiNAC MTFs may follow a similar path of nuclear

localization and downstream stress-responsive gene expression

only after their membrane anchors have been trimmed by

proteases following adverse environmental cues.

Fascinatingly, all those genes identified as tandem duplications

got assigned under similar sub-groups with high bootstrap values,

indicating their common but delayed origin from one single

ancestor. For example, SiNAC003 to SiNAC009, which are

proximally arranged on chromosome 1 were found to be clustered

together in subgroup SiNAC-II. Such arrangements have been

also reported by other research groups in different plant genomes

[37], [84], [85]. Additionally, reliability of the phylogeny was

further evidenced by parameters like motif compositions of

individual sub-families and MEME analysis identified 15 motifs

(Table 1, Figure S3), of which 7 were located in the conserved

NAC domain region. Such motif sequence conservation or

variation between the proteins specifies the functional equivalence

or diversification, respectively, with respect to the various aspects

of biological functions [5]. As reported in some earlier studies,

members of a particular sub-family showed a tendency to have

comparable motif composition (with slight variations) [8], [37],

[85], and certain motifs were found to be deleted or duplicated

within particular clades. Noticeably, motifs 1 and 6 were absent

from almost all the members of sub-family SiNAC-II and instead

included the motif 10 and 12. Motif deletion or duplication within

a conserved domain of a protein may be crucial for disposing the

undesirable regions and developing only the regions which are

necessarily needed to develop a particular phenotype.

Orthologous Relationships of NAC TF Genes between
Foxtail Millet and other Grass Species
For comparative mapping to derive orthologous relationships of

SiNACs, the physically mapped SiNAC genes were compared with

those in chromosomes of other related grass genomes namely,

sorghum, maize and rice (Figure S4A–C). Although rice, sorghum

and maize genome encodes more than 100 NAC proteins, the

specific orthologous relationships of NACs could be derived only for

,31% proteins. Highest orthology of genes annotated on the foxtail

millet chromosomes was exhibited with sorghum (76.5%) and maize

(72%). The extensive gene level synteny shared among foxtail millet,

sorghum and maize supports their close evolutionary relationships

[1], [2]. Interestingly, they did not reveal biasness for any particular

chromosome of maize and were instead randomly distributed. A

plausible reason for this might be the higher synteny and collinearity

of genes annotated on the foxtail millet chromosomes with rice

(69.5%) and sorghum (65.2%) chromosomes than to maize

chromosomes (32.1%) at genome-wide level [1].

Noticeably, the SiNACs on foxtail millet chromosome 6 showed

100% orthology and synteny with sorghum chromosome 7 and

rice chromosome 8 with certain differences in chromosomal

arrangements, predominantly involving intra-chromosomal inver-

sions (Table 2, Figure S4A–C). For example, orthologs of

SiNAC139 and SiNAC145 had inverse orientation in chromo-

some 1 of sorghum (Sb01g030760 and Sb01g048730) but are

arranged forward orientation in maize (chromosome 1;

GRMZM2G025642 and GRMZM2G025642) (Figure S4B and

C). SiNAC031, SiNAC033, SiNAC035 on foxtail millet chromo-

some 2 appear to have exactly the same orientation as their maize

homologs (Figure S4B). These results indicate that the tendency of

homologous genes to occupy similar relative organization may

have co-developed from an evolutionarily homologous genomic

region as compared to those which have re-located to different site

on chromosome [86], [87]. The results also indicated that the

chromosomal rearrangements like duplication, inversion and

deletion were predominant in shaping the distribution and

organization of NAC genes in foxtail millet, rice and sorghum

genomes. This comparative mapping provides a useful preface for

understanding the evolutionary process of NACs among grasses

involving the foxtail millet genome. The knowledge thus generated

would also be useful in isolating orthologous NAC genes of

agronomic importance from foxtail millet using the map-based

genomic information of other related small and diploid grass

members. Otherwise, based on this comparative genome map

information, some candidate SiNAC genes (for example,

SiNAC128) can be rapidly selected from the genome of this

naturally stress-adapted crop and utilized for genetic enhancement

of other related grass family members for target traits like stress

tolerance.

Duplication and Divergence Rate of the SiNAC Genes
Multiple members of a gene family could possiblly evolve due to

the flexibility provided by events of whole genome duplications.

Gene duplication, either segmental or tandem, have been found in

several plant TF families such as MYB, F-box as well as in NAC

[9], [69], [88], [89]. We thus explored association of Darwinian

positive selection in divergence and duplication of NAC genes. For

this, the ratios of non-synonymous (Ka) versus synonymous (Ks)

substitution rate (Ka/Ks) were calculated for 19 tandemly

duplicated genes as well as between orthogous gene pairs of

SiNACs with those of rice (11-pairs), maize (34) and sorghum (36).

The ratios of Ka/Ks for tandem duplication varied from 0.03 to

0.13 with an average of 0.06 (Table 3). This analysis shows that the

SiNAC gene family had strong purifying selection pressure as Ka/

Ks ratios of the duplicated genes were,1 and the duplication event

may be estimated to have occurred around 24–28 Mya (Figure 3,

Table 3). Among the orthologous gene-pairs of SiNAC with those of

other grass species, the average Ka/Ks value was highest between

Figure 4. Expression profile of 50 foxtail millet NAC genes in response to various abiotic stresses. (A) Hierarchical clustering of
differential gene expression in response to dehydration (D), salinity (S) and cold (C) stress across two time points (1 h and 24 h). The heat-map has
been generated based on the fold-change values in the treated sample when compared with its unstressed control sample. The color scale for fold-
change values is shown at the top. Venn diagram showing stress-specific distribution of SiNAC genes into four categories as (B) early up-regulated, (C)
early down-regulated (D) late up-regulated, and (E) late down-regulated. The common subset of genes regulated by two or more stresses is marked
by the overlapping circle.
doi:10.1371/journal.pone.0064594.g004
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rice and foxtail millet (0.56) and least for sorghum-foxtail millet

gene-pairs (0.22; Table S3). The relatively higher rate of

synonymous substitution between rice and foxtail millet NAC genes

may point towards their earlier divergence around 35–39 Mya from

foxtail millet as compared to sorghum and maize NAC genes

(Figure 3). Conversely, the NAC gene-pairs between sorghum and

foxtail millet (average Ka/Ks= 0.22) seem to have largely

encountered intense purifying selection as compared to foxtail

millet-maize (Ka/Ks= 0.31) and foxtail millet-rice (Ka/Ks= 0.56)

NAC genes, which agreed well with their recent time of divergence

around 16–20 Mya. The estimation of duplication time (average of

26.2 Mya) of foxtail millet NAC genes in between the divergence

time of foxtail millet-rice (36.9 Mya) and foxtail millet-maize

(20 Mya) and –sorghum (17.7 Mya) orthologous NAC gene-pairs

are comparable to evolutionary studies involving the protein-coding

genes annotated from the recently released draft genome sequence

of foxtail millet [1].

SiNAC Expression Profiles of during Abiotic Stresses and
Phytohormone Treatments
Gene expression patterns can provide crucial clues for

determining the gene function. In order to decipher the role of

NAC genes in foxtail millet during diverse environmental

conditions, 50 candidate genes, widely representing all the sub-

families, were subjected to quantitative expression analysis in

response to dehydration, salinity, cold, ABA, SA, MeJA and Et

during early and late durations of treatments (Figure 4 and 5,

Table S4). We included a previously reported stress-responsive

gene, SiNAC078, in the qRT-PCR analysis to serve as a positive

reference for verification of the experiments [22]. The heat map

representation for expression in response to abiotic stresses like

dehydration, salinity and cold is shown in Figure 4A. Overall,

qRT-PCR analysis demonstrated that all the genes displayed

variations in their expression behavior in response to one or more

stresses in course of the experimentations (Figure 4B–E). Among

all the three treatments, cold stress induced relatively more

dramatic changes in transcript abundance of SiNAC than

dehydration or salinity. Some genes were identified to be

differentially expressed in response to a specific stress treatment

at only one time. For example, SiNAC141 was early induced by

both dehydration and salinity while during later time-point only

dehydration was able to induce its expression. On the basis of their

expression during both early and late durations, many genes were

up-regulated by all stresses at either time points (Figure 4B and D),

but none was down-regulated by every stress except SiNAC045

(Figure 4C and E). The results also revealed that some genes are

co-regulated by two stresses, for example, transcripts of SiNAC024

and SiNAC093 accumulated only during salinity and cold

treatments. Notably, SiNAC045 could be a late stress-responsive

gene as it was exclusively up-regulated by dehydration, salinity as

well as cold only at 24 h post-stress. Previously, several whole-

genome expression profiling studies in Arabidopsis and rice have

found NAC genes to be induced by at least one type of abiotic

stress like salinity, drought, cold or ABA [6], [36], [37]. Expression

analysis using 22 K and 44 K microarray revealed the induction of

more than 45 NAC genes in abiotic and 26 against biotic stresses

in rice [9]. Recently, global NAC gene expression analysis in

Arabidopsis has shown that most of the NAC genes are responsive to

salt and extreme temperatures [17], [90]. The variability in gene

expression patterns implies that SiNACs may regulate a complex

web of pathways to perform different physiological functions for

acclimatizing towards multiple challenges.

Plant hormones play a crucial role in the regulation of different

plant processes, such as signalling and expression during abiotic

and biotic stresses. We thus attempted to evaluate the expression

pattern of these 50 genes during various hormone treatments. A

hierarchical clustering evidenced overlapping and specific gene

expression patterns in response to phytohormones (Figure 5A).

Several genes were exclusively induced (like SiNAC003, SiNAC108,

SiNAC100, SiNAC128) or repressed (SiNAC071 and SiNAC 102) in

all the treatments (Figure 5B–E). These genes may be a part of a

general hormonal response rather than being treatment-specific.

For example, genes such as SiNAC051 and SiNAC105 showed up-

regulation during all the durations of ABA and SA treatments

while others like SiNAC066, SiNAC063, SiNAC128 and SiNAC043

were differentially induced by MeJA and Et at both the time

points. Phytohormones are involved in influencing signaling

response by acting in conjunction with or opposition to each

other for maintaining the cellular homeostasis [91]. The NAC TFs

form a complex but interesting group as important arbitrators of

this process [5]. The highly differential expression profiles of

SiNAC genes observed in this study underscore the daunting task of

comprehending the global milieu associated with a stress response.

However, an important outcome was comparison of their

expressions patterns during multiple environmental stimuli at

beginning and late durations of stress for accurate identification of

prospective candidate genes. Together, above results indicate that

some members of the SiNAC gene family show stimulus-specific

and time-dependent responses and may widen the knowledge on

molecular mechanism behind the action of NAC TFs in plant

stress acclimatization.

Comparative Modeling, Molecular Simulation and
Docking Analysis of a Stress-responsive Protein SiNAC128
To build the homology model, BLASTP search against the

protein databank (PDB) with known structures for NAC TFs was

performed for each of 147 amino acids and 11 sequences with

.60% identity were identified from different sub-families.

Comparison of their secondary structures revealed that the

sequences were quite variable (Figure S5) and this variability

may be eventually responsible for imparting distinct functionality

to the NAC proteins from different sub-families.

Among all the proteins, SiNAC128 showed 95% sequence

identity (in the conserved NAC domain) with a stress-responsive

SNAC1 protein from rice (PDB code 3ULX), and both the

proteins shared highly analogous secondary structures (Figure 6A).

Homology modeling and evaluation revealed that SiNAC128

NAC domain was fairly comparable similar to the template

(SNAC1), with a semi-b-barrel core formed by seven twisted anti-

parallel b-sheets, three a-helices on one side while the other side

remained open (Figure S6A). PROSA validation of the generated

model showed a z-score of –4.28 which follows the range of other

Figure 5. Expression profile of 50 foxtail millet NAC genes in response to various hormones. (A) Hierarchical clustering of differential
gene expression in response to salicylic acid (SA), Ethephone (ET), Absissic acid (ABA) and methyl jasmonate (MeJA) stress across two time points (1 h
and 24 h). The heat-map has been generated based on the fold-change values in the treated sample when compared with its unstressed control
sample. The color scale for fold-change values is shown at the top. Venn diagram showing stress-specific distribution of SiNAC genes into four
categories as (B) early up-regulated, (C) early down-regulated (D) late up-regulated, and (E) late down-regulated. The common subset of genes
regulated by two or more stresses is marked by the overlapping circle.
doi:10.1371/journal.pone.0064594.g005
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experimentally determined protein with similar residues as

SiNAC128 [74]. Low root mean square deviation (RMSD) value

(0.278) showed that the template and target were quite similar.

The structure quality was also assessed by Ramachandran plot

which showed that 91.7% residues were energetically most

favoured, 5.9% were in the allowed region and 2.4% are in

outliner region. This is in accordance with the values observed for

A. thaliana ANAC (abscisic acid-responsive NAC, PDB code 1UT7)

[13]. The structure remained unaffected by certain sequence

variations as most of them occurred at places where no either

secondary structure had been assigned or at the loop regions

between b6 and b7. Such significant conservation between the two

proteins may reflect their similar biological functioning as both

may share a common stress-regulatory pathway. SNAC1 crystal-

lizes as dimer in solution, modulated by residues of the sub-domain

A including Leu14 to Thr23 (N-terminal loop region), Glu26 and

Tyr31 (both in a1 helix) [92]. On the basis of intact nature of these

interface regions in the SiNAC128 protein, it is very likely to

maintain the dimer character as its functional unit.

Model refinement was carried out using modloop server and

residues 1–8, 76–84 and 141–154 corresponding to the loop regions

were refined (Figure 6B). The built model was subjected to energy

minimization followed by molecular dynamics (MD) simulation by

Gromacs 4.5.5. The model was first minimized by steepest descent

integrator method for 10000 steps followed the MD simulation for 2

ns simulation time and superimposed with pre-simulation structure

(Figure 6C). The model maintained high structural conservation

within the range of 1600–1900 pico seconds as observed by plotting

RMSD values as a function of the simulation time in GNUPLOT

software (Figure S6B). This result shows that the predicted

quaternary structure of SiNAC128 NAC domain could adopt a

biologically relevant stable conformation (Figure S6C and D).

Property to bind DNA sequence of its target genes resides with this

highly conserved domain of SiNAC128 transcriptional regulator.

Docking the stable protein model against a DNA helix of 4

nucleotide base pairs (PDB id: 1ANA) was carried out in Hex Server

under the default parameters. It was observed that the residues

within the two of the loop regions, specifically ARG-75, ASP-76,

ARG-77, TYR-79, SER-83, ARG-84, ASN-86, ARG-87, ALA-89

and LYS-148, LYS-149, SER-151, ASP-156 and TRP-157 could

be responsible for interacting with 1ANA (Figure 6D). This is in

accordance with previous reports where the central b-sheet of the

SNAC1 and ANAC NAC domain, particularly the amino acids

Lys79, Arg85, Arg88, Lys123 and Lys126 shared the responsibility

of DNA binding [13], [92]. Although most of the residues were

located in the loop regions which may vary among even closely

homologous structures due their high flexibility [93], structural and

functional resemblance between SiNAC128 and SNAC1 is

conceivable given conservation of the crucial residues particularly

Arg84 (Arg85 in SNAC1) and Arg87 (Arg88 in SNAC1) which have

been reported to share the responsibility of DNA binding.

Conclusions
The NAC TFs has been proposed as important arbitrators of

various plant processes and have been subjected to intensive

investigations, especially in well-known model plants. As of now,

no such study has been undertaken in Setaria italica, a model grass

species in its class bestowed with potential caliber for stress-

adaptation. Our data acquisition and systematic analysis has

identified the entire NAC protein-encoding genes present in foxtail

millet genome, for the first time. Variation in lengths and genomic

structure were suggestive of the fact that, a great deal of

complexity has evolved within this gene family. Phylogenetically,

the NAC proteins belonged to eleven sub-families and had varied

motif organization which seemed to be conserved for a particular

sub-family. This analysis is an indication of functional conserva-

tion within a sub-family and serves as an initial platform in

facilitating a better understanding of the structure-function

relationship between individual members. SiNAC genes shared

high orthology with their counter-parts in sorghum and maize

supporting their close evolutionary relationship. A preliminary

expression profiling of some SiNAC genes showed that their

transcript accumulation were influenced by several environmental

stimuli, including phytohormones and stress conditions, indicating

their role in hormonal and stress response. We have also described

the structure of a stress-responsive gene, SiNAC128. Despite these

experiments, an arduous in planta characterization of each putative

SiNAC gene is a prerequisite to explore their biological functioning.

At this point of time, however, it is most prudent to suggest that

this work enables us to propose a list of novel stress-responsive

genes from foxtail millet which may be utilized as putative

candidates by the research community to engineer improved

adaptation capacity to agronomically important crops.

Supporting Information

Figure S1 Gene structures of 147 SiNAC transcription

factors. Exons and introns are represented by green boxes and

black lines, respectively. Scale represents the sizes of exons and

introns can be estimated using the scale at bottom.

(TIF)

Figure S2 Phylogenetic relationship of foxtail millet

membrane-associate NAC transcription factors with

those of Arabidopsis, rice and soybean. Full-length amino

acid sequences were aligned using ClustalW and the unrooted tree

was constructed using MEGA5 by neighbor-joining method. The

bootstrap values are shown at the nodes while the scale bar

displays relative divergence among the sequences.

(TIF)

Figure S3 Variation in motif clades for the SiNAC

proteins. The MEME motifs are shown as different-colored

boxes at the N-terminal indicating the NAC domain region as well

as the C-terminal region for the transcription regulatory region.

(TIF)

Figure S4 Comparative physical mapping revealed high

degree of orthologous relationships of NAC transcrip-

tion factor genes located on nine chromosomes of foxtail

millet with (A) rice, (B) maize and (C) sorghum.

(TIF)

Figure S5 Comparison of the secondary structures of

SiNAC proteins belonging to different sub-families. Key

Figure 6. Predicated structure of SiNAC128. (A) Amino acid sequence alignment of SiNAC128 with the template 3ULX which encodes a rice
stress-responsive protein 1(SNAC1). Symbol legends show the secondary structural elements of the target sequence. (B) Three dimensional structure
of SiNAC128 after loop modeling showing a-helices (red) and b-sheets (yellow). (C) Ribbon diagram representation of the protein after molecular
simulation. The a-helices and b-sheets are shown in blue and pink, respectively. (D) Molecular docking showing binding of the modelled protein to
DNA (PDB id: 1ANA).
doi:10.1371/journal.pone.0064594.g006
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to figure: Blue line: Helix, Red Line: Strand, Pink Line: Coil,

Green Line: Turn.

(TIF)

Figure S6 Structure and molecular simulation analysis
of SiNAC128. (A) The original predicted structure of SiNAC128

prior to loop refinement as revealed by homology modeling. (B)

Superimposed three-dimensional structures before and after

molecular dynamic (MD) simulation. SiNAC128 structure after

MD (C) within water molecules and (D) surrounded by ions.

(TIF)

Table S1 List of primers used in quantitative real time-
PCR expression analysis of 38 SiNAC genes.
(DOC)

Table S2 A catalog of Setaria italica NAC transcription
factor proteins.
(XLS)

Table S3 The Ka/Ks ratios and estimated divergence
time for orthologous NAC proteins between foxtail
millet, rice, sorghum and maize.

(DOC)

Table S4 Fold expression values of 50 foxtail millet NAC

genes in response to various stress and hormone

treatments.

(XLS)

Acknowledgments

Grateful thanks are due to the Director, National Institute of Plant

Genome Research (NIPGR), New Delhi, India for providing facilities. The

authors work in this area was supported by the core grant of NIPGR. Dr.

Swati Puranik acknowledges the award of Research Associateship from

NIPGR.

Author Contributions

Conceived and designed the experiments: MP SP SKP. Performed the

experiments: SP PPS SNM VSB. Analyzed the data: MP SP SKP.

Contributed reagents/materials/analysis tools: MP. Wrote the paper: SP

MP SKP PPS.

References

1. Zhang G, Liu X, Quan Z, Cheng S, Xu X, et al. (2012) Genome sequence of

foxtail millet (Setaria italica) provides insights into grass evolution and biofuel

potential. Nature Biotech 30: 549–554.

2. Bennetzen JL, Schmutz J, Wang H, Percifield R, Hawkins J, et al. (2012)

Reference genome sequence of the model plant Setaria. Nature Biotech 30: 555–

561.

3. Chinnusamy V, Schumaker K, Zhu JK (2004) Molecular genetic perspectives on

cross-talk and specificity in abiotic stress signalling in plants. J Exp Bot 55: 225–

236.

4. Udvardi MK, Kakar K, Wandrey M, Montanari O, Murray J, et al. (2007)

Legume transcription factors: global regulators of plant development and

response to the environment. Plant Physiol 144: 538–549.

5. Puranik S, Sahu PP, Srivastava PS, Prasad M (2012) NAC proteins: regulation

and role in stress tolerance. Trends Plant Sci 17: 1360–1385.

6. Kawaura K, Mochida K, Ogihara Y (2008) Genome-wide analysis for

identification of salt-responsive genes in common wheat. Funct Integr Genomics

8: 277–286.

7. Rushton PJ, Bokowiec MT, Han S, Zhang H, Brannock JF, et al. (2008)

Tobacco transcription factors: novel insights into transcriptional regulation in

the Solanaceae. Plant Physiol 147: 280–295.

8. Hu R, Qi G, Kong Y, Kong D, Gao Q, et al. (2010) Comprehensive analysis of

NAC domain transcription factor gene family in Populus trichocarpa. BMC Plant

Biol 10: 145.

9. Nuruzzaman M, Manimekalai R, Sharoni AM, Satoh K, Kondoh H, et al.

(2010) Genome-wide analysis of NAC transcription factor family in rice. Gene

465: 30–44.

10. Le DT, Nishiyama R, Watanabe Y, Mochida K, Yamaguchi-Shinozaki K, et al.

(2011) Genome-wide survey and expression analysis of the plant-specific NAC

transcription factor family in soybean during development and dehydration

stress. DNA Res 18: 263–276.

11. Wang N, Zheng Y, Xin H, Fang L, Li S (2013) Comprehensive analysis of NAC

domain transcription factor gene family in Vitis vinifera. Plant Cell Rep 32: 61–

75.

12. Xie Q, Frugis G, Colgan D, Chua NH (2000) Arabidopsis NAC1 transduces

auxin signal downstream of TIR1 to promote lateral root development. Genes

Dev 14: 3024–3036.

13. Ernst HA, Olsen AN, Larsen S, Lo Leggio L (2004) Structure of the conserved

domain of ANAC, a member of the NAC family of transcription factors. EMBO

Rep 5: 297–303.

14. Tran LS, Nakashima K, Sakuma Y, Simpson SD, Fujita Y (2004) Isolation and

functional analysis of Arabidopsis stress inducible NAC transcription factors that

bind to a drought-responsive cis-element in the early responsive to dehydration

stress 1 promoter. Plant Cell 16: 2481–2498.

15. Kim HS, Park BO, Yoo JH, Jung MS, Lee SM, et al. (2007) Identification of a

calmodulin-binding NAC protein (CBNAC) as a transcriptional repressor in

Arabidopsis. J Biol Chem 282: 36292–36302.

16. Ogo Y, Kobayashi T, Nakanishi Itai R, Nakanishi H, Kakei Y, et al. (2008) A

novel NAC transcription factor, IDEF2, that recognizes the iron deficiency-

responsive element 2 regulates the genes involved in iron homeostasis in plants.

J Biol Chem 283: 13407–13417.

17. Jensen MK, Kjaersgaard T, Nielsen MM, Galberg P, Petersen K, et al. (2010)

The Arabidopsis thaliana NAC transcription factor family: structure-function

relationships and determinants of ANAC019 stress signaling. Biochem J 426:

183–196.

18. Zhong R, Lee C, Ye ZH (2010) Global analysis of direct targets of secondary

wall NAC master switches in Arabidopsis. Mol Plant 3: 1087–1103.

19. Puranik S, Kumar K, Srivastava PS, Prasad M (2011). Electrophoretic mobility

shift assay reveals a novel recognition sequence for Setaria italica NAC protein.

Plant Sig Behav 6: 1–3.

20. He XJ, Mu RL, Cao WH, Zhang ZG, Zhang JS, et al. (2005) AtNAC2, a

transcription factor downstream of ethylene and auxin signaling pathways, is

involved in salt stress response and lateral root development. Plant J 44: 903–

916.

21. Lu PL, Chen NZ, An R, Su Z, Qi BS, et al. (2007) A novel drought-inducible

gene, ATAF1, encodes a NAC family protein that negatively regulates the

expression of stress-responsive genes in Arabidopsis. Plant Mol Biol 63: 289–305.

22. Puranik S, Bahadur RP, Srivastava PS, Prasad M (2011) Molecular cloning and

characterization of a membrane associated NAC family gene, SiNAC from

foxtail millet [Setaria italica (L.) P. Beauv.]. Mol Biotech 49: 138–150.

23. Yamaguchi M, Ohtani M, Mitsuda N, Kubo M, Ohme-Takagi M, et al. (2010)

VND-INTERACTING2, a NAC domain transcription factor, negatively

regulates xylem vessel formation in Arabidopsis. Plant Cell 22: 1249–1263.

24. Delessert C, Kazan K, Wilson IW, Van Der Straeten D, Manners J, et al. (2005)

The transcription factor ATAF2 represses the expression of pathogenesis-related

genes in Arabidopsis. Plant J 43: 745–757.

25. Olsen AN, Ernst HA, Leggio LL, Skriver K (2005) NAC transcription factors:

Structurally distinct, functionally diverse. Trends Plant Sci 10: 79–87.

26. Ko JH, Yang SH, Park AH, Lerouxel O, Han KH (2007) ANAC012, a member

of the plant-specific NAC transcription factor family, negatively regulates xylary

fiber development in Arabidopsis thaliana. Plant J 50: 1035–1048.

27. Yamaguchi M, Kubo M, Fukuda H, Demura T (2008) Vascular-related

NACDOMAIN7 is involved in the differentiation of all types of xylem vessels in

Arabidopsis roots and shoots. Plant J 55: 652–664.

28. Kim YS, Kim SG, Park JE, Park HY, Lim MH, et al. (2006) A membrane-

bound NAC transcription factor regulates cell division in Arabidopsis. Plant Cell

18: 3132–3144.

29. Willemsen V, Bauch M, Bennett T, Campilho A, Wolkenfelt H, et al. (2008) The

NAC domain transcription factors FEZ and SOMBRERO control the

orientation of cell division plane in Arabidopsis root stem cells. Dev Cell 15:

913–922.

30. Kato H, Motomura T, Komeda Y, Saito T, Kato A (2009) Overexpression of

the NAC transcription factor family gene ANAC036 results in a dwarf

phenotype in Arabidopsis thaliana. J Plant Physiol 167: 571–577.

31. Kjaersgaard T, Jensen MK, Christiansen MW, Gregersen P, Kragelund BB, et

al. (2011) Senescence-associated barley NAC (NAM, ATAF1, 2, CUC)

transcription factor interacts with radical-induced cell death 1 through a

disordered regulatory domain. J Biol Chem 286: 35418–35429.

32. Yang SD, Seo PJ, Yoon HK, Park CM (2011) The Arabidopsis NAC

transcription factor VNI2 integrates abscisic acid signals into leaf senescence

via the COR/RD genes. Plant Cell 23: 2155–2168.

33. Christianson JA, Dennis ES, Llewellyn DJ, Wilson IW (2010) ATAF NAC

transcription factors: regulators of plant stress signaling. Plant Sig Behav 5: 428–

432.

NAC Transcription Factor Family in Foxtail Millet

PLOS ONE | www.plosone.org 14 May 2013 | Volume 8 | Issue 5 | e64594



34. Tran LSP, Nishiyama R, Yamaguchi-Shinozaki K, Shinozaki K (2010) Potential
utilization of NAC transcription factors to enhance abiotic stress tolerance in
plants by biotechnological approach. GM Crops 1: 32–39.

35. Nakashima K, Takasaki H, Mizoi J, Shinozaki K, Yamaguchi-Shinozaki K
(2012) NAC transcription factors in plant abiotic stress responses. Biochim
Biophys Acta 1819: 97–103.

36. Fujita M, Fujita Y, Maruyama K, Seki M, Hiratsu K, et al. (2004) A
dehydration-induced NAC protein, RD26, is involved in a novel ABA-
dependent stress-signaling pathway. Plant J 39: 863–876.

37. Fang Y, You J, Xie K, Xie W, Xiong L (2008) Systematic sequence analysis and
identification of tissue-specific or 321 stress-responsive genes of NAC
transcription factor family in rice. Mol Genet Genomics 280: 535–546.

38. Hu H, Dai M, Yao J, Xiao B, Li X, et al. (2006) Overexpressing a NAM, ATAF
and CUC (NAC) transcription factor enhances drought resistance and salt
tolerance in rice. Proc Natl Acad Sci U S A 103: 12987–12992.

39. Hu H, You J, Fang Y, Zhu X, Qi Z, et al. (2008) Characterization of
transcription factor gene SNAC2 conferring cold and salt tolerance in rice. Plant
Mol Biol 67: 169–181.

40. Wang X, Goregaoker SP, Culver JN (2009) Interaction of the Tobacco Mosaic
Virus replicase protein with a NAC domain transcription factor is associated
with the suppression of systemic host defenses. J Virology 83: 9720–9730.

41. Nakashima K, Tran LS, Van Nguyen D, Fujita M, Maruyama K, et al. (2007)
Functional analysis of a NAC-type transcription factor OsNAC6 involved in
abiotic and biotic stress responsive gene expression in rice. Plant Journal 51:
617–630.

42. Jeong JS, Kim YS, Redillas MCFR, Jang G, Jung H, et al. (2012) OsNAC5
overexpression enlarges root diameter in rice plants leading to enhanced drought
tolerance and increased grain yield in the field. Plant Biotech J. doi: 10.1111/
pbi.12011.

43. Redillas MC, Jeong JS, Kim YS, Jung H, Bang SW, et al. (2012) The
overexpression of OsNAC9 alters the root architecture of rice plants enhancing
drought resistance and grain yield under field conditions. Plant Biotech J. doi:
10.1111/j.1467-7652.2012.00697.x.

44. Xie Q, Sanz-Burgos AP, Guo H, Garcı́a JA, Gutiérrez C (1999) GRAB proteins,
novel members of the NAC domain family, isolated by their interaction with a
geminivirus protein. Plant Mol Biol 39: 647–656.

45. Jensen MK, Rung JH, Gregersen PL, Gjetting T, Fuglsang AT, et al. (2007) The
HvNAC6 transcription factor: a positive regulator of penetration resistance in
barley and Arabidopsis. Plant Mol Biol 65: 137–150.

46. Hao YJ, Wei W, Song QX, Chen HW, Zhang YQ, et al. (2011) Soybean NAC
transcription factors promote abiotic stress tolerance and lateral root formation
in transgenic plants. Plant J 68: 302–313.

47. Liu QL, Xu KD, Zhao LJ, Pan YZ, Jiang BB, et al. (2011) Overexpression of a
novel chrysanthemum NAC transcription factor gene enhances salt tolerance in
tobacco. Biotech Lett 33: 2073–2082.

48. Xue GP, Way HM, Richardson T, Drenth J, Joyce PA, et al. (2011)
Overexpression of TaNAC69 leads to enhanced transcript levels of stress up-
regulated genes and dehydration tolerance in bread wheat. Mol Plant 4: 697–
712.

49. Zhang H, Jin JP, Tang L, Zhao Y, Gu XC, et al. (2011) PlantTFDB 2.0: update
and improvement of the comprehensive plant transcription factor database.
Nucleic Acids Res 39: D1114–D1117.

50. Goodstein DM, Shu S, Howson R, Neupane R, Hayes RD, et al. (2012)
Phytozome: a comparative platform for green plant genomics. Nucleic Acids Res
40: D1178–D1186.

51. Letunic I, Doerks T, Bork P (2012) SMART 7: recent updates to the protein
domain annotation resource. Nucleic Acids Res doi:10.1093/nar/gkr931.

52. Voorrips RE (2002) MapChart: software for the graphical presentation of
linkage maps and QTLs. J Hered 93: 77–78.

53. Tang H, Bowers JE, Wang X, Ming R, Alam M, et al. (2008) Synteny and
collinearity in plant genomes. Science 320: 486–488.

54. Du D, Zhang Q, Cheng T, Pan H, Yang W, et al. (2012) Genome-wide
identification and analysis of late embryogenesis abundant (LEA) genes in Prunus

mume. Mol Biol Rep doi: 10.1007/s11033-012-2250-3.

55. Shiu SH, Bleecker AB (2003) Expansion of the Receptor-Like Kinase/Pelle
Gene Family and Receptor-Like Proteins in Arabidopsis. Plant Physiol 132:
530–543.

56. Guo AY, Zhu QH, Chen X, Luo JC (2007) GSDS: a gene structure display
server. Yi Chuan 29: 1023–1026.

57. Tamura K, Peterson D, Peterson N, Stecher G, Nei M, et al. (2011) MEGA5:
Molecular evolutionary genetics analysis using maximum likelihood, evolution-
ary distance, and maximum parsimony methods. Mol Biol Evol 28: 2731–2739.

58. Thompson JD, Gibson TJ, Plewniak F, Jeanmougin F, Higgins DG (1997) The
CLUSTAL_X windows interface: Flexible strategies for multiple sequence
alignment aided by quality analysis tools. Nucleic Acids Res 25: 4876–4882.

59. Saitou N, Nei M (1987) The neighbor-joining method: a new method for
reconstructing phylogenetic trees. Mol Biol Evol 4: 406–425.

60. Letunic I, Bork P (2011) Interactive Tree Of Life v2: online annotation and
display of phylogenetic trees made easy. Nucleic Acids Res 39: W475–8.

61. Bailey TL, Elkan C (1994) Fitting a mixture model by expectation maximization
to discover motifs in biopolymers. Proceedings of the Second International

Conference on Intelligent Systems for Molecular Biology, AAAI Press, Menlo
Park, California, 28–36.

62. Quevillon E, Silventoinen V, Pillai S, Harte N, Mulder N, et al. (2005)
InterProScan: protein domains identifier. Nucleic Acids Res 33: W116–W120.

63. Suyama M, Torrents D, Bork P (2006) PAL2NAL: robust conversion of protein
sequence alignments into the corresponding codon alignments. Nucleic Acids
Res 34: W609–W612.

64. Lynch M, Conery JS (2000) The evolutionary fate and consequences of duplicate
genes. Science 290: 1151–1155.

65. Yang Z, Gu S, Wang X, Li W, Tang Z, et al. (2008) Molecular evolution of the
cpp-like gene family in plants: insights from comparative genomics of
Arabidopsis and rice. J Mol Evol 67: 266–277.

66. Puranik S, Jha S, Srivastava PS, Sreenivasulu N, Prasad M (2011c) Comparative
transcriptome analysis of contrasting foxtail millet cultivars in response to short-
term salinity stress. J Plant Physiol 168: 280–287.

67. Longeman J, Schell J, Willmitzer L (1987) Improved method for the isolation of
RNA from plant tissues. Anal Biochem 163: 16–20.

68. Jain M, Nijhawan A, Tyagi AK, Khurana JP (2006) Validation of housekeeping
genes as internal control for studying gene expression in rice by quantitative real-
time PCR. Biochem Biophys Res Commun 345: 646–651.

69. Jain M, Nijhawan A, Arora R, Agarwal P, Ray S, et al. (2007) F-Box Proteins in
Rice. genome-wide analysis, classification, temporal and spatial gene expression
during panicle and seed development, and regulation by light and abiotic stress.
Plant Physiol 143: 1467–1483.

70. Jayaraman A, Puranik S, Rai NK, Vidapu S, Sahu PP, et al. (2008) cDNA-AFLP
analysis reveals differential gene expression in response to salt stress in foxtail
millet (Setaria italica L.). Mol Biotech 40: 241–251.

71. Berman HM, Westbrook J, Feng Z, Gilliland G, Bhat TN, et al. (2000) The
protein data bank. Nucleic Acids Res 28: 235–242.

72. Geoujon C, Deleage G (1995) SOPMA: Significant improvements in secondary
structure prediction from multiple alignments. Comput Appl Biosci 11: 681–
684.

73. Sali A, Blundell T (1993) Comparative protein modelling by satisfaction of
spatial restraints. J Mol Biol 234: 779–815.

74. Wiederstein M, Sippl MJ (2007) ProSA-web: Interactive web service for the
recognition of errors in three-dimensional structures of proteins. Nucleic Acids
Res 35: 407–410.

75. Fiser A, Sali A (2003) ModLoop: automated modeling of loops in protein
structures. Bioinformatics 19: 2500–2501.

76. Hess B, Kutzner C, Van Der Spoel D, Lindahl E (2008) GROMACS 4:
Algorithms for Highly Efficient, Load-Balanced, and Scalable Molecular
Simulation. J Chem Theor Comput 4: 435.

77. Macindoe G, Mavridis L, Venkatraman V, Devignes MD, Ritchie DW (2010)
HexServer: an FFT-based protein docking server powered by graphics
processors. Nucleic Acids Res 38: W445–W449.

78. Lecharny A, Boudet N, Gy I, Aubourg S, Kreis M (2003) Introns in, introns out
in plant gene families: a genomic approach of the dynamics of gene structure.
J Struct Funct Genomics 3: 111–116.

79. Lurin C, Andrés C, Aubourg S, Bellaoui M, Bitton F, et al. (2004) Genome-wide
analysis of Arabidopsis pentatricopeptide repeat proteins reveals their essential
role in organelle biogenesis. Plant Cell 16: 2089–2103.

80. Jain M, Khurana P, Tyagi AK, Khurana JP (2008) Genome-wide analysis of
intronless genes in rice and Arabidopsis. Funct Integr Genomics 8: 69–78.

81. Shen H, Yin Y, Chen F, Xu Y, Dixon RA (2009) A bioinformatic analysis of
NAC genes for plant cell wall development in relation to lignocellulosic
bioenergy production. Bioenergy Res 2: 217–232.

82. Ooka H, Satoh K, Doi K, Nagata T, Otomo Y, et al. (2003) Comprehensive
analysis of NAC family genes in Oryza sativa and Arabidopsis thaliana. DNA Res 10:
239–247.

83. Kim SG, Lee S, Seo PJ, Kim SK, Kim JK, et al. (2010) Genome-scale screening
and molecular characterization of membrane-bound transcription factors in
Arabidopsis and rice. Genomics 95: 56–65.

84. Katiyar A, Smita S, Lenka SK, Rajwanshi R, Chinnusamy V, et al. (2012)
Genome-wide classification and expression analysis of MYB transcription factor
families in rice and Arabidopsis. BMC Genomics 13: 544.

85. Pinheiro GL, Marques CS, Costa MD, Reis PA, Alves MS, et al. (2009)
Complete inventory of soybean NAC transcription factors: sequence conserva-
tion and expression analysis uncover their distinct roles in stress response. Gene
444: 10–23.

86. Ehrlich J, Sanko D, Nadeau JH (1997) Synteny conservation and chromosome
rearrangements during mammalian evolution. Genetics 147: 289–296.
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