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Identification of microRNAs and Their Target Genes Explores miRNA-Mediated Regulatory Network of Cytoplasmic Male Sterility Occurrence during Anther Development in Radish (Raphanus sativus L.)









	
	ORIGINAL RESEARCH
published: 22 July 2016
doi: 10.3389/fpls.2016.01054





[image: image2]

Identification of microRNAs and Their Target Genes Explores miRNA-Mediated Regulatory Network of Cytoplasmic Male Sterility Occurrence during Anther Development in Radish (Raphanus sativus L.)


Wei Zhang1†, Yang Xie1†, Liang Xu1, Yan Wang1, Xianwen Zhu2, Ronghua Wang1, Yang Zhang1, Everlyne M. Muleke1 and Liwang Liu1*


1National Key Laboratory of Crop Genetics and Germplasm Enhancement, College of Horticulture, Nanjing Agricultural University, Nanjing, China

2Department of Plant Sciences, North Dakota State University, Fargo, ND, USA

Edited by:
Narendra Tuteja, International Centre for Genetic Engineering and Biotechnology, India

Reviewed by:
Lijun Chai, Huazhong Agricultural University, China
 Maoteng Li, Huazhong University of Science and Technology, China
 Anca Macovei, University of Pavia, Italy

* Correspondence: Liwang Liu, nauliulw@njau.edu.cn

†These authors have contributed equally to this work.

Specialty section: This article was submitted to Crop Science and Horticulture, a section of the journal Frontiers in Plant Science

Received: 31 December 2015
 Accepted: 05 July 2016
 Published: 22 July 2016

Citation: Zhang W, Xie Y, Xu L, Wang Y, Zhu X, Wang R, Zhang Y, Muleke EM and Liu L (2016) Identification of microRNAs and Their Target Genes Explores miRNA-Mediated Regulatory Network of Cytoplasmic Male Sterility Occurrence during Anther Development in Radish (Raphanus sativus L.). Front. Plant Sci. 7:1054. doi: 10.3389/fpls.2016.01054



MicroRNAs (miRNAs) are a type of endogenous non-coding small RNAs that play critical roles in plant growth and developmental processes. Cytoplasmic male sterility (CMS) is typically a maternally inherited trait and widely used in plant heterosis utilization. However, the miRNA-mediated regulatory network of CMS occurrence during anther development remains largely unknown in radish. In this study, a comparative small RNAome sequencing was conducted in floral buds of CMS line ‘WA’ and its maintainer line ‘WB’ by high-throughput sequencing. A total of 162 known miRNAs belonging to 25 conserved and 24 non-conserved miRNA families were isolated and 27 potential novel miRNA families were identified for the first time in floral buds of radish. Of these miRNAs, 28 known and 14 potential novel miRNAs were differentially expressed during anther development. Several target genes for CMS occurrence-related miRNAs encode important transcription factors and functional proteins, which might be involved in multiple biological processes including auxin signaling pathways, signal transduction, miRNA target silencing, floral organ development, and organellar gene expression. Moreover, the expression patterns of several CMS occurrence-related miRNAs and their targets during three stages of anther development were validated by qRT-PCR. In addition, a potential miRNA-mediated regulatory network of CMS occurrence during anther development was firstly proposed in radish. These findings could contribute new insights into complex miRNA-mediated genetic regulatory network of CMS occurrence and advance our understanding of the roles of miRNAs during CMS occurrence and microspore formation in radish and other crops.
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INTRODUCTION

MicroRNAs (miRNAs) are a type of endogenous non-coding small RNAs of ~21–24 nucleotides that are known to be important negative regulators of gene expression at transcriptional and post-transcriptional level by mediating mRNA degradation or translational repression (Voinnet, 2009). In plants, primary miRNAs (pri-miRNAs) are transcribed from nuclear-encoded MIR genes by RNA polymerase II and cleaved by Dicer-like1 (DCL1) assisted by the dsRNA binding protein HYL1 to generate miRNA:miRNA* duplexes called pre-miRNAs (Jones-Rhoades et al., 2006; Kurihara et al., 2006; Ruiz-Ferrer and Voinnet, 2009). The duplexes are then methylated by HEN1 and one of the strands combines with the argonaute protein1 (AGO1) to form the RNA-induced silencing complex (RISC), which regulates gene expression through mRNA degradation with nearly perfect complementarity or translational repression with partial complementarity (Yu et al., 2005; Jones-Rhoades et al., 2006; Bodersen et al., 2008).

Cytoplasmic male sterility (CMS) is a maternally inherited trait in plant, which is unable to produce functional pollen, and is a widely observed phenomenon in nearly 200 species (Brown et al., 2003; Hu et al., 2012). CMS lines have been widely used for the production of F1 hybrid seeds and utilization of heterosis in many crops, such as cotton, maize, sorghum, wheat, rice, beet, and rapeseed (Schnable and Wise, 1998; Bentolila et al., 2002; Kubo et al., 2011). In addition to its crucial breeding tools, CMS lines also provide important materials for studying anther and pollen development, and cytoplasmic-nuclear interactions (Chen and Liu, 2014). CMS is usually due to the effect of sterilizing factors found in the mitochondrial genome (Touzet and Meyer, 2014). In most cases, CMS can be restored by nuclear-encoded fertility restorer (Rf) gene(s), which relies on Rf suppressing cytoplasmic dysfunction caused by mitochondrial genes (Eckardt, 2006). High-throughput sequencing now is widely used and has been proven to be an excellent application for the identification of plant miRNAs. As a class of negative regulators, miRNAs have also been identified and characterized during anther development in several plant species, including Arabidopsis (Chambers and Shuai, 2009), Oryza sativa (Wei et al., 2011; Yan et al., 2015), Gossypium hirsutum (Wei et al., 2013), Brassica juncea (Yang et al., 2013), and B. rapa (Jiang et al., 2014). In G. hirsutum, 16 conserved miRNA families were identified during anther development between the Genetic male sterility (GMS) mutant and its wild type. In O. sativa, Wei et al. (2011) identified 292 known miRNAs and 75 novel miRNAs from sporophytic tissues and pollen at three developmental stages. Additionally, many CMS occurrence-associated miRNAs have also been identified in some vegetable crops. In B. rapa, 54 conserved and eight novel miRNA families involved in pollen development were identified (Jiang et al., 2014). In B. juncea, 197 known and 93 new candidate miRNAs during pollen development between CMS line and its maintainer line were also identified (Yang et al., 2013). Although a large number of miRNAs during anther development have been isolated and identified in many crop species, the miRNA-mediated regulatory network of CMS occurrence during anther development remain to be clarified in root vegetable crops.

Radish (Raphanus sativus L. 2n = 2x = 18) is an important annual or biennial root vegetable crop of Brassicaceae family. In recent years, some conserved and novel miRNAs associated with taproot thickening, embryogenesis, flowering-time, and heavy metal stresses had been widely identified in radish (Xu et al., 2013a; Zhai et al., 2014; Nie et al., 2015; Wang et al., 2015; Yu et al., 2015). However, there is little information about the CMS occurrence at the post-transcriptional level in radish. To systematically explore the roles of miRNAs and their targets involved in CMS occurrence during anther development in radish, two small RNA libraries from ‘WA’ (male sterile line), and ‘WB’ (maintainer, fertile line) floral buds of radish were constructed. The aims of this study were to identify known and potential novel miRNAs from the two libraries and investigate the dynamic expression patterns of the CMS occurrence-related miRNAs and their targets during anther development in radish plant. Furthermore, the miRNA-mediated regulatory network of CMS occurrence during anther development was constructed in radish. These results would lay a valuable foundation for elucidating the regulatory roles of CMS occurrence-related miRNAs in radish and facilitate further dissection of the molecular mechanisms underlying microspore formation and CMS occurrence in other crops.

MATERIALS AND METHODS

Plant Materials

The radish cytoplasmic male sterile line ‘WA’ and its maintainer line ‘WB’ were used as materials in this study. The ‘WB’ was advanced inbred line through multiple self-pollination for more than 10 generations, while CMS line ‘WA’ was developed through continuously backcrossing with ‘WB’ for more than 10 generations. ‘WA’ had completely aborted anthers without pollen, whereas ‘WB’ had normal anthers with fertile pollen (Figure S1). The materials were planted under normal conditions at Jiangpu Breeding Station of Nanjing Agricultural University, China. According to the cytological characterization of the developmental stages identified with paraffin section technique, the longitudinal length of floral buds reaching 1–1.5, 2–2.5, and 4–5 mm corresponds to the stage of meiosis, tetrad, and early microscope, respectively (Figure S1), which was in highly accordance with results of previous studies (Sun et al., 2012, 2013). Floral buds at three stages were independently collected from the two lines with three biological replicates. Each sample was collected from three randomly selected individual plants and immediately frozen in liquid nitrogen and stored at −80°C for further use.

High-Throughput Sequencing of Small RNAs

Total RNAs were extracted from three stages of floral buds of ‘WA’ and ‘WB’ using Trizol® Reagent (Invitrogen, USA) according to the manufacturer's protocols, respectively. RNAs from the three different stages were equally pooled and used for two small RNA libraries (WA and WB) construction according to previously described procedures (Hafner et al., 2008; Xu et al., 2013b). In brief, small RNA fractions of 18–30 nt were separated and purified from total RNA by 15% denaturing polyacrylamide gel electrophoresis. Then the isolated sRNAs were ligated to 5′ and 3′ adaptors and reverse transcribed to cDNA through SuperScript II Reverse Transcriptase (Invitrogen) and amplified by PCR. Finally, sRNA libraries were sequenced by the Solexa sequencer (Illumina) HiSeqTM 2500.

The clean reads were obtained after removing low quality reads, reads with 5′ primer contaminants or poly-A tails, trimming reads smaller than 18 nt or longer than 30 nt. The remaining unique sequences were then mapped to the radish reference sequences including genomic survey sequences (GSS), expressed sequence tag (EST) sequences and the radish mRNA transcriptome sequences (accession number: SRX1671013) using the SOAP2 program (Li et al., 2009; Xu et al., 2013a). Only perfect matched sequences with no more than two mismatches were retained for proceeding analysis. After using BLAST in GenBank (http://www.ncbi.nlm.nih.gov/genbank/) and Rfam 12.0 (http://rfam.xfam.org/) database, the clean reads compared with the non-coding RNAs (rRNAs, tRNAs, snRNAs, and snoRNA) were removed for further analysis. The remaining matched reads were aligned with known miRNAs in miRBase 21 (http://www.mirbase.org/index.shtml) for radish known miRNAs identification. Then, the unannotated reads were used to predict potential novel miRNAs using Mireap software (https://sourceforge.net/projects/mireap/) according to the previous criteria (Meyers et al., 2008). The stem-loop structure of miRNA precursors were folded by Mfold (http://unafold.rna.albany.edu/?q=mfold/RNA-Folding-Form) (Zuker, 2003).

Differential Expression Analysis of miRNAs between CMS Line and Its Maintainer Line

The frequency of miRNAs from two libraries was normalized to one million by total number of miRNAs per sample (Gao et al., 2012). If the normalized read of a given miRNA is zero, the expression value was set to 0.01 for further use. The differential expression of miRNAs between the two libraries was calculated as: Fold-change = log2 (WA/WB). The P-value was calculated following the previously reported methods (Li et al., 2009; Zhai et al., 2014). The miRNAs with P ≤ 0.05 and fold-change ≥ 1 or ≤ −1 were considered as up- or down-regulated miRNAs between the two libraries during anther development, respectively.

Prediction and Annotation of Potential Targets for CMS Occurrence-Related miRNAs

The potential target genes of the identified miRNAs were predicted by the plant small RNA target analysis server (psRNATarget; http://plantgrn.noble.org/psRNATarget/) (Dai and Zhao, 2011). The criteria used for target prediction in plants were performed following previous methods (Allen et al., 2005). To understand the biological functions of the targets, gene ontology (GO) analysis were performed by Blast2GO program on the basis of the BLAST searching against the available Nr database in NCBI. In addition, KEGG Orthology Based Annotation System (KOBAS2.0; http://kobas.cbi.pku.edu.cn/home.do) was applied to predict the biological functions of target genes (Xie et al., 2011). Based on the differentially expressed miRNAs and their corresponding targets, the miRNA-targets regulatory network was constructed using Cytoscape_v3.2.1 software (Smoot et al., 2011).

qRT–PCR Validation

Quantitative reverse transcription-PCR (qRT–PCR) was employed to evaluate the validity of small RNA sequencing and also to analyze the expression patterns of miRNAs and their targets during different stages. miRNAs and total RNAs were extracted from samples and reverse-transcribed to cDNA using the One Step Primer Script® miRNA cDNA Synthesis Kit (Takara Bio Inc., Dalian, China) and SuperScript® III Reverse Transcriptase (Invitrogen, USA) following the manufacturer's instructions, respectively. All reactions were performed on a BioRad iQ5 sequence detection system (BIO-RAD) and carried out in a total volume of 20 μl including 0.2 μM primer pairs, 2 μl diluted cDNA, and 10 μl 2 × SYBR Green PCR Master Mix (TaKaRa). The PCR amplification reaction was performed following the previous reports (Zhai et al., 2014). The 5.8S ribosomal RNA (rRNA) was used as the reference gene for normalization. All reactions were done in triplicate, the 2−ΔΔCT method was used to calculate the relative expression data (Livak and Schmittgen, 2001). The statistical analysis was performed using SPSS 20 software (SPSS Inc., USA) with Duncan's multiple range test at the 5% level of significance. The primers for qRT–PCR were showed in Table S1.

RESULTS

Overview Analysis of Sequences from Small RNA Libraries

To identify known and potential novel miRNAs involved in anther development and CMS occurrence, we constructed two small RNA libraries from the floral buds of ‘WA’ and ‘WB’ line. A total of 43,068,458 raw reads were obtained from the two sRNA libraries. After filtering low quality reads, adapter contaminants, and reads smaller than 18 nucleotides, we obtained 20,287,225 (representing 5,528,061 unique sequences), and 21,989,236 (representing 5,682,107 unique sequences) clean reads from WA and WB library, respectively (Table S2). Of these reads, 13.84% were WA library-specific with 42.68% unique sRNAs, 13.88% were WB library-specific with 44.24% unique sRNAs, and 72.28% were present in both with 13.08% unique sRNAs (Table S3).

By comparing with the NCBI GenBank and Rfam databases, these clean reads that matched non-coding sRNAs including rRNAs, snoRNAs, snRNAs, and tRNAs were eliminated. After that, 27,092 (WA) and 27,764 (WB) unique sequences were acquired by querying the unique reads against miRBase 21 (Table 1). The remaining 5,388,388 (WA) and 5,511,728 (WB) unannotated unique reads were used for identification of potential novel miRNAs (Table 1). The length distribution of sRNA reads ranged from 18 to 30 nt in both libraries (Figure 1), and the most abundant sequences in the two libraries ranged from 20 to 24 nt, which is the representative size range of products cleaved by DCLs (Henderson et al., 2006). The most abundant sRNAs in WA and WB library was 21 and 24 nt long, which accounted for 28.97 and 31.47%, respectively.

Table 1. Distribution of small RNAs among different categories in radish.
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FIGURE 1. Length distribution of small RNAs in WA and WB library.



Identification of Known miRNAs during Anther Development

To identify known miRNAs from the two libraries, the unique sRNA reads were aligned to known miRNA precursors, and mature miRNA sequences in miRBase 21, allowing a maximum of two mismatches. A total of 124 unique reads belonging to 25 conserved miRNA families were identified in the two libraries (Table 2). The distribution of conserved miRNA family members was analyzed (Figure S2). A large part of conserved miRNA families had members of more than three, and miR165/166 family possessed the largest member of 17, followed by miR156/157, and miR169 with 14 and 11 members, respectively. However, some conserved miRNA families including miR158, miR161, miR391, miR395, miR397 miR398, and miR403 had only one or two members. In addition, 38 unique reads belonging to 24 non-conserved miRNA families were also discovered in these two libraries, which contained fewer members as compared with conserved miRNAs (Figure S2).

Table 2. Known miRNA families and their expression abundance in WA and WB library.
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The number of miRNA reads differed greatly in the two libraries (Figure S3). For instance, miR156/157 presented the highest expression abundance with 410,237 in WA library, while miRNA165/166 displayed the highest expression of 405,255 copies in WB library. Several miRNA families such as miR167, miR168, miR2118, and miR2199 also displayed extraordinarily high abundance in both libraries, while some other miRNA families (miR400, miR828, miR829, miR831, and miR858) were expressed with relatively low levels of expression with no more than 100 reads in WA and WB library. In addition, the expression levels of different members of the same miRNA family varied drastically (Table S4).

Identification of Potential Novel miRNAs in Floral Buds

A total of 30 precursor sequences and 27 novel miRNA families were identified in the two libraries (Table S5). The secondary structures of these predicted novel miRNA precursors were displayed in Figure S4. In addition to secondary structure prediction, identification of complementary sequences of the mature miRNAs is another way to provide forceful evidences for these predicted novel miRNAs (Meyers et al., 2008). Out of these potential novel miRNAs, only seven miRNAs with mature and complementary miRNA*s were detected as the novel miRNA candidates (Table 3). In the present study, the length of these mature miRNAs ranged from 20 to 23 nt, with a distribution peak at 21 nt (60.0%). Furthermore, the length of these potential novel miRNA precursors ranged from 72 to 255 nt with the average length of 142.6 nt. The minimum free energy (MFE) value ranged from −97.83 to −22.9 kcal/mol with an average value of −48.32 kcal/mol. In addition, nine potential novel miRNAs were expressed in both libraries, while a total of 14 and 8 potential novel miRNAs were WA library-specific, and WB library-specific, respectively (Table S5). Most of these potential novel miRNAs had relatively low expression levels when compared with known miRNAs, and the expression levels of miRNA* sequences were obviously less than those of their corresponding mature miRNAs, which was consistent with the viewpoint that miRNA* strands degraded quickly during the biogenesis of mature miRNAs (Rajagopalan et al., 2006).

Table 3. Novel miRNAs with their complementary miRNA*s during anther development in radish.
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Identification of CMS Occurrence-Related miRNAs during Anther Development in Radish

To identify miRNAs involved in CMS occurrence during anther development in radish, the differential expression of miRNAs in WA, and WB library was analyzed. Based on these rigorous set of criteria above, a total of 28 known and 14 potential novel miRNAs were differentially expressed during anther development (Figure 2, Table S6). Among them, 17 miRNAs including 11 known and 6 novel ones were up-regulated, and 25 miRNAs including 17 known and 8 novel ones were down-regulated. Of these, 15 miRNAs were differentially expressed at a ratio greater than 10-fold, including 13 known, and two novel miRNAs. Especially, two miRNAs, miR395x (17.77-fold) and rsa-miRn3 (11.09-fold) were the most significantly up-regulated known and novel miRNA, respectively (Figure 2). In addition, many of these CMS occurrence-related miRNAs including miR169m, miR171b-3p, miR396b, miR482c-5p, miR1878-3p, and miR3444a-5p were confined to be expressed only in the WA library, whereas miR171a-3p, miR396a, miR482a-5p, and miR859 were only detected in the WB library. The findings suggested that these miRNAs may play critical roles during anther development in radish.
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FIGURE 2. Comparative relative expression of differentially expressed known (A) and potential novel (B) miRNAs between WA and WB library from radish floral buds.



Target Prediction of CMS Occurrence-Related miRNAs in Radish

Target prediction is a prerequisite to understand the biological functions of miRNAs during anther development. In this study, a total of 489 target transcripts were predicted for all the identified miRNAs in radish (Tables S7, S8). To further understand the biological functions of miRNAs, the annotation of these target transcripts were classified into three GO ontologies using the Blast2GO program (http://www.blast2go.com), including 21 biological processes, 12 cellular components, and 10 molecular functions (Figure 3). The main terms in biological processes were “cellular process” (GO: 0009987), “metabolic process” (GO: 0008152), “single-organism process” (GO: 0044699), and “biological regulation” (GO: 0065007). In regard to cellular components, “cell” (GO: 0005623), “cell part” (GO: 0044464), and “organelle” (GO: 0043226) were the three most abundant terms. In addition, “binding” (GO: 0005488) and “catalytic activity” (GO: 0003824) were the most abundant subcategories in the molecular functions.
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FIGURE 3. Gene ontology classification of the predicted targets for differentially expressed miRNAs.



To understand the biological functions of the isolated miRNAs in radish, the miRNA-cleaved mRNAs during anther development were identified. In this study, 489 potential target sequences for 53 known, 16 potential novel and 84 unclassified non-conserved miRNAs from the transcripts of WA and WB library were further annotated by BLAST search against Arabidopsis sequences using KOBAS 2.0 program (Tables S7, S8). Among these predicted targets, a large proportion of them are known transcription factor families such as auxin response factors (ARFs), basic-leucine zippers (bZIPs), myb domain proteins (MYBs), and squamosa promoter-binding proteins (SPLs), which could play essential roles in anther development and CMS occurrence of radish. Moreover, several target genes encoding functional proteins play roles in a broad range of biological processes including agamous-like MADS-box protein 16 (AGL16), argonaute (AGO), F-box protein (F-box), NAC domain containing protein 96 (NAC096), pentatricopeptide repeat-containing protein (PPR), and protein TRANSPORT INHIBITOR RESPONSE 1 (TIR1) (Tables 4, S7). To gain further insight into the correlations between miRNAs and their targets, the miRNA-targets regulatory network was constructed (Figure S5, Table S9). Among them, 26 miRNAs including 19 known and 7 potential novel ones, and 87 unique targets formed a total of 93 miRNA–targets pairs with negatively correlated expression during anther development. In general, these results suggested that the differentially expressed miRNAs may play fundamental regulatory roles in diverse aspects of biological processes during anther development of radish.

Table 4. Identified candidate targets for some known and potential novel miRNAs during anther development.
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qRT–PCR Validation of miRNAs and Their Targets during Anther Development

To verify the quality of small RNA sequencing and analyze the expression patterns of CMS occurrence-related miRNAs in radish, a total of 15 miRNAs were randomly selected for qRT-PCR analysis. It was shown that the expression patterns of these miRNAs from qRT-PCR displayed a similar tendency with those from small RNA sequencing (Figure 4). To further study the dynamic expression patterns of CMS occurrence-related miRNAs and their corresponding targets during anther development, a total of 12 predicted target genes, SPL3 (Rsa#S43017568 targeted by miR156a), PPR (Rsa#S42049270 targeted by miR158b-3p), ARF16 (Rsa#S42581764 targeted by miR160a), HRE1 (Rsa#S43010415 targeted by miR164b-3P), TIR1 (FD955493 targeted by miR393a), AGO5 (Unigene20881 targeted by miR396b), Transducin/WD-40 (Rsa#S41989522 targeted by miR396b-3p), F-box (CL2205.Contig1 targeted by miR3444a-5p), HB20 (Rsa#S43028702 targeted by rsa-miRn13), NAC096 (Unigene22510 targeted by rsa-miRn15), RDM4 (CL8993.Contig1 targeted by rsa-miRn17), and UBQ1 (Rsa#S42012413 targeted by rsa-miRn27), were examined by qRT-PCR at three different stages of meiosis, tetrad, and early microspore. As shown in Figure 5, miR158b-3p, miR160a, miR164b-3p, and miR396b-3p were up-regulated and the expression levels maximized at meiosis stage, and then decreased at tetrad and early microspore stage. In addition, miR156a, miR393a, and miR3444a-5p were down-regulated at meiosis stage, and the expression levels then peaked at tetrad stage, but rapidly decreased at early microspore stage. miR396b showed an up-regulated expression pattern and peaked at tetrad stage, and then slightly decreased at early microspore stage. For the novel miRNAs, the expression levels of rsa-miRn13 and rsa-miRn27 were up-regulated at meiosis and tetrad stage, but dramatically decreased to the minimum at early microspore stage. Moreover, rsa-miRn15 was down-regulated at meiosis and tetrad stage, but rapidly increased to the maximum at early microspore stage. Transcripts of rsa-miRn17 reached its maximum at meiosis stage, but sharply declined at tetrad and early microspore stage. Furthermore, some negative correlations could be found between the expression levels of miRNAs and their corresponding target genes during various anther development stages, suggesting that miRNA-mediated mRNA silencing may be involved in CMS occurrence during anther development in ‘WA’ and ‘WB’ line (Figure 5).
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FIGURE 4. Comparison of relative expression levels of miRNAs between qRT-PCR and small RNA sequencing in radish. Data are means ± SD from triplicate assays.
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FIGURE 5. qRT-PCR validation of differentially expressed miRNAs and its corresponding target genes in floral buds of ‘WA’ (in green) and ‘WB’ (in blue). (S1) meiosis stage, (S2) tetrad stage, (S3) early microspore stage. Data are means ± SD from triplicate assays.



DISCUSSION

High-throughput sequencing technology helps identify a large number of miRNAs and targets associated with CMS occurrence during anther development in several plant species (Wei et al., 2011, 2013; Fang et al., 2014; Yan et al., 2015), and provide an effective way to evaluate the expression profiles of miRNAs and targets in different tissues at different developmental stages. The production of functional pollen grain is a prerequisite for the propagation in flowering plants, and the tapetum cell plays a critical role in microspore and pollen formation (Goetz et al., 2001). Unlike the radish CMS line ‘WA’ having no pollen in aborted anthers, its maintainer line ‘WB’ has normal anthers with fertile pollen (Figure S1). Cytological studies show that there is no visible difference between these two lines during the meiosis and tetrad stage (Figure S1). Thereafter, as compared with ‘WB’, the expanded, and vacuolated tapetum cells of ‘WA’ resulted in microspore degeneration and finally aborted anther with no pollen grains (Figure S1). However, few studies on the relationships between miRNAs and CMS occurrence during anther development in radish were conducted. The lack of CMS occurrence-related genes seriously hampered our understanding of molecular mechanism in CMS occurrence, which became an obstacle to utilize the heterosis of radish. To uncover the miRNA-mediated regulatory network of CMS occurrence during anther development, a comparative small RNAome sequencing was conducted in ‘WA’ and ‘WB’ line in this study. To our current knowledge, this study is the first investigation on identification and characterization of miRNAs, and their targets during anther development in radish.

With the application of high-throughput sequencing technology, it has provided an efficient tool to identify a quite comprehensive set of miRNAs at different stages and to reveal the miRNA-mediated regulatory network of CMS occurrence during anther development in plant. In this study, the length distribution of sRNAs suggested that the 24 nt sRNAs were the most abundant, followed by 21 nt sRNAs, which has been reported in Arabidopsis (Voinnet, 2009), Prunus mume (Gao et al., 2012), O. sativa (Ma et al., 2013), and Medicago truncatula (Eyles et al., 2013). The whole frequent percent of 21 and 24 nt small RNAs (28.33 and 30.07%, respectively) in radish was strikingly different from that of B. juncea, which 21 nt RNAs had high abundance (> 95%), and 24 nt RNAs possessed low frequency (1.1%) (Yang et al., 2013). Interestingly, the same tendency also existed when compared with B. rapa in which 24 nt sRNAs were the most dominant, followed by 21, 22, and 23 nt small RNAs (Jiang et al., 2014), it could be speculated that the genetic relationship between radish and B. rapa is closer than that between radish and B. juncea in the process of evolution.

Identification a set of miRNAs is a crucial step to promote our understanding of miRNA-mediated regulatory network of anther development and CMS occurrence. Recently, numerous studies have presented that the majority of known miRNAs in plantae are evolutionarily conserved (Chen et al., 2012; Barvkar et al., 2013). The diversity of known miRNA families in radish might be decided by the abundance and number of members. In the present study, a large number of conserved miRNAs expressed relatively higher levels compared with non-conserved ones, which was in agreement with previous researches in other species (Gao et al., 2012; Wang F. D. et al., 2012; Wang Z. J. et al., 2012; Fang et al., 2014). In addition, several studies have reported a number of known and potential novel miRNAs involved in anther development and CMS occurrence in B. juncea (Yang et al., 2013), B. rapa (Jiang et al., 2014), Citrus reticulata (Fang et al., 2014), G. hirsutum (Wei et al., 2013), and O. sativa (Yan et al., 2015), which greatly enhanced our knowledge of the regulatory roles of miRNAs in CMS occurrence. In this study, 28 known miRNAs were differentially expressed and the majority of these miRNAs were down-regulated during anther development. The differential expression patterns of rsa-miR160a and rsa-miR169b were consistent with those observed in O. sativa (Yan et al., 2015). Moreover, the expression pattern of rsa-miR396b and rsa-miR171a-3p was similar to that identified in G. hirsutum and B. rapa, respectively (Wei et al., 2013; Jiang et al., 2014). Interestingly, the targets of the miR160 contain three critical regulators, ARF10, ARF16, and ARF17, which are important in mediating gene expression response to the plant hormone auxin and regulating floral organ formation (Mallory et al., 2005; Wang et al., 2005; Chapman and Estelle, 2009; Liu et al., 2010). The expression level of rsa-miR160a was down-regulated in ‘WA’ and validated by qRT-PCR (Figures 5, S5). Thus, it could be speculated that the decreased abundance of rsa-miR160a may partially increase the expression of ARF16, finally resulting in abnormal pollen development in the sterile line ‘WA’.

According to the negative correlation between differentially expressed miRNAs and their corresponding targets (Figure S5), a hypothetical schematic model of miRNA-mediated regulatory network of CMS occurrence during anther development in radish was put forward (Figure 6). As shown in the regulatory network, targets of these differentially expressed miRNAs containing important transcription factors (TFs) and functional proteins are involved in many biological processes, including auxin signaling pathways, signal transduction, miRNA target silencing, floral organ development, and organellar gene expression. For instance, SBP-box genes targeted by miR156, a group of TFs with significant regulatory functions controlling the transition from the vegetative phase to the floral phase in Arabidopsis, O. sativa, and Zea mays (Chuck et al., 2007; Gandikota et al., 2007; Jiao et al., 2010). It was reported that three genes, LEAFY, FRUITFULL, and APETALA1, are directly activated by SPL3 to regulate the timing of flower formation (Yamaguchi et al., 2009). Additionally, multiple SPL genes can lead to fully fertile flowers and regulate cell division and differentiation in Arabidopsis (Xing et al., 2010). In the present study, up-regulation of the rsa-miR156a decreased the expression of SPL3 in ‘WA’ compared to ‘WB’ (Figure 6, Table S7), leading to disordered floral organ development, cell division, and differentiation in radish. MiR159 is required for normal anther development, in which it regulates the expression of genes encoding MYB TFs (Achard et al., 2004; Tsuji et al., 2006). MYB TFs are involved in the control of plant development, determination of cell fate and identity, primary, and secondary metabolism (Stracke et al., 2007; Gonzalez et al., 2008; Kang et al., 2009). AtMYB103, specifically expressed in tapetums and middle layers of anthers, is important for pollen development, especially the pollen exine formation (Zhang et al., 2007; Chen et al., 2014). Down-regulation of the AtMYB103 resulted in earlier degeneration of tapetum and pollen grains aberration during anther development in A. thaliana (Zhang et al., 2007). In rice, anther and pollen defect in floral organ development are also found in the loss-of-function mutations of MYB (Kaneko et al., 2004). In the present study, the rsa-miR159a was found to be up-regulated in ‘WA’ line compared to ‘WB’ line (Figures 6, S5), indicating that the increased abundance of rsa-miR159a partially decreased the expression of MYB101, hampering normal tapetum development, callose dissolution, and exine formation in radish anthers. Moreover, AGL16, belonging to MADS-box transcription factors, was identified to be targeted by rsa-miR2199. The MADS-box TFs are essential regulators of the development of the floral meristems and floral organs in plants (Chen et al., 2014). These evidences indicated that rsa-miR2199 might be an essential component of gene regulatory network that involved in radish CMS occurrence (Figure 6).


[image: image]

FIGURE 6. The hypothetical schematic model of miRNA-mediated regulatory network of CMS occurrence during anther development in radish. The up- and down-regulated miRNAs are in red and green, respectively. Agamous-like MADS-box protein AGL16 (AGL16), argonaute 2 (AGO2), argonaute 5 (AGO5), auxin response factor 16 (ARF16), basic leucine-zipper (bZIP), F-box protein (F-box), myb domain protein 101 (MYB101), NAC domain containing protein 96 (NAC096), pentatricopeptide repeat-containing protein (PPR), protein TRANSPORT INHIBITOR RESPONSE 1 (TIR1), squamosa promoter-binding like protein 3 (SPL3).



Apart from key TFs, a variety of genes which encode important functional proteins, such as PPR proteins, F-box proteins, AGO proteins, and protein TRANSPORT INHIBITOR RESPONSE 1 (TIR1), were also considered to play important roles in CMS occurrence during anther development. PPR protein genes were identified as targets of miR158 (Lurin et al., 2004; Sunkar and Zhu, 2004). Previous studies indicated that PPR proteins are mostly located in the mitochondria and chloroplast and play crucial roles in pollen development, specific RNA sequence binding, post-transcriptional splicing and mRNA stability regulating (Okuda et al., 2006; Wang et al., 2006; Saze and Kakutani, 2007; Fujii and Small, 2011). In addition, some PPR proteins have also been identified as fertility-restoring genes (Rf) for CMS occurrence (Desloire et al., 2003; Wang et al., 2008; Yasumoto et al., 2009). In this study, rsa-miR158b-3p targeting the gene encoding PPR protein was up-regulated and the PPR gene was suppressed in ‘WA’ line compared with ‘WB’ line, and it could be suggested that the regular expression of CMS-associated mitochondrial genes and suppression of PPR gene result in sterility in radish ‘WA’ line (Figures 5, S5). Moreover, F-box proteins are involved in the regulation of various developmental processes in plants, including floral meristem, floral organ identity determination, and photomorphogenesis (Jain et al., 2007). The expression of rsa-miR3444a-5p was down-regulated at meiosis stage, and then peaked at tetrad stage, but rapidly decreased at early microspore stage, and a negative correlation was found between the expression levels of rsa-miR3444a-5p and its target gene which encoding F-box protein at three different stages according to the qRT-PCR analysis (Figure 5). In addition, F-box gene targeted by osa-miR528 was found to be involved in the regulation of the abortion process in male sterile line of rice. Moreover, the other 23 genes including APG2, AGP16, FIO1, FLA3, FLA5, NAC083, NSP5, TRP1, and VIP1 were also the targets of rsa-miR3444a-5p, indicating that the miRNA has multiple effects on the targets (Figure S5). All of these genes targeted by rsa-miR3444a-5p might function together to regulate the CMS occurrence during anther development in radish. Additionally, AGO proteins were reported to be involved in diverse biological processes including hormone response, developmental regulation, and stress adaptation (Yang et al., 2013). Up-regulation of TIR1 enhances auxin sensitivity, and causes altered leave phenotype and delayed flowering (Chen et al., 2011). In this study, AGO2 and AGO5 was targeted by miR403 and miR396b, respectively, and TIR1 was targeted by miR393a, indicating miR403, miR396b, and miR393a might modulate the hormone response to play roles in the microspore development and CMS occurrence.

In summary, CMS occurrence-associated miRNAs and their targets between the male sterile line ‘WA’ and its maintainer line ‘WB’ were firstly identified and characterized in radish. These results provide a valuable foundation for unraveling the complex miRNA-mediated regulatory network of CMS occurrence and facilitate further dissection of roles of miRNAs during CMS occurrence and microspore formation in radish and other crops.
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