

  plants-02-00302




plants-02-00302







Plants 2013, 2(2), 302-316; doi:10.3390/plants2020302




Article



Extractions of High Quality RNA from the Seeds of Jerusalem Artichoke and Other Plant Species with High Levels of Starch and Lipid



Tanupat Mornkham 1, Preeya Puangsomlee Wangsomnuk 1,*, Yong-Bi Fu 2, Pinich Wangsomnuk 1, Sanun Jogloy 3 and Aran Patanothai 3





1



Department of Biology, Faculty of Science, Khon Kaen University, Khon Kaen 40002, Thailand






2



Plant Gene Resources of Canada, Saskatoon Research Centre, Agriculture and Agri-Food Canada, Saskatoon, SK S7N 0X2, Canada






3



Department of Plant Science and Agricultural Resources, Faculty of Agriculture, Khon Kaen University, Khon Kaen 40002, Thailand









*



Author to whom correspondence should be addressed; Tel.: +66-43-202-531; Fax: +66-43-202-530.







Received: 19 February 2013; in revised form: 4 April 2013 / Accepted: 8 April 2013 / Published: 29 April 2013



Abstract

:

Jerusalem artichoke (Helianthus tuberosus L.) is an important tuber crop. However, Jerusalem artichoke seeds contain high levels of starch and lipid, making the extraction of high-quality RNA extremely difficult and the gene expression analysis challenging. This study was aimed to improve existing methods for extracting total RNA from Jerusalem artichoke dry seeds and to assess the applicability of the improved method in other plant species. Five RNA extraction methods were evaluated on Jerusalem artichoke seeds and two were modified. One modified method with the significant improvement was applied to assay seeds of diverse Jerusalem artichoke accessions, sunflower, rice, maize, peanut and marigold. The effectiveness of the improved method to extract total RNA from seeds was assessed using qPCR analysis of four selected genes. The improved method of Ma and Yang (2011) yielded a maximum RNA solubility and removed most interfering substances. The improved protocol generated 29 to 41 µg RNA/30 mg fresh weight. An A260/A280 ratio of 1.79 to 2.22 showed their RNA purity. Extracted RNA was effective for downstream applications such as first-stranded cDNA synthesis, cDNA cloning and qPCR. The improved method was also effective to extract total RNA from seeds of sunflower, rice, maize and peanut that are rich in polyphenols, lipids and polysaccharides.
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1. Introduction


Jerusalem artichoke (Helianthus tuberosus L.) is a member of family Asteraceae, native to North America, and a wild relative of the cultivated sunflower (H. annuus L.). This species is an old tuber crop and recently has received renewed interest in terms of genetic improvement. The Jerusalem artichoke plant can be grown for human consumption, alcohol and fructose syrup production, and livestock feed. Jerusalem artichoke tubers accumulate inulin as a carbon source that can be used as raw material to produce a variety of value-added products [1]. Thus, the efforts to develop improved Jerusalem artichoke cultivars have increased over the last decades. However, little attention has been paid to Jerusalem artichoke seed development, and the molecular mechanism of seed germination remains poorly understood. Clearly, molecular analysis of seed development is warranted to enhance the efficiency of seedling selection leading to success in the development of Jerusalem artichoke cultivars with desirable traits.



Plants reveal a huge morphological and physiological diversity in seed types and states to match local environmental demands for germination timing [2]. Such diversity imposes more challenges to understand the gene expressions involved in seed dormancy and germination, the important stages of the seed plant life cycle. It is possible to perform molecular analysis of these physiological mechanisms through PCR, RT-PCR (reverse transcriptase-PCR) and also quantitative real-time PCR (qPCR), but these PCR-based methods require high-quality DNA-free RNA. Several seed-RNA extraction protocols have been developed for Arabidopsis, rice, wheat, maize, sorghum, sunflower, peanut, and olive [3,4,5,6,7,8,9], but no applications of these methods have been found to extract total RNA from Jerusalem artichoke seeds.



The basic idea behind the RNA extraction is relatively simple, but it is difficult to deliver reliable quantity and purity of RNAs for molecular analyses of an under-exploited tissue such as Jerusalem artichoke seeds, which contains high levels of polysaccharides and lipid. The Jerusalem artichoke seeds were reported to have 45.5% oil [10]. Seed yield per Jerusalem artichoke plant varies with genotype, location and production conditions, as Jerusalem artichoke flowers are often sterile [11,12]. These features, along with low germination and dormancy of Jerusalem artichoke seeds, make the extraction of total RNA more challenging [6,13].



The objectives of this study were to improve existing methods for extracting total RNA from Jerusalem artichoke seeds and to assess the applicability of the improved method in other plant species. Specifically, this study assessed five existing RNA extraction methods and modified the methods of Li and Trick [3] and Ma and Yang [6] (or MLT and MMY methods for short, respectively). The MMY protocol was further applied to assay seeds of diverse Jerusalem artichoke accessions, sunflower, rice (Oryza sativa L.), maize (Zea mays L.), peanut (Arachis hypogaea L.) and marigold (Tagetes erecta L.) and the extracted RNAs were subjected to downstream applications.




2. Results and Discussion


Our initial attempt using the five existing methods to extract total RNA from Jerusalem artichoke dry seeds yielded variable, unsatisfactory results (Table 1 and Figure 1). The resulting yields of total RNA were unexpectedly low, smaller than 15 µg RNA/30 mg fresh weight. Clearly, the efforts with the plant RNeasy® method (Qaigen, Hilden, Germany) and TRIzol® reagent (Invitrogen, Carlsbad, CA., USA) were not successful. The pellet formed a viscous substance, and RNA recovery was very poor, even though these commercial kits have been successfully used in our lab to extract RNA from leaf, root, shoot, flower and tuber of Jerusalem artichoke [14].
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Table 1. Average yield and purity of total RNA using each of five RNA extraction.
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RNA Method

	
Absorption ratio

	
Absorption ratio

	
RNA concentration




	
(260 nm/280 nm) #

	
(260 nm/230 nm) #

	
(µg/30 mg fresh weight) #




	
JA37

	
HEL53

	
JA37

	
HEL53

	
JA37

	
HEL53






	
1. TRIzol

	
1.76 c,d

	
1.74 b

	
0.69 c

	
0.68 c

	
5.26 d

	
5.31 d




	
2. Plant RNeasy mini kit (Qaigen)

	
1.74 d

	
1.67 c

	
0.54 c

	
0.54 c

	
1.04 e

	
1.00 e




	
3. Wang et al. method [7]

	
1.82 b,c

	
1.77 b

	
1.56 b

	
1.55 b

	
9.16 c

	
12.84 c




	
4. Li and Trick method [3]

	
1.80 c,d,e

	
1.81 c,d,e

	
1.26 b

	
1.29 b

	
6.69 d

	
6.67 d




	
5. Ma and Yang method [6]

	
2.15 a

	
2.16 a

	
1.05 c

	
1.06 c

	
1.04 f

	
1.10 f




	
6. MLT method

	
1.90 a

	
1.86 a

	
2.24 a

	
1.87 a

	
15.53 b

	
15.24 b




	
7. MMY method

	
1.84 b

	
1.83 a

	
1.74 b

	
1.79 a

	
34.67 a

	
34.56 a




	
LSD

	
0.04 *

	
0.04 *

	
0.07 *

	
0.07 *

	
0.32 *

	
0.35 *








Methods from five seed samples of two Jerusalem artichoke accessions (JA37 and HEL53). # Values with different superior letters (a–f) within column are significantly different at p < 0.05 level by LSD. * Significant at p < 0.05 level.
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Figure 1. Agarose gels showing the extractions of total RNA using five RNA isolation methods (R1–R5) from five dry seeds of two Jerusalem artichoke accessions (HEL53, the top panel; JA37, the bottom panel). The five isolation methods are the TRIzol® (Invitrogen), R1; Plant RNeasy mini kit (Qaigen), R2; Method of Wang et al. [7], R3; MLT method, R4; and MMY method, R5. M is 100 bp DNA ladder plus (Vivantis). The five dry seed samples are numerically labeled from 1 to 5. 
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Commercial RNA isolation kits were not designed for use with plant tissues containing high concentrations of polyphenols, polysaccharides and other secondary metabolites. There are reports modifying extraction buffers in the plant RNeasy® mini kit and leading to successful RNA extraction on leaves and bud tissue of grapevine and from leaves, bud and cane tissues of woody plant [15,16], but this has rarely been tested on seeds. Applying the published protocols developed for RNA isolation from cereal seeds [3,7] and sunflower dry seeds [6] generated poor quality and low yield RNA from Jerusalem artichoke dry seeds. We also observed that the pellet became viscous when phenol and chloroform were added. The method of Wang et al. [7] was able to extract 9 and 13 µg RNA/30 mg fresh weight from Jerusalem artichoke cv. JA37 and HEL53, respectively. A260/A280 were 1.82 and 1.77 while A260/A230 ratios of total RNA were 1.56 and 1.55 (Table 1), suggesting their impurity.



Considering the high levels of starch and lipid present in Jerusalem artichoke seeds, we modified the methods of Li and Trick [3] and Ma and Yang [6] by adjusting the amounts of reagents and adding extra important steps. Specifically, the original Li and Trick [3] method was modified as MLT method by adding a step containing TRIzol® reagent which contains phenol and guanidine isothiocyanate, a strong denaturant. This solution helps to remove all traces of interfering protein and other metabolites [17]. The addition of 750 µL instead of 400 µL of extraction buffer and using 500 µL of TRIzol® reagent instead of 250 µL of extraction buffer II in Li and Trick [3] protocol helped to get 16 and 15 µg RNA/30 mg fresh weight from seeds of Jerusalem artichoke cv. JA37 and HEL53 within approximately one and a half hours (Table 1; Figure 1) which is higher than the amount of RNA extracted from more seed weight (60 mg) using the original protocol of Li and Trick [3] (Table 1). These efforts generated successful extractions of total RNA from Jerusalem artichoke dry seeds, as illustrated in Table 1 and Figure 1. The yields of total RNA by MLT were significantly higher than those obtained using the other unmodified methods.



The original method of Ma and Yang [6] utilized high salt concentration (8 M LiCl) and β-mercaptoethanol in the extraction buffer to inactivate RNase activity. The extraction and solubilization buffers, in the presence of PVP and SDS in two-steps RNA isolation of Ma and Yang [6] helped to remove polysaccharides, proteins and polyphenolic compounds [17]. PVP also prevented the oxidation of polyphenols, which occur after long air exposure of samples. The polyphenol removal was carried out using two repeat chloroform extractions prior to RNA extraction using Trizol®. We improved the original protocol further as MMY method with several considerations. These included (1) the reduction of seed sample to 30 mg; (2) the change in the temperature and incubation time to room temperature for 5 min; (3) purification of a pellet instead of the suspension in the original protocol of Ma and Yang [6] after adding chloroform to the mixture of fine powder, the extraction buffer and β-mercaptoethanol, and ethanol; LiCl precipitated RNA as a pellet, leaving DNA in the supernanant; (4) the replacement of NaAc-saturated acidic phenol and chloroform by Trizol® reagent and chloroform; and (5) precipitation of total RNA using isopropanol instead of ethanol and 3 M NaAc, pH 5.2. These modifications helped to overcome the problem of viscous pellets in the original method of Trizol® and produced significant higher yields of total RNA (35 µg RNA/30 mg) than those using the original method of Ma and Yang [6] and also the MLT method (Table 1; Figure 1). The MMY method also made the RNA extraction effort simpler and more reproducible and the overall effort required approximately one and a half hours. The quality of RNA prepared by this method was demonstrated by intact sharp 28S and 18S rRNA bands and no sign of RNA degradation on agarose gel. The extracted RNA was of high quality indicated by the A260/A280 and the A260/A230 ratios (Figure 1 and Table 1) [18,19].



To assess the efficiency of the MMY method, we further assayed another set of dry seeds from 10 extra JA accessions of diverse origins (listed in Table 2). The results are encouraging and proved to be applicable for all Jerusalem artichoke seeds independent of their mother plants (Figure 2 and Table 3).
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Figure 2. Agarose gels showing the extractions of total RNA using the MMY method from five dry seeds of 10 additional Jerusalem artichoke accessions. Each sub-panel represents the extractions of total RNA labeled for each accession. M is 100 bp DNA ladder plus (Vivantis). The five dry seed samples are numerically labeled from 1 to 5. 
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Table 2. Eighteen assayed samples of Jerusalem artichoke and other plant species.
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Sample

	
Origin/Source






	
Jerusalem artichoke a

	




	
CN52867

	
The former Union of Soviet Socialist Republics (USSR)




	
JA37

	
Canada




	
JA81

	
France




	
JA102

	
Germany




	
HEL53

	
Germany




	
HEL54

	
Germany




	
HEL55

	
Germany




	
HEL61

	
The former Union of Soviet Socialist Republics (USSR)




	
HEL65

	
The former Union of Soviet Socialist Republics (USSR)




	
HEL66

	
Ukraine




	
HEL231

	
Germany




	
HEL324

	
Unknown




	
Other plant species

	




	
Sunflower cv. Beauty Mix

	
Chia Tai Co. Ltd., Thailand




	
Maize cv. Tien Khao (pale colour)

	
Khon Kaen University, Thailand




	
Maize cv. Tien Dam (dark purple)

	
Khon Kaen University, Thailand




	
Rice cv. KDML105

	
Khon Kaen University, Thailand




	
Peanut cv. 4401

	
Khon Kaen University, Thailand




	
Marigold

	
Chua Yong Seng Seed Co. Ltd., Thailand








a see Kays and Nottingham [12] for Jerusalem artichoke sample description.
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Table 3. Average yield and purity of total RNA extracted using the MMY method in five seed samples of each accession representing six plant species.
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Plant species

	
Absorption ratio

	
Absorption ratio

	
RNA Concentration




	
(260 nm/280 nm)#

	
(260 nm/230 nm) #

	
(µg/30 mg fresh weight) #






	
Jerusalem artichoke CN52867

	
1.80 c,d

	
2.21 c,d,e

	
33.30 b,c,d,e,f




	
Jerusalem artichoke JA37

	
1.84 c,d

	
1.74 f,g

	
34.67 b,c,d,e




	
Jerusalem artichoke JA81

	
1.90 b,c

	
2.33 c,d

	
33.23 b,c,d,e,f




	
Jerusalem artichoke JA102

	
1.82 c,d

	
2.31 c,d,e

	
34.36 b,c,d,e




	
Jerusalem artichoke HEL53

	
1.83 c,d

	
1.79 f,g

	
34.56 b,c,d,e




	
Jerusalem artichoke HEL54

	
2.20 a

	
3.00 a

	
31.79 d,e,f




	
Jerusalem artichoke HEL55

	
2.22 a

	
3.11 a

	
29.55 e,f




	
Jerusalem artichoke HEL61

	
1.86 c,d

	
2.52 b

	
41.01 b,c




	
Jerusalem artichoke HEL65

	
1.79 c,d

	
2.13 e

	
32.09 d,e,f




	
Jerusalem artichoke HEL66

	
1.80 c,d

	
2.16 d,e

	
31.16 d,e,f




	
Jerusalem artichoke HEL231

	
1.85 c,d

	
2.22 c,d,e

	
29.32 e,f




	
Jerusalem artichoke HEL324

	
1.80 c,d

	
2.18 c,d,e

	
32.58 d,e,f




	
Sunflower cv. Beauty Mix

	
1.62 e

	
1.62 g,h

	
56.66 a




	
Maize cv. Tien Khao

	
1.98 b

	
2.34 c

	
41.32 b




	
Maize cv. Tien Dam

	
1.90 b,c

	
2.13 e

	
25.43 f




	
Jasmine rice cv. KDML105

	
1.75 d

	
1.46 h,i

	
32.77 c,d,e,f




	
Peanut cv. 4401

	
1.85 c,d

	
1.85 f

	
62.93 a




	
Marigold

	
1.60 e

	
1.36 i

	
38.06 b,c,d




	
LSD

	
0.11 *

	
0.18 *

	
8.35 *








# Values with different superior letters (a–f) within a column are significantly different at p < 0.05 level by LSD. * Significant at p < 0.05 level.







The yields ranged from 29 to 41 µg RNA/30 mg fresh weight. These results helped to demonstrate the advantage of the improved method in rapid isolation of RNA from small amounts compared to other seed RNA extraction protocols [3,6,7,20,21,22,23]; the latter mostly used 50–100 mg seed material.



To evaluate the integrity of the extracted RNA using the MMY method, qPCRs were used to amplify a housekeeping gene (HtEF1-alpha) and genes (HtGA2-oxidase, HtGA20-oxidase and HtPHYB), which are known to play specific roles in the induction of seed germination in Arabidopsis [24,25]. The synthesis of cDNAs using the extracted RNA and reverse transcriptase enzyme was successful. The target bands with expected sizes of the HtEF1-alpha, HtGA2-oxidase, HtGA20-oxidase and HtPHYB genes were observed (Figure 3). The qPCR cycle thresholds (Ct) was between 18 and 40 cycles, and the melting curve was specific, with a single peak occurring at about 84 °C, 82 °C, 82 °C and 82 °C for HtEF1-alpha, HtGA2-oxidase, HtGA20-oxidase and HtPHYB, respectively (Figure 3). These results indicated that the MMY method was effective in extracting total RNA for the transcript analysis of gene expression in Jerusalem artichoke seeds.
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Figure 3. qPCR analyses of four genes expressed in Jerusalem artichoke HEL53 dry seeds. (A) the amplification of an 105 bp fragment of the HtEF1-alpha gene. (B) the amplification of a 535 bp fragment of the HtGA2-oxidase gene. (C) the amplification of a 373 bp fragment of the HtGA20-oxidase gene. (D) the amplification of an 845 bp fragment of the HtPHYB gene. In each sub-panel for each gene, (a) the RT-PCR amplification of genes based on the templates obtained from 1st-stranded cDNA from five dry seeds, on which M is 100 bp plus DNA ladder (Vivantis); (b) amplification curves of the PCR products for each gene expressed in the dry seeds; and (c) melting peaks of the PCR products for amplified gene cDNA. 






Figure 3. qPCR analyses of four genes expressed in Jerusalem artichoke HEL53 dry seeds. (A) the amplification of an 105 bp fragment of the HtEF1-alpha gene. (B) the amplification of a 535 bp fragment of the HtGA2-oxidase gene. (C) the amplification of a 373 bp fragment of the HtGA20-oxidase gene. (D) the amplification of an 845 bp fragment of the HtPHYB gene. In each sub-panel for each gene, (a) the RT-PCR amplification of genes based on the templates obtained from 1st-stranded cDNA from five dry seeds, on which M is 100 bp plus DNA ladder (Vivantis); (b) amplification curves of the PCR products for each gene expressed in the dry seeds; and (c) melting peaks of the PCR products for amplified gene cDNA.



[image: Plants 02 00302 g003]





We also assessed the applicability of the MMY method to extract total RNA from other plant species with high levels of starch and lipid. Specifically, we isolated total RNA from the seeds of the monocotyledonous crop species maize and rice, from sunflower and marigold as well as from the dicotyledonous crop species peanut (Table 2). The initial assessment revealed that genomic DNA was still contaminated in all plant species studied except Jerusalem artichoke. Thus, the genomic DNA was removed by DNaseI digestion following phenol/chloroform purification. The RNA was then precipitated. Figure 4 illustrates the absence of undesirable contaminants. The yield of total RNA isolated from these seeds ranged from 25–63 μg/30 mg fresh weight (Table 3).



RNA absorbance (A260/280 and A260/230) values of sunflower and marigold are below 1.8 showing the impurity of protein (Table 3). The Ma and Yang [6] original protocol revealed low purity (A260/280 was 1.50) and low yield of total RNA (1.71 μg/100 mg) from dry sunflower seeds when 350 µL of ethanol was added to the extraction buffer. The total RNA extracted here is much higher than that of Ma and Yang [6] original protocol. As illustrated in Figure 4, the MMY method produced large amounts of total RNA from rice, maize and peanut seeds (Figure 4 and Table 3).





[image: Plants 02 00302 g004 1024] 





Figure 4. Agarose gels showing the extractions of total RNA using the MMY method from five dry seeds of five other plant species. Each of the six sub-panels for plant species or varieties consists of two gels showing the extractions of total RNA without and with the treatment of DNase (on the left and right, respectively). M is 100 bp DNA ladder plus (Vivantis). The five dry seed samples are numerically labeled from 1 to 5. 
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To further evaluate the integrity of the total RNA extracted from these assayed species, SRAP-cDNA amplifications and a transcript analysis of EF1-alpha gene was performed. Figure 5 showed the gene expression was successfully detected in the seeds of peanut, maize, sunflower, and rice. However, the RNAs extracted from marigold were not adequate in these downstream analyses. Clearly, the improved method was effective in extracting RNA of desired quality and quantity from small amount of seeds from several other plant species studied here.
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Figure 5. Molecular analyses of gene expressed in five dry seed samples representing four other plant species. The five seed samples are numerically labeled as 1: peanut cv. 4401, 2: maize cv. Tien Khao, 3: maize cv. Tien Dam, 4: sunflower cv. Beauty Mix, and 5: Jasmine rice cv. KDML105. (A) PCR amplification of EF1-alpha gene based on the templates obtained from 1st-stranded cDNA, genomic DNA and total RNA; these three templates are labeled with the letters S, G and R, respectively. (B) the agarose gel showing the SRAP-cDNA amplifications using three primer combinations following Mornkham et al. [26] from 1st-stranded cDNAs produced from extracted seed RNAs. (C) qPCR amplification of a 105 bp fragment of the EF1-alpha gene for five seed samples using HtEF1_F and HtEF1_R primers. (D) amplification curves of the PCR products for EF1-alpha gene. (E) melting peaks of the PCR products for EF1-alpha gene. 
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3. Experimental Section


3.1. Plant Material


This study assayed 18 seed samples of Jerusalem artichoke, sunflower, maize, rice, peanut and marigold (Table 2). Achenes of 12 Jerusalem artichoke genotypes were harvested in 2011 from plants growing in the farm field at Khon Kaen University and JA germplasm was kindly donated by the Plant Genetic Resources of Canada, Saskatoon Research Centre, and by the Leibniz Institute of Plant Genetics and Crop Plant Research (IPK), Germany. The harvested achenes were air-dried and stored at room temperature, and kept at 4 °C until use. The exocarps were removed to obtain seeds just before the total RNA extraction. The seed samples of peanut and maize were obtained from related breeding programs at Khon Kaen University. The seed samples of sunflower and marigold were acquired from Chia Tai Co. Ltd. and Chua Yong Seng Seed Co. Ltd., respectively. The Jasmine rice cultivar was obtained from Khon Kaen Rice Research Center.




3.2. RNA Extraction


Total RNA was initially extracted from 30 mg ground seed material with five independent replications using five existing extraction methods. The methods are (1) TRIzol® reagent (Invitrogen), (2) Plant RNeasy mini kit (Qaigen, Germany), (3) method of Wang et al. [7], (4) method of Li and Trick [3], and (5) method of Ma and Yang [6]. These initial efforts generated an unsatisfactory amount and purity of total RNA, and further efforts were made to improve the methods of Li and Trick [3] and Ma and Yang [6]. Before operation, all plastic materials were autoclaved. Glass material and the mortar and pestle were baked for 3–6 h at 180 °C.




3.3. Solution and Reagents


3.3.1. RNA Extraction Buffer


1a. For the MLT method below, 100 mM Tris-HCl (pH 8.0), 150 mM LiCl, 50 mM EDTA, 1.5% Sodiam Dodecyl Sulfate, add 11.25 µL of β-mercaptoethanol just before use.



1b. For the MMY method below, 8 M LiCl, 2% (w/v) PVP40, and 5% (v/v) β-mercaptoethanol (just before use).




3.3.2. Solubilization Buffer


1.4% (w/v) SDS, 0.075 M NaCl, 0.025 M EDTA, add 2% (v/v) β-mercaptoethanol just before use.




3.3.3. Other Reagents


TRIzol® reagent (Invitrogen), Phenol Solution (Research Organics Inc., Cleveland, OH, USA, saturated with 0.1 M citrate buffer pH 8.0), DNase I (USB Corporation), ethanol, chloroform, isoamyl alcohol and isopropanol of analytic purity.





3.4. MLT Method


(1) Thirty mg seeds were ground with mortar and pestle in the presence of liquid nitrogen. Transfer immediately into 1.5 mL microcentrifuge tubes.



(2) A 750-µL extraction buffer was added and mixed by vortex.



(3) The high molecular weight impurities and lipids were removed by adding 750 µL of phenol: chloroform (1:1), mixed gently and centrifuged at 12,000 rpm for 10 min.



(4) The supernatant was collected and the phenol-chloroform extraction was repeated. The supernatant was transferred to a new RNase-free tube.



(5) Supernatant was added with an equal volume (about 500 µL) of TRIzol® reagent, mixed thoroughly and incubated at room temperature for 10 min.



(6) An equal volume of chloroform: isoamyl alcohol (24:1) was added to the tube, mixed gently and centrifuged at 12,000 rpm for 10 min.



(7) The supernatant was transferred to a new RNase-free tube. One volume of isopropanol (about 500 µL) and 200 µL of 1.2 M NaCl were added and mixed by inversion several times, and incubated at −20°C for 15 min. The pellet was precipitated by centrifugation at 10,000 rpm for 10 min. The supernatants were discarded and the RNA pellets were washed carefully with 70% ethanol.



(8) The RNA pellets were re-suspended in 30-µL RNase-free water and stored at −70 °C.



The modified protocol MLT requires a lower amount of seed (30 mg vs. 50–100 mg), more extraction buffer (750-µL vs. 400-µL), a repeat of the phenol-chloroform extraction (750-µL vs. 250-µL) and replace 70% guanidinium sulfate (w/v), 0.75 M sodium citrate, 10% laurylsarcosine, 2 M sodium acetate, pH 4.0 with TRIzol® reagent.




3.5. MMY Method


(1) Thirty mg seed was ground with mortar and pestle in the presence of liquid nitrogen and PVP40.



(2) Transfer immediately into 1.5 mL centrifuge tubes. Then, 0.9 mL of the extraction buffer and 350 µL of ethanol were added, mixed by vortex, and incubated at room temperature for 5 min.



(3) The high molecular weight impurities and lipids were removed by adding 100 µL chloroform mixed gently and centrifuged at 5,000 rpm for 3 min.



(4) The supernatant was discarded. The pellet was dissolved in 550 µL solubilization buffer. The chloroform extraction was repeated with equal volume of solubilization buffer and centrifuged at 5,000 rpm for 3 min.



(5) The supernatant was transferred to a new RNase-free tube and added with 500 µL of TRIzol® reagent and 100 µL of chloroform, mixed thoroughly, incubated at room temperature for 2 min and centrifuged at 12,000 rpm for 10 min.



(6) The aqueous phase was transferred to a new RNase free tube. An equal volume of isopropanol was added and incubated at −20 °C for 15 min. The pellet was precipitated by centrifugation at 12,000 rpm for 10 min. The supernatant was discarded and the pellet was allowed to dry, followed by re-suspending the pellet in 30 µL RNase-free water.



The MMY protocol requires a lower amount of seed (30 mg vs. 60 mg), more ethanol (350-µL vs. 250-µL) and a much shorter incubation time after adding extraction buffer (5 min at room temperature instead of overnight at 4 °C). The purification of pellet was made instead of the suspension in the original protocol of Ma and Yang [6] after adding chloroform to the mixture of fine powder, the extraction buffer and β-mercaptoethanol. Also, the supernatant was added with 500 µL of TRIzol® reagent and 100 µL of chloroform instead of using 500 µL NaAc-saturated acidic phenol and 300 µL chloroform in the second round of purification.




3.6. RNA Extraction from Seeds of Other Plant Species


RNA extraction from seeds of other plant species was done according to the MMY method, as described above. After the RNA precipitation with isopropanol, the pellet was dissolved in 26 µL of RNase-free water and added with 3 µL buffer 10× buffer and 1 µL (10 units) of RQ1 RNase-Free DNase (Promega). Incubate 30 min at 37 °C, followed by adding the RNase-free water (470 µL). The phenol: chloroform (1:1) extraction was repeated with equal volumes (about 500 µL) and centrifuged at 12,000 rpm for 10 min. The supernatant was transferred to a new RNase-free tube, followed by adding an equal volume of isopropanol and 200 µL of 1.2 M NaCl. Incubate at −20 °C for 15 min. The pellet was precipitated by centrifugation at 12,000 rpm for 15 min. The supernatant was discarded and the pellet was allowed to dry followed by re-suspended the pellet in 30 µL RNase-free water.




3.7. RNA Evaluation


The concentration and quality of total RNA extracted from all five existing methods were analyzed based on the 260 nm/280 nm and 260/230 absorbance ratios. An aliquot of total RNA was used in the Agilent 8453 UV-visible spectrophotometer according to manufacturer’s instructions. The yield of total RNA extracted from 30 mg fresh weight was reported. The variation in the efficiency of RNA extractions was analyzed using Statistix 8 [27]. RNA integrity was evaluated from the 28S and 18S rRNA bands from 5 µL of total RNA on 1.0% agarose gel electrophoresis. The gels were stained with ethidium bromide and visualized with UV light. The photographs were taken using Vilber Lourmat (France) and the images were inverted in Adobe Photoshop. The evaluations were initially performed on the total RNA using the five extraction methods, followed by those using the MMY method from the 18 seed samples representing Jerusalem artichoke, sunflower, maize, rice, peanut and marigold.




3.8. Reverse Transcription and Subsequent Application


Transcript expression of selected genes was quantified by qPCR. After DNase treatment using RQ1 RNase-Free DNase (Promega), five replicates of 1.25 µg of total RNA from Jerusalem artichoke seeds were reverse-transcribed in a 10 µL reaction using OligodT (2.5 µM) and digested with RNaseH according to the SuperScript™ Vilo kit instructions (Invitrogen). After the first strand cDNA synthesis, the solution was 10× diluted to a final concentration of 125 ng/µL. PCR amplification was made based on 2 µL of diluted 1st strand-cDNA using Elongation factor 1-alpha (HtEF1-alpha), HtGA2-oxidase, HtGA20-oxidase, and Phytochrome B (HtPHYB) gene-specific oligonucleotide primers (Table 4). These primers were designed based on gene homologies from the Compositae Genome Project Database [28] which were confirmed using BLAST. The qPCR experiments were performed in a thermocycler called “LightCycler® 480” (Roche). The reaction was conducted with a final volume of 20 µL using the LightCycler® 480 SYBR Green I Master kit (Roche) according to the manufacturer’s instructions. The qPCR condition was as follows: at 94 °C for 5 min; 45 cycles of 94 °C for 30 s, 55 °C for 30 s and 72 °C for 30 min, with a final extension at 72 °C for 5 min. The PCR products were also analyzed on 1.0% agarose electrophoresis and visualized as described above. The gene expression analysis was done based on the total RNA extracted from seeds of Jerusalem artichoke and other assayed plant species.
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Table 4. Primer sequences used for gene assay in this study.







Table 4. Primer sequences used for gene assay in this study.







	
Gene ID/primer

	
Primer name

	
Sequence

	
Calculated Tm (°C) #

	
Actual Tm (°C)

	
C+G (%)

	
Length (bp)

	
Origin of primers






	
EL461013

	
HtEF1_F

	
TAACCGTTTCCGATCTGACC

	
51.1

	
55

	
52.6

	
19

	
This study




	

	
HtEF1_R

	
TATGTCGCATCCACTCGAAG

	
51.1

	
55

	
40.9

	
22

	




	
EL442868

	
HtGA2-ox_F

	
GGGTTCTTTAAGGTTGTTAATC

	
49.2

	
59

	
36.4

	
22

	
This study




	

	
HtGA2-ox_R

	
TGATTTGCGGGTCTGTGTG

	
51.1

	
59

	
52.6

	
19

	




	
EL469080

	
HtGA20-ox_F

	
AAGTAGCTTCACCGGGCG

	
52.6

	
55

	
61.1

	
18

	
This study




	

	
HtGA20-ox_R

	
CTTGGTGTAGGATTGTCAAAGA

	
51.1

	
55

	
40.9

	
22

	




	
EL458469

	
HtPHYB_F

	
GCTTCGTTGGTCAAGACGT

	
51.1

	
55

	
52.6

	
19

	
This study




	

	
HtPHYB_R

	
CTTGTTGAACCCTTGTTTGATC

	
51.1

	
55

	
40.9

	
22

	




	
SRAP primer

	
ME2

	
TGAGTCCAAACCGGAGC

	
49.5

	
50

	
58.8

	
17

	
Li and Quiros [29]




	
ME5

	
TGAGTCCAAACCGGAAG

	
47.1

	
50

	
52.9

	
17




	
EM5

	
GACTGCGTACGAATTAAC

	
45.8

	
50

	
44.4

	
18




	
EM6

	
GACTGCGTACGAATTGCA

	
48.0

	
50

	
50.0

	
18








# Tm = annealing temperature.









4. Conclusions


We report an improved method MMY for high-quality and -quantity RNA extraction from dry seeds of Jerusalem artichoke with high levels of starch and lipid. The improved method is also applicable for seeds of sunflower, rice, maize and peanut, which are rich in polyphenols, lipids and polysaccharides. The effectiveness of the improved method to extract total RNA from seeds of these assayed plant species was confirmed with qPCR analysis of selected genes.







Acknowledgments


We thank Hubert Franz Kurzweil and three journal reviewers for their valuable comments on an early version of this manuscript. This work was financially supported by the Higher Education Research Promotion and the National Research University Project of Thailand, Office of the Higher Education Commission, through the Food and Functional Food Research Cluster of Khon Kaen University and the Thailand Research Fund (TRF), the research funding from Khon Kaen University to the corresponding author, and by the commission for Higher Education (CHE) and Khon Kaen University (KKU) through the Distinguish Research Professor Grant to Aran Patanothai. Jerusalem artichoke gene data was obtained from The Compositae Genome Project website that was supported by the USDA IFAFS program and NSF Plant Genome Program.




Conflict of Interest


The authors declare no conflict of interest.




References


	



Cosgrove, D.R.; Oelke, J.D.; Doll, D.W.; Davis, D.J. Jerusalem artichoke. Available online: http://www.hort.purdue.edu/newcrop/afcm/jerusart.html/ (accessed on 28 August 2011).

	



Weitbrecht, K.; Müller, K.; Leubner-Metzger, G. First off the mark: Early seed germination. J. Exp. Bot. 2011, 62, 3289–3309. [Google Scholar] [CrossRef]

	



Li, Z.; Trick, H.N. Rapid method for high-quality RNA isolation from seed endosperm containing high levels of starch. Biotechniques 2005, 38, 872–876. [Google Scholar] [CrossRef]

	



Mortaji, Z.; Tavakkol, A.R.; Alizadeh, H.; Yazdi, S.B. RNA isolation and expression from different dormant and after-ripened wheat (Triticum aestivum) seed tissues rich in polysaccharides and proteins. Asian J. Plant Sci. 2008, 7, 2001–206. [Google Scholar]

	



Oñate-Sánchez, L.; Vicente-Carbajosa, J. DNA-free RNA isolation protocols for Arabidopsis thaliana, including seeds and siliques. BMC Res. Notes 2008, 1, 93. [Google Scholar] [CrossRef][Green Version]

	



Ma, X.B.; Yang, J. An optimized preparation method to obtain high-quality RNA from dry sunflower seeds. Genet. Mol. Res. 2011, 10, 160–168. [Google Scholar] [CrossRef]

	



Wang, G.; Wang, G.; Zhang, X.; Wang, F.; Song, R. Isolation of high quality RNA from cereal seeds containing high levels of starch. Phytochem. Anal. 2012, 23, 159–163. [Google Scholar] [CrossRef]

	



Dang, P.M.; Chen, C.Y. Modified method for combined DNA and RNA isolation from peanut and other oil seeds. Mol. Biol. Rep. 2013, 40, 1563–1568. [Google Scholar] [CrossRef]

	



Nonis, A.; Vezzaro, A.; Ruperti, B. Evaluation of RNA extraction methods and identification of putative reference genes for real-time quantitative polymerase chain reaction expression studies on olive (Olea europaea L.) fruits. J. Agric. Food Chem. 2012, 60, 6855–6865. [Google Scholar] [CrossRef]

	



Seiler, G.J.; Brothers, M.E. Oil concentration and fatty acid composition of Achenes of Helianthus species (Asteraceae) from Canada. Econ. Bot. 1999, 53, 273–280. [Google Scholar] [CrossRef]

	



Swanton, C.J.; Cavers, P.B.; Clements, D.R.; Moore, M.J. The biology of Canadian weeds: 101 Helianthus tuberosus L. Can. J. Plant Sci. 1992, 72, 1367–1382. [Google Scholar] [CrossRef]

	



Kay, S.J.; Nottingham, S.F. Biology and Chemistry of Jerusalem Artichoke: Helianthus tuberosus L., 1st ed; CRC Press: Boca Raton, FL, USA, 2007. [Google Scholar]

	



Gudenschwager, O.; González-Agüero, M.; Defilippi, B.G. A general method for high-quality RNA isolation from metabolite-rich fruits. S. Afr. J. Bot. 2012, 83, 186–192. [Google Scholar] [CrossRef]

	



Mornkham, T. Molecular Investigation on Tuberization of Helianthus tuberosus L. M.Sc. Thesis, Khon Kaen University, Khon Kaen, Thailand, 2012. [Google Scholar]

	



MacKenzie, D.J.; McLean, M.A.; Mukerji, S.; Green, M. Improved RNA extraction from woody plants for the detection of viral pathogens by reverse transcription-polymerase chain reaction. Plant Dis. 1997, 81, 222–226. [Google Scholar] [CrossRef]

	



Nassuth, A.; Pollari, E.; Helmeczy, K.; Stewart, S.; KoFalvi, S.A. Improved RNA extraction and one-tube RT-PCR assay for simultaneous detection of control plant RNA plus several viruses in plant extracts. J. Virol. Methods 2000, 90, 37–49. [Google Scholar] [CrossRef]

	



Junttila, S.; Lim, K.-J.; Rudd, S. Optimization and comparison of different methods for RNA isolation for cDNA library construction from the reindeer lichen Cladonia rangiferina. BMC Res. Notes 2009, 2, 204. [Google Scholar] [CrossRef]

	



Sambrook, J.; Russel, D.W. Molecular Cloning: A Laboratory Manual, 3rd ed; Cold Spring Harbor Laboratory Press: New York, NY, USA, 2001. [Google Scholar]

	



Copois, V.; Bibeau, F.; Bascoul-Mollevi, C.; Salvetat, S.; Chalbos, P.; Bareil, C.; Candeil, L.; Fraslon, C.; Conseiller, E.; Granci, V.; et al. Impact of RNA degradation on gene expression profiles: Assessment of different methods to reliably determine RNA quality. J. Biotech. 2007, 127, 549–559. [Google Scholar] [CrossRef]

	



Birtić, S.; Kranner, I. Isolation of high-quality RNA from polyphenol-, polysaccharide- and lipid-rich seeds. Phytochem. Anal. 2006, 17, 144–148. [Google Scholar] [CrossRef]

	



Yin, D.; Liu, H.; Zhang, X.; Cui, D. A protocol for extraction of high-quality RNA and DNA from peanut plant tissues. Mol. Biotechnol. 2011, 49, 187–191. [Google Scholar] [CrossRef]

	



Sangha, J.S.; Gu, K.; Kaur, J.; Yin, Z. An improved method for RNA isolation and cDNA library construction from immature seeds of Jatropha curcas L. BMC Res. Notes 2010, 5, 126. [Google Scholar] [CrossRef]

	



Qi, G.; Li, J.T.; Ruan, Q.P.; Yang, J.; Su, Z.X. An optimized, small-scale preparation of high-quality RNA from dry seeds of Davidia involucrata. Phytochem. Anal. 2009, 20, 139–142. [Google Scholar] [CrossRef]

	



Ogawa, M.; Hanada, A.; Yamauchi, Y.; Kuwahara, A.; Kamiya, Y.; Yamaguchi, S. Gibberellin biosynthesis and responded during Arabidopsis seed germination. Plant Cell 2003, 15, 1591–1604. [Google Scholar] [CrossRef]

	



Shinomura, T.; Nagatani, A.; Chory, J.; Furuya, M. The induction of seed germination in Arabidopsis thaliana is regulated principally by phytochrome B and secondarily by phytochrome A. Plant Physiol. 1994, 104, 363–371. [Google Scholar]

	



Mornkham, T.; Wangsomnuk, P.P.; Wangsomnuk, P.; Jogloy, S.; Patanothai, A.; Fu, Y.B. Comparison of five DNA extraction methods for molecular analysis of Jerusalem artichoke (Helianthus tuberosus L.). Genet. Mol. Res. 2011, 11, 572–581. [Google Scholar]

	



Analytical Software, Statistix 8 for Windows. Analytical Software: Tallahasee, FL, USA, 2003.

	



Michelmore, R.W. Personal communication, Genome Center, University of California Davis: Davis, CA, USA, 23 July 2012.

	



Li, G.; Quiros, C. Sequence-related amplified polymorphism (SRAP), a new marker system based on a simple PCR reaction: Its application to mapping and gene tagging in Brassica. Theor. Appl. Genet. 2001, 103, 455–461. [Google Scholar] [CrossRef]





© 2013 by the authors; licensee MDPI, Basel, Switzerland. This article is an open access article distributed under the terms and conditions of the Creative Commons Attribution license (http://creativecommons.org/licenses/by/3.0/).







media/file4.png
HELG65 CN52867 JAS8I1 JA102 HEL54
M 1 2 3 4 5 1 2 3 4 5 1 2 3 4 5 1 2 3 4 5 1 2 3 4 5
3,000 bp m '
- OP T p—— e . A ~28S
o - =-18S
1,000 bp| = % B 88 50 8= ' - -
500 bp = -
HELS55 HELG61 HEL66 HEL231 HEL324
M 1 2 3 4 5 1 2 3 4 5 1 2 3 4 5 1 2 3 4 5 1 2 3 4 5
3,000 bp =
p 1y '.'.: - e - - - - =285
i B 18
1,000 bp =| s ' ”.' *i.ia . . . - . - - - S

500 bp=

(Bl






nav.xhtml


  plants-02-00302


  
    		
      plants-02-00302
    


  




  





media/file1.png
HELS3 R1
M

1

3.000bp o

"‘-hp. |

3.000 bp -]
1,000 bp o
500 bp -|

L-28s
[-18S






media/file2.png
HEL53 R1 R2 R3 R4 RS
M 1 23 4 5 M1 23 4 5 M1 2 3 45 M 1 2 3 4 5 M1 2 3 45
= e =
3.000 bp B\ P ‘ ‘ ‘ ! - (285
- R — ] E & i
’ — - o |-18S
1,000bp-{e= « W W w (= Ty L
500 bp = — =
- -
JA37 RI R2 R3
M

1 2 3 4 5 M1 2 3 4 5 ™M 1 2 3 4 5

3,000 bp - . | - B "
1,000 bp o 4y

500 bp =

—-28S
-18S

. =

N e e






media/file7.png
A:Peanutcv.4401
M 1 2 3 45 12 3 4 5

aize cv. Tien Khao
12

= gDNA
3,000 bpe|
1,000 bpu|

500 bpel ""'

gDNA

- 288
iss

C: Maize cv. Tian Dam
45 12

D: Sunflower cv. Beauty Mix
4 5 12 3

285
i8s

E: Mangold

2
g br\—|' ' l ' m

F: Jasminerice cv. KDML105
12 3 4 5 12 3 4 5

[=gDNA

=322} BEEEC






media/file9.png
200bp =
100 bp = — — e —
D
Amplification Curves
a |
» P
&
H o
b
Fuu f
£ /
E,.
u
.
£
2
.

1,500bp =

1,000 bp =|

500 bp o

200 bp =|






media/file10.png
2 3 4 5 C M1 2 3 4 5

1
S GRS GRS GRS GRS G R

P oA
[
O
O
o
o
|

500 bp =

Amplification Curves

100 bp= - - - » 200 =

B ME2-EM5 ~ ME2-EM6 = MES5-EM5 S
M 1 2 3 4 5 1 2 3 4 51 2 3 4 5

n
[
(=]
)
[
&
-

1,500bp = 5 10 5 0 C.mes:d

1,000 bp =| == Melting Peaks

500 bp =

200bp =

0612 == S = e

60 6 64 66 68 TO T 74 76 78 80 8 84 8 88 9 9 94
Temperature (°C)






media/file5.png
A: HtEF1-alpha gene C: HtGA20-oxidase gene
M 1 3 4 s M 1 23 4 5
S00 1 c 500 b —
200 b a doob s — — — e
a 100, S a—— — 300 by
Ampiification Curves e Amplification Curves
S ]
~ &l
b b 3:’.:3
g
=
E )
S -
- —————
e = 5
Melting Peaks Melting Peaks

—

Tomgratr ) Temsrsre 1
B: HiGA2-oxidase gene D: HiPHYB gene
2
mh 1 2 3 4 5 s M . 1 3 4 5
a mh“% ——--l a 'fff ___-—l
300 bp

Amplification Curves

- - Amplification Curves
S ~ S uef m—
o = gz '
b I / b /
g / % /
5?7 ——— SE —
les.
Melting Peaks Melting Peaks
= \ G A
= - g
A P —

- I v o T





media/file3.png
3,000 bp o

JA102
12 3 4 s

RFE"

HEL231
12 s

3,000 bp =

1,000 bp-]
-

500 by

g

CiRiE BREEE S3EE

=288






media/file8.png
A: Peanutcv.4401

B: Maize cv. Tien Khao
1 2 3 4 5 1 2 3 4 5

= o DNA

" 28S
" 18S

D: Sunflower cv. Beauty Mix
1 2 3 4 5 1 2 3 4 5

= gDNA

. =8S
' = 18S

M 1 2 3 4 5 1 2 3 4 5
= o DNA
3,000 bp=
1,000bpa| B = - o o .""
500 bpm ' .
C: Maize cv. Tian Dam
M 1 2 3 4 5 1 2 3 4 5
3,000 bps e U - " gDNA
- & -
1,000 bp« ... W% 0-:: '..:-—
500 bpd
-
E: Marigold
M 1 2 3 4 5 1 2 3 4 5
3,000 bpe= = gDNA
1,000 bp=

500 bp=

a1l

F: Jasmmerice cv. KDML105

p—
N

3 4 5 1 2 3 4 S

=oPDNA
-—-— -
- 5 4 &

=28S
=18S






media/file6.png
A: HtEFI-alpha gene C: HtGA20-oxidase gene
M 1 2 3 4 5 M 1 2 3 4 S

300 b 500 b P
2 o e e — a ‘v Yt MENE TR S =
a 100 bp— e 300 bp—
Amplification Curves = Amplification Curves
26391 e - E 35988 s
26,481 /C,_..— e — lr|‘ 32088 , et
— 23,391 3
o i W, 15388 :
2149 o '\a 4
b pi g b 15,088 -'-
-+
b §, ::3:: / ' 21 548 -
p &
g 138 * Sy
g 11491 E 14388
g Bo & lL08E
3 s 33 e ;
% e p S o
- = - osan{ e
—— —
& 10 15 20 '] 30 k ] m : & & o = b : "
Cycles Cycles
| Melting Peaks Melting Peaks
8139, 979 .
g 733 \‘l g s f h
ip 5539 [ < o J{
£ 59 §u C ¥ /.
c - | |‘1 w6157 él In:!
8 4939 4 = i
E ' i E 5397 iy i
o 411 i 5 i ]
= I.‘I T II-:l
£ 3 | L / i
2 251 IE é = : !
g ne | : 18 -'—‘;-—;"’f/ IIIl\I'.
N N
e = T k e
U_Hgé : i - - o o103 f'/ —_— H‘..c(..‘: —
W B 68 6 @ MW 7 M 7% B0 62 64 8 88 90 sz 94 woR 8 % 8B 32 ."Tem:;eratn:c ‘DCT T s MRS
Temperature (3C)

B: HtGA2-oxidase gene D: HtPHYB gene

700 bp M 1 2 3 4 5 M 1 4 5
£00 bh — . — 1(9)8%%)17—_
300 bp —
- Amplification Curves o Amplification Curves
2 x| a E i@ —
Wy mam g W nw =
g 0 V4 - b mm / S ———
18878 : e
b ' 1637 j’ b 3 200187 /
3 12878 3 718
= N = i
3 ae7e 3 .18
£ gIw o 21
E TETE % 5187
1770 2187 _Z
= | ———— = e — -
= l 5 10 B E1] F. k1 5 &0 & = 5 0 ] 20 F. 0 B 40 45 50 % il
Cycles Cycles
Melting Peaks Melting Peaks
6032 12353 "
& 55z = %l i
- g A
:. 5032 W 10363 ."L'.;
% asm v 3% %
T s i
g, C i Y
2532 g 1= ¥
g 203 £in L
E o § 533 _ \
5 203 g um |
a 1532 é 1%} .
= LU . A g 23E3 I'.
. P e i = !
T 053 e S e it b = 1= . s
U = e e ) "u_._rza___
) B2 6 3 [ 70 & £ o ® @ o 2 W e s e e e
Temperatare (°C) = o o c T

T ™ 7w 80 & 66 86 e @ 52 9
Temperature (“C)





