
 

 
 

   
 

51 
 

DAFTAR PUSTAKA 

 

 Aburayyan, W. S. (2023). “High-throughput RNA extraction method for 

P. aeruginosa and S. pyogenes biofilms”. Journal of Applied 

Pharmaceutical Science, 13,(3), 097–105. 

https://doi.org/10.7324/JAPS.2023.28606  

Adeola, S., Adebodun, B. H., Rahmon, I. K., Osikoya, S., & Segun, A. C. 

(2018). “Characterization of partially purified cysteine protease 

inhibitor from Canavalia ensiformis (Wonder Bean)”. Journal of 

Research and Review in Science (JRRS), 4(1), 10. 

https://doi.org/10.36108/JRRSLASU/7102/40(0141)  

Adjo, A., Kouakou, S., Kouassi, K. H., Cisse, M., Jean, E., Kouadio, P., & 

Kouame, P. L. (2022). “Effect of ripening stage on biochemical 

composition of seeds from three species  of Canavalia spp 

consumed as protein  substitutes in Côte d’Ivoire”. International 

Journal of Biochemistry Research & Review, 1–9. 

https://doi.org/10.9734/IJBCRR/2022/V31I9776  

Agilent Technologies.(2024). “Performance characteristics of RNA and 

the high sensitivity RNA ScreenTape assays for the 4150 

TapeStation system” (Publikasi no. 5994-1038EN). Amerika 

Serikat: Agilent Technologies. 

Almeida, M. V., Li, Z., Rebelo-Guiomar, P., Dallaire, A., Fiedler, L., Price, 

J. L., Sluka, J., Liu, X., Butter, F., Rödelsperger, C., & Miska, E. A. 

(2024). “Transposable elements drive regulatory and functional 

innovation of F-box genes”. BioRxiv, 2024.12.17.628972. 

https://doi.org/10.1101/2024.12.17.628972  

Anggisti, L., Indriyani, R. D., Program, H. S. (2018). “Optimasi suhu 

annealing untuk amplifikasi gen aktin pada panda (Pandanus sp)”. 

Dinamika Pertanian, 34(2), 95-100. 

https://doi.org/10.25299/DP.2018.VOL34(2).5411  

Anitha, K., & Yashoda, P. R. (2019). “Antihyperlipidemic effect of 

https://doi.org/10.7324/JAPS.2023.28606
https://doi.org/10.36108/JRRSLASU/7102/40(0141)
https://doi.org/10.9734/IJBCRR/2022/V31I9776
https://doi.org/10.1101/2024.12.17.628972
https://doi.org/10.25299/DP.2018.VOL34(2).5411


 

52 
 

 
 

ethalonic seed extract of Canavalia ensiformis (L) in high fat diet-

streptozotocin induced rats”. International Journal of Pharmacy and 

Pharmaceutical Sciences, 11(1), 99–102. 

https://doi.org/10.22159/IJPPS.2019V11I1.28961  

Anwar, M. A., Nurjanah, S. N., & Rahayu, W. P. (2022). “Aplikasi Basic 

Local Alignment Search Tool (BLAST) NCBI pada penelitian 

molekuler Salmonella spp”. Syntax Literate ; Jurnal Ilmiah 

Indonesia, 7(11), 15446–15464. https://doi.org/10.36418/SYNTAX-

LITERATE.V7I11.9037  

Arim, O. J., Waceke, J. W., Waudo, S. W., & Kimenju, J. W. (2006). 

“Effects of Canavalia ensiformis and Mucuna pruriens intercrops on 

Pratylenchus zeae damage and yield of maize in subsistence 

agriculture”. Plant and Soil, 284(1–2), 243–251. 

https://doi.org/10.1007/S11104-006-0053-9/METRICS  

Artico, S., Nardeli, S. M., Brilhante, O., Grossi-de-Sa, M. F., & Alves-

Ferreira, M. (2010). “Identification and evaluation of new reference 

genes in Gossypium hirsutum for accurate normalization of real-

time quantitative RT-PCR data”. BMC Plant Biology, 10(1), 1–12. 

https://doi.org/10.1186/1471-2229-10-49/FIGURES/3  

Asta, P. D., Rahyuni, M., & Sarwati, M. (2022). “Vinca alkaloids effects on 

the morphological characters of Canavalia ensiformis”. Journal of 

Biotechnology and Natural Science, 2(1), 27–31. 

https://doi.org/10.12928/JBNS.V2I1.6253  

Badan Pusat Statistik. 2024. “Impor kedelai menurut negara asal utama, 

2017-2023”. Jakarta: Badan Pusat Statistik, Diakses dari 

https://www.bps.go.id/id/statistics-table/1/MjAxNSMx/impor-

kedelai-menurut-negara-asal-utama--2017-2023.html pada10 April 

2025. 

Bai, Y., Dougherty, L., & Xu, K. (2014). “Towards an improved apple 

reference transcriptome using RNA-seq”. Molecular Genetics and 

Genomics, 289(3), 427–438. https://doi.org/10.1007/S00438-014-

https://doi.org/10.22159/IJPPS.2019V11I1.28961
https://doi.org/10.36418/SYNTAX-LITERATE.V7I11.9037
https://doi.org/10.36418/SYNTAX-LITERATE.V7I11.9037
https://doi.org/10.1007/S11104-006-0053-9/METRICS
https://doi.org/10.1186/1471-2229-10-49/FIGURES/3
https://doi.org/10.12928/JBNS.V2I1.6253
https://www.bps.go.id/id/statistics-table/1/MjAxNSMx/impor-kedelai-menurut-negara-asal-utama--2017-2023.html
https://www.bps.go.id/id/statistics-table/1/MjAxNSMx/impor-kedelai-menurut-negara-asal-utama--2017-2023.html
https://doi.org/10.1007/S00438-014-0819-3/METRICS


 

53 
 

 
 

0819-3/METRICS  

Bao, W., Qu, Y., Shan, X., & Wan, Y. (2016). “Screening and Validation 

of housekeeping genes of the root and cotyledon of Cunninghamia 

lanceolata under abiotic stresses by using quantitative Real-Time 

PCR”. International Journal of Molecular Sciences 2016, Vol. 17, 

Page 1198, 17(8), 1198. https://doi.org/10.3390/IJMS17081198  

Behera, S., Voshall, A., & Moriyama, E. N. (2021). “Plant transcriptome 

assembly: review and benchmarking. Bioinformatics, 109–130”. 

https://doi.org/10.36255/EXONPUBLICATIONS.BIOINFORMATIC

S.2021.CH7  

Benjamin, A. M., Nichols, M., Burke, T. W., Ginsburg, G. S., & Lucas, J. 

E. (2014). “Comparing reference-based RNA-Seq mapping 

methods for non-human primate data”. BMC Genomics, 15(1), 1–

14. https://doi.org/10.1186/1471-2164-15-570/TABLES/4  

Bezerra, D. da S., Neves, B. G., Guedes, S. F. de F., Regis, W. F. M., 

Stipp, R. N., & Rodrigues, L. K. A. (2019). “Extraction and 

purification of RNA from human carious dentine: an approach to 

enable bacterial gene expression studies”. Journal of Health & 

Biological Sciences, 7(2(Abr-Jun)), 145–151. 

https://doi.org/10.12662/2317-3076jhbs.v7i2.2562.p145-151.2019  

Bottle, B. (2024). Canavalia eniformis seeds [Foto]. PlantNet. 

https://identify.plantnet.org/k-world-

flora/species/Canavalia%20ensiformis%20(L.)%20DC./data#galleri

es  

Bushmanova, E., Antipov, D., Lapidus, A., & Prjibelski, A. D. (2019). 

“rnaSPAdes: a de novo transcriptome assembler and its application 

to RNA-Seq data”. GigaScience, 8(9). 

https://doi.org/10.1093/GIGASCIENCE/GIZ100  

Bustin, S. A., Benes, V., Garson, J. A., Hellemans, J., Huggett, J., 

Kubista, M., Mueller, R., Nolan, T., Pfaffl, M. W., Shipley, G. L., 

Vandesompele, J., & Wittwer, C. T. (2009). “The MIQE guidelines: 

https://doi.org/10.1007/S00438-014-0819-3/METRICS
https://doi.org/10.3390/IJMS17081198
https://doi.org/10.36255/EXONPUBLICATIONS.BIOINFORMATICS.2021.CH7
https://doi.org/10.36255/EXONPUBLICATIONS.BIOINFORMATICS.2021.CH7
https://doi.org/10.1186/1471-2164-15-570/TABLES/4
https://doi.org/10.12662/2317-3076jhbs.v7i2.2562.p145-151.2019
https://identify.plantnet.org/k-world-flora/species/Canavalia%20ensiformis%20(L.)%20DC./data#galleries
https://identify.plantnet.org/k-world-flora/species/Canavalia%20ensiformis%20(L.)%20DC./data#galleries
https://identify.plantnet.org/k-world-flora/species/Canavalia%20ensiformis%20(L.)%20DC./data#galleries
https://doi.org/10.1093/GIGASCIENCE/GIZ100


 

54 
 

 
 

minimum information for publication of quantitative Real-Time PCR 

experiments”. Clinical Chemistry, 55(4), 611–622. 

https://doi.org/10.1373/CLINCHEM.2008.112797  

Cahais, V., Gayral, P., Tsagkogeorga, G., Melo-Ferreira, J., Ballenghien, 

M., Weinert, L., Chiari, Y., Belkhir, K., Ranwez, V., & Galtier, N. 

(2012). “Reference-free transcriptome assembly in non-model 

animals from next-generation sequencing data”. Molecular Ecology 

Resources, 12(5), 834–845. https://doi.org/10.1111/J.1755-

0998.2012.03148.X  

Campbell, M. S., Holt, C., Moore, B., & Yandell, M. (2014). “Genome 

annotation and curation using MAKER and MAKER-P”. Current 

Protocols in Bioinformatics, 48, 4.11.1-4.11.39. 

https://doi.org/10.1002/0471250953.BI0411S48  

Catic, A., Sun, Z. Y. J., Ratner, D. M., Misaghi, S., Spooner, E., 

Samuelson, J., Wagner, G., & Ploegh, H. L. (2007). “Sequence and 

structure evolved separately in a ribosomal ubiquitin variant”. EMBO 

Journal, 26(14), 3474–3483. 

https://doi.org/10.1038/SJ.EMBOJ.7601772/SUPPL_FILE/EMBJ7

601772-SUP-0002.DOC  

Cha, S. J., McLean, K. J., & Jacobs-Lorena, M. (2018). “Identification of 

plasmodium GAPDH epitopes for generation of antibodies that 

inhibit malaria infection”. Life Science Alliance, 1(5). 

https://doi.org/10.26508/LSA.201800111/VIDEO-1  

Chandna, R., Augustine, R., & Bisht, N. C. (2012a). “Evaluation of 

candidate reference genes for gene expression normalization in 

Brassica juncea using Real Time Quantitative RT-PCR”. PLOS 

ONE, 7(5), e36918. 

https://doi.org/10.1371/JOURNAL.PONE.0036918  

Chang, M., & Huang, S. (2015). “Arabidopsis ACT11 modifies actin 

turnover to promote pollen germination and maintain the normal rate 

of tube growth”. The Plant Journal, 83(3), 515–527. 

https://doi.org/10.1373/CLINCHEM.2008.112797
https://doi.org/10.1111/J.1755-0998.2012.03148.X
https://doi.org/10.1111/J.1755-0998.2012.03148.X
https://doi.org/10.1002/0471250953.BI0411S48
https://doi.org/10.1038/SJ.EMBOJ.7601772/SUPPL_FILE/EMBJ7601772-SUP-0002.DOC
https://doi.org/10.1038/SJ.EMBOJ.7601772/SUPPL_FILE/EMBJ7601772-SUP-0002.DOC
https://doi.org/10.26508/LSA.201800111/VIDEO-1
https://doi.org/10.1371/JOURNAL.PONE.0036918


 

55 
 

 
 

https://doi.org/10.1111/TPJ.12910  

Chel-Guerrero, L., Pérez-Flores, V., Betancur-Ancona, D., & Dávila-Ortiz, 

G. (2001). “Functional properties of flours and protein isolates from 

Phaseolus lunatus and Canavalia ensiformis seeds”. Journal of 

Agricultural and Food Chemistry, 50(3), 584–591. 

https://doi.org/10.1021/JF010778J  

Chen, L., Zhong, H. ying, Kuang, J. fei, Li, J. guo, Lu, W. jin, & Chen, J. 

ye. (2011). “Validation of reference genes for RT-qPCR studies of 

gene expression in banana fruit under different experimental 

conditions”. Planta, 234(2), 377–390. 

https://doi.org/10.1007/S00425-011-1410-3/METRICS  

Chen, S., Zhou, Y., Chen, Y., & Gu, J. (2018). “fastp: an ultra-fast all-in-

one FASTQ preprocessor”. Bioinformatics (Oxford, England), 

34(17), 884–890. 

https://doi.org/10.1093/BIOINFORMATICS/BTY560  

Chun, H. J., Baek, D., Jin, B. J., Cho, H. M., Park, M. S., Lee, S. H., Lim, 

L. H., Cha, Y. J., Bae, D. W., Kim, S. T., Yun, D. J., & Kim, M. C. 

(2021). “Microtubule dynamics plays a vital role in plant adaptation 

and tolerance to salt stress”. International Journal of Molecular 

Sciences, 22(11), 5957. https://doi.org/10.3390/IJMS22115957/S1  

Clark, M. K., Behmer, S. T., & Sword, G. A. (2025). “Optimizing RT-qPCR 

normalization for crop plant VIGS: a case study using aphid-infested 

cotton”. https://doi.org/10.21203/RS.3.RS-6116237/V1  

Clayton, N. S., Fox, M., Vicenté-Garcia, J. J., Schroeder, C. M., 

Littlewood, T. D., Wilde, J. I., Krishnan, K., Brown, M. J. B., Crafter, 

C., Mott, H. R., & Owen, D. (2022). “Assembly of nuclear dimers of 

PI3K regulatory subunits is regulated by the Cdc42-activated 

tyrosine kinase ACK”. The Journal of Biological Chemistry, 298(6). 

https://doi.org/10.1016/J.JBC.2022.101916  

Czechowski, T., Stitt, M., Altmann, T., Udvardi, M. K., & Scheible, W. R. 

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

https://doi.org/10.1111/TPJ.12910
https://doi.org/10.1021/JF010778J
https://doi.org/10.1007/S00425-011-1410-3/METRICS
https://doi.org/10.1093/BIOINFORMATICS/BTY560
https://doi.org/10.3390/IJMS22115957/S1
https://doi.org/10.21203/RS.3.RS-6116237/V1
https://doi.org/10.1016/J.JBC.2022.101916


 

56 
 

 
 

reference genes for transcript normalization in Arabidopsis”. Plant 

Physiology, 139(1), 5–17. https://doi.org/10.1104/PP.105.063743  

Dao, T. P., Kolaitis, R. M., Kim, H. J., O’Donovan, K., Martyniak, B., 

Colicino, E., Hehnly, H., Taylor, J. P., & Castañeda, C. A. (2018). 

“Ubiquitin modulates liquid-liquid phase separation of UBQLN2 via 

disruption of multivalent interactions”. Molecular Cell, 69(6), 965-

978.e6. 

https://doi.org/10.1016/J.MOLCEL.2018.02.004/ATTACHMENT/D

206CF1C-61DF-41E8-8F63-7608D133BE35/MMC5.PDF  

Del Giudice, A., Pavel, N. V., Galantini, L., Falini, G., Trost, P., Fermani, 

S., & Sparla, F. (2015). “Unravelling the shape and structural 

assembly of the photosynthetic GAPDH-CP12-PRK complex from 

Arabidopsis thaliana by small-angle X-ray scattering analysis”. Acta 

Crystallographica Section D: Biological Crystallography, 71(12), 

2372–2385. 

https://doi.org/10.1107/S1399004715018520/GI5001SUP1.PDF  

Diessl, N., Ernst, U., Sculz, A., Wolf, S., Graf, E. (2018). “Quality control 

in Illumina sequencing workflows using the TapeStation system” 

(Publikasi no. 5994-0327EN). Amerika Serikat: Agilent 

Technologies. 

Eddy, S. R. (2011). “Accelerated profile HMM searches”. PLOS 

Computational Biology, 7(10), e1002195. 

https://doi.org/10.1371/JOURNAL.PCBI.1002195  

El-Gebali, S., Mistry, J., Bateman, A., Eddy, S. R., Luciani, A., Potter, S. 

C., Qureshi, M., Richardson, L. J., Salazar, G. A., Smart, A., 

Sonnhammer, E. L. L., Hirsh, L., Paladin, L., Piovesan, D., Tosatto, 

S. C. E., & Finn, R. D. (2019). “The Pfam protein families database 

in 2019”. Nucleic Acids Research, 47(D1), 427–432. 

https://doi.org/10.1093/NAR/GKY995  

Farrell, R. E. (2005). “RNA methodologies: a laboratory guide for isolation 

and characterization, 3rd Edition”. RNA Methodologies: A 

https://doi.org/10.1104/PP.105.063743
https://doi.org/10.1016/J.MOLCEL.2018.02.004/ATTACHMENT/D206CF1C-61DF-41E8-8F63-7608D133BE35/MMC5.PDF
https://doi.org/10.1016/J.MOLCEL.2018.02.004/ATTACHMENT/D206CF1C-61DF-41E8-8F63-7608D133BE35/MMC5.PDF
https://doi.org/10.1107/S1399004715018520/GI5001SUP1.PDF
https://doi.org/10.1371/JOURNAL.PCBI.1002195
https://doi.org/10.1093/NAR/GKY995


 

57 
 

 
 

Laboratory Guide for Isolation and Characterization, 3rd Edition, 1–

767. https://doi.org/10.1016/B978-0-12-249696-7.X5000-8  

Febles, E. A. V. (2017). “Canavalia ensiformis (jack bean)”. CABI 

Compendium, 14486. 

https://doi.org/10.1079/cabicompendium.14486  

Ferreira, L. C., Moreira, B. R. de A., Montagnolli, R. N., Prado, E. P., 

Viana, R. da S., Tomaz, R. S., Cruz, J. M., Bidoia, E. D., Frias, Y. 

A., & Lopes, P. R. M. (2021). “Green manure species for 

phytoremediation of soil with tebuthiuron and vinasse”. Frontiers in 

Bioengineering and Biotechnology, 8, 613642. 

https://doi.org/10.3389/FBIOE.2020.613642/BIBTEX  

Gilliland, L. U., Pawloski, L. C., Kandasamy, M. K., & Meagher, R. B. 

(2003). “Arabidopsis actin gene ACT7 plays an essential role in 

germination and root growth”. The Plant Journal, 33(2), 319–328. 

https://doi.org/10.1046/J.1365-313X.2003.01626.X  

Grabherr, M. G., Haas, B. J., Yassour, M., Levin, J. Z., Thompson, D. A., 

Amit, I., Adiconis, X., Fan, L., Raychowdhury, R., Zeng, Q., Chen, 

Z., Mauceli, E., Hacohen, N., Gnirke, A., Rhind, N., Di Palma, F., 

Birren, B. W., Nusbaum, C., Lindblad-Toh, K., … Regev, A. (2011). 

“Full-length transcriptome assembly from RNA-Seq data without a 

reference genome”. Nature Biotechnology 2011 29:7, 29(7), 644–

652. https://doi.org/10.1038/nbt.1883  

Gurevich, A., Saveliev, V., Vyahhi, N., & Tesler, G. (2013). “QUAST: 

quality assessment tool for genome assemblies”. Bioinformatics, 

29(8), 1072–1075. 

https://doi.org/10.1093/BIOINFORMATICS/BTT086  

Gutierrez, L., Mauriat, M., Guénin, S., Pelloux, J., Lefebvre, J. F., Louvet, 

R., Rusterucci, C., Moritz, T., Guerineau, F., Bellini, C., & Van 

Wuytswinkel, O. (2008). “The lack of a systematic validation of 

reference genes: a serious pitfall undervalued in reverse 

transcription-polymerase chain reaction (RT-PCR) analysis in 

https://doi.org/10.1016/B978-0-12-249696-7.X5000-8
https://doi.org/10.1079/cabicompendium.14486
https://doi.org/10.3389/FBIOE.2020.613642/BIBTEX
https://doi.org/10.1046/J.1365-313X.2003.01626.X
https://doi.org/10.1038/nbt.1883
https://doi.org/10.1093/BIOINFORMATICS/BTT086


 

58 
 

 
 

plants”. Plant Biotechnology Journal, 6(6), 609–618. 

https://doi.org/10.1111/J.1467-7652.2008.00346.X  

Ha, M., Kim, E. D., & Chen, Z. J. (2009). “Duplicate genes increase 

expression diversity in closely related species and allopolyploids”. 

Proceedings of the National Academy of Sciences of the United 

States of America, 106(7), 2295–2300. 

https://doi.org/10.1073/PNAS.0807350106/SUPPL_FILE/ST3.XLS  

Haas, B. J., Papanicolaou, A., Yassour, M., Grabherr, M., Blood, P. D., 

Bowden, J., Couger, M. B., Eccles, D., Li, B., Lieber, M., Macmanes, 

M. D., Ott, M., Orvis, J., Pochet, N., Strozzi, F., Weeks, N., 

Westerman, R., William, T., Dewey, C. N., … Regev, A. (2013a). 

“De novo transcript sequence reconstruction from RNA-seq using 

the Trinity platform for reference generation and analysis”. Nature 

Protocols, 8(8), 1494–1512. 

https://doi.org/10.1038/NPROT.2013.084  

Haas, B. J., Salzberg, S. L., Zhu, W., Pertea, M., Allen, J. E., Orvis, J., 

White, O., Robin, C. R., & Wortman, J. R. (2008). “Automated 

eukaryotic gene structure annotation using EVidenceModeler and 

the Program to Assemble Spliced Alignments”. Genome Biology, 

9(1), R7. https://doi.org/10.1186/GB-2008-9-1-R7  

Hainzl, O., Wegele, H., Richier, K., & Buchner, J. (2004). “Cns1 is an 

activator of the Ssa1 ATPase activity”. Journal of Biological 

Chemistry, 279(22), 23267–23273. 

https://doi.org/10.1074/JBC.M402189200/ASSET/6191265E-

A319-4262-A1C6-71FF76E0BB29/MAIN.ASSETS/GR6.JPG  

Hao, S., Ge, Q., Shao, Y., Tang, B., Fan, G., Qiu, C., Wu, X., Li, L., Liu, 

X., Shi, C., & Lee, S. M. Y. (2022). “Chromosomal-level genome of 

velvet bean (Mucuna pruriens) provides resources for L-DOPA 

synthetic research and development”. DNA Research, 29(5), 1–8. 

https://doi.org/10.1093/dnares/dsac031  

Hebling, M. J. A., Bueno, O. C., Pagnocca, F. C., Da Silva, O. A., & Maroti, 

https://doi.org/10.1111/J.1467-7652.2008.00346.X
https://doi.org/10.1073/PNAS.0807350106/SUPPL_FILE/ST3.XLS
https://doi.org/10.1038/NPROT.2013.084
https://doi.org/10.1186/GB-2008-9-1-R7
https://doi.org/10.1074/JBC.M402189200/ASSET/6191265E-A319-4262-A1C6-71FF76E0BB29/MAIN.ASSETS/GR6.JPG
https://doi.org/10.1074/JBC.M402189200/ASSET/6191265E-A319-4262-A1C6-71FF76E0BB29/MAIN.ASSETS/GR6.JPG
https://doi.org/10.1093/dnares/dsac031


 

59 
 

 
 

P. S. (2000). “Toxic effects of Canavalia ensiformis L. 

(Leguminosae) on laboratory colonies of Atta sexdens L. (Hym., 

Formicidae)”. Journal of Applied Entomology, 124(1), 33–35. 

https://doi.org/10.1046/J.1439-0418.2000.00424.X  

Herdiani, E. 2021. “Koro pedang, alternatif pengganti kedelai”. Artikel 

Teknis Pertanian. Diakses dari 

https://bbpplembang.bppsdmp.pertanian.go.id/publikasi-

detail/1456  pada September 2024. 

Holding, D. R., Otegui, M. S., Li, B., Meeley, R. B., Dam, T., Hunter, B. 

G., Jung, R., & Larkins, B. A. (2007). “The maize Floury1 gene 

encodes a novel endoplasmic reticulum protein involved in zein 

protein body formation”. The Plant Cell, 19(8), 2569. 

https://doi.org/10.1105/TPC.107.053538  

Hu, X. G., Liu, H., Jin, Y. Q., Sun, Y. Q., Li, Y., Zhao, W., El-Kassaby, Y. 

A., Wang, X. R., & Mao, J. F. (2016). “De novo transcriptome 

assembly and characterization for the widespread and stress-

tolerant Conifer Platycladus orientalis”. PLOS ONE, 11(2), 

e0148985. https://doi.org/10.1371/JOURNAL.PONE.0148985  

Huang, H., Wang, C., Pei, S., & Wang, Y. (2023). “A chromosome-level 

reference genome of an aromatic medicinal plant Adenosma 

buchneroides”. Scientific Data 2023 10:1, 10(1), 1–10. 

https://doi.org/10.1038/s41597-023-02571-8  

Hurley, J. H., Lee, S., & Prag, G. (2006). “Ubiquitin-binding domains”. 

Biochemical Journal, 399(3), 361–372. 

https://doi.org/10.1042/BJ20061138  

Hwang, S. G., Kim, J. J., Lim, S. D., Park, Y. C., Moon, J. C., & Jang, C. 

S. (2016). “Molecular dissection of Oryza sativa salt-induced RING 

Finger Protein 1 (OsSIRP1): possible involvement in the sensitivity 

response to salinity stress”. Physiologia Plantarum, 158(2), 168–

179. https://doi.org/10.1111/PPL.12459  

Jaeschke, A., Harvey, N. R., Tsurkan, M., Werner, C., Griffiths, L. R., 

https://doi.org/10.1046/J.1439-0418.2000.00424.X
https://doi.org/10.1105/TPC.107.053538
https://doi.org/10.1371/JOURNAL.PONE.0148985
https://doi.org/10.1038/s41597-023-02571-8
https://doi.org/10.1042/BJ20061138
https://doi.org/10.1111/PPL.12459


 

60 
 

 
 

Haupt, L. M., & Bray, L. J. (2021). “Techniques for RNA extraction 

from cells cultured in starPEG-heparin hydrogels”. Open Biology, 

11(6). https://doi.org/10.1098/RSOB.200388/  

Jain, A., Jain, R., & Jain, S. (2020). “Quantitative Estimation of DNA and 

RNA”. 79–79. https://doi.org/10.1007/978-1-4939-9861-6_25  

Jiang, H., Thomas, S. N., Chen, Z., Chiang, C. Y., & Cole, P. A. (2019). 

“Comparative analysis of the catalytic regulation of NEDD4-1 and 

WWP2 ubiquitin ligases”. Journal of Biological Chemistry, 294(46), 

17421–17436. 

https://doi.org/10.1074/JBC.RA119.009211/ATTACHMENT/BBF7

C171-8B0D-471E-B6BF-9A28137E5CB4/MMC1.ZIP  

Jurnal, H., & Margareta, A. (2023). “Wawasan bioinformatika next 

generation sequencing dalam sampel metagenomik mikrobioma 

usus: review”. Jurnal Medical Laboratory, 2(1), 41–57. 

https://doi.org/10.57213/MEDLAB.V2I1.151  

Kandasamy, M. K., Gilliland, L. U., McKinney, E. C., & Meagher, R. B. 

(2001). “One plant actin isovariant, ACT7, is induced by auxin and 

required for normal callus formation”. The Plant Cell, 13(7), 1541–

1554. https://doi.org/10.1105/TPC.010026  

Kantardjieff, K. A., Höchtl, P., Segelke, B. W., Tao, F. M., & Rupp, B. 

(2002). “Concanavalin A in a dimeric crystal form: revisiting 

structural accuracy and molecular flexibility”. Urn:Issn:0907-4449, 

58(5), 735–743. https://doi.org/10.1107/S0907444901019588  

Karuwal, L. R. (2021). “Analisis kualitas dan kuantitas RNA total varietas 

kacang tungga (Vigna unguiculata L. Walp) asal Kabupaten Maluku 

Barat Daya”. BIOPENDIX: Jurnal Biologi, Pendidikan Dan Terapan, 

7(2), 102-108. 

https://doi.org/10.30598/biopendixvol7issue2page102-108  

KG, M., OA, S., & LU, O. (2018). “Effect of processing methods on the 

nutritional value of Canavalia ensiformis jack bean seed meal”. 

Journal of Food Processing & Technology, 9(12). 

https://doi.org/10.1098/RSOB.200388/
https://doi.org/10.1007/978-1-4939-9861-6_25
https://doi.org/10.1074/JBC.RA119.009211/ATTACHMENT/BBF7C171-8B0D-471E-B6BF-9A28137E5CB4/MMC1.ZIP
https://doi.org/10.1074/JBC.RA119.009211/ATTACHMENT/BBF7C171-8B0D-471E-B6BF-9A28137E5CB4/MMC1.ZIP
https://doi.org/10.57213/MEDLAB.V2I1.151
https://doi.org/10.1105/TPC.010026
https://doi.org/10.1107/S0907444901019588
https://doi.org/10.30598/biopendixvol7issue2page102-108


 

61 
 

 
 

https://doi.org/10.4172/2157-7110.1000766 

Kozera, B., & Rapacz, M. (2013). “Reference genes in real-time PCR”. 

Journal of Applied Genetics, 54(4), 391–406. 

https://doi.org/10.1007/S13353-013-0173-X/METRICS  

Kukurba, K. R., & Montgomery, S. B. (2015). “RNA sequencing and 

analysis”. Cold Spring Harbor Protocols, 2015(11), pdb.top084970. 

https://doi.org/10.1101/PDB.TOP084970  

Larkin, M. A., Blackshields, G., Brown, N. P., Chenna, R., Mcgettigan, P. 

A., McWilliam, H., Valentin, F., Wallace, I. M., Wilm, A., Lopez, R., 

Thompson, J. D., Gibson, T. J., & Higgins, D. G. (2007). “Clustal W 

and Clustal X version 2.0”. Bioinformatics (Oxford, England), 23(21), 

2947–2948. https://doi.org/10.1093/BIOINFORMATICS/BTM404  

Lekshmy, S., & Jha, S. K. (2017). “Selection of reference genes suitable 

for qRT-PCR expression profiling of biotic stress, nutrient deficiency 

and plant hormone responsive genes in bread wheat”. Indian 

Journal of Plant Physiology, 22(1), 101–106. 

https://doi.org/10.1007/S40502-017-0282-3/METRICS  

Letunic, I., Khedkar, S., & Bork, P. (2021). “SMART: recent updates, new 

developments and status in 2020”. Nucleic Acids Research, 49(D1), 

458–460. https://doi.org/10.1093/NAR/GKAA937  

Li, R., Cui, K., Xie, Q., Xie, S., Chen, X., Zhuo, L., Cao, A., Shen, H., Jin, 

X., Wang, F., & Li, H. (2021). “Selection of the reference genes for 

quantitative gene expression by RT-qPCR in the desert plant 

Stipagrostis pennata”. Scientific Reports 2021 11:1, 11(1), 1–11. 

https://doi.org/10.1038/s41598-021-00833-2  

López-Calcagno, P. E., Howard, T. P., & Raines, C. A. (2014). “The CP12 

protein family: A thioredoxin-mediated metabolic switch?”. Frontiers 

in Plant Science, 5, 66572. 

https://doi.org/10.3389/FPLS.2014.00009/BIBTEX  

Lu, Y. P., Liao, J. H., Guo, Z. J., Zheng, H. Q., Lu, L. F., Cai, Z. X., Zeng, 

Z. H., Ying, Z. H., & Chen, M. Y. (2021). “Selection and evaluation 

https://doi.org/10.1007/S13353-013-0173-X/METRICS
https://doi.org/10.1101/PDB.TOP084970
https://doi.org/10.1093/BIOINFORMATICS/BTM404
https://doi.org/10.1007/S40502-017-0282-3/METRICS
https://doi.org/10.1093/NAR/GKAA937
https://doi.org/10.1038/s41598-021-00833-2
https://doi.org/10.3389/FPLS.2014.00009/BIBTEX


 

62 
 

 
 

of potential reference genes for quantitative Real-Time PCR in 

Agaricus blazei based on transcriptome sequencing data”. BioMed 

Research International, 2021(1), 6661842. 

https://doi.org/10.1155/2021/6661842  

Manni, M., Berkeley, M. R., Seppey, M., Simão, F. A., & Zdobnov, E. M. 

(2021). “BUSCO update: novel and streamlined workflows along 

with broader and deeper phylogenetic coverage for scoring of 

eukaryotic, prokaryotic, and viral genomes”. Molecular Biology and 

Evolution, 38(10), 4647–4654. 

https://doi.org/10.1093/MOLBEV/MSAB199  

Martin, J. A., & Wang, Z. (2011). “Next-generation transcriptome 

assembly”. Nature Reviews Genetics 2011 12:10, 12(10), 671–682. 

https://doi.org/10.1038/nrg3068  

Martín-Villanueva, S., Gutiérrez, G., Kressler, D., & de la Cruz, J. (2021). 

“Ubiquitin and ubiquitin-like proteins and domains in ribosome 

production and function: chance or necessity?”. International 

Journal of Molecular Sciences, 22(9). 

https://doi.org/10.3390/IJMS22094359  

Matsushima, N., Takatsuka, S., Miyashita, H., & Kretsinger, R. H. (2018). 

“Leucine rich repeat proteins: sequences, mutations, structures and 

diseases”. Protein & Peptide Letters, 26(2), 108–131. 

https://doi.org/10.2174/0929866526666181208170027  

Mbandi, S. K., Hesse, U., Rees, D. J. G., & Christoffels, A. (2014). “A 

glance at quality score: Implication for de novo transcriptome 

reconstruction of Illumina reads”. Frontiers in Genetics, 5(FEB), 

76021. https://doi.org/10.3389/FGENE.2014.00017/BIBTEX  

McKinney, E. C., & Meagher, R. B. (1998). “Members of the Arabidopsis 

actin gene family are widely dispersed in the genome”. Genetics, 

149(2), 663–675. https://doi.org/10.1093/GENETICS/149.2.663  

Meng, H., Yang, Y., Gao, Z. H., & Wei, J. H. (2019). “Selection and 

validation of reference genes for gene expression studies by RT-

https://doi.org/10.1155/2021/6661842
https://doi.org/10.1093/MOLBEV/MSAB199
https://doi.org/10.1038/nrg3068
https://doi.org/10.3390/IJMS22094359
https://doi.org/10.2174/0929866526666181208170027
https://doi.org/10.3389/FGENE.2014.00017/BIBTEX
https://doi.org/10.1093/GENETICS/149.2.663


 

63 
 

 
 

PCR in Dalbergia odorifera”. Scientific Reports 2019 9:1, 9(1), 1–

10. https://doi.org/10.1038/s41598-019-39088-3  

Nakasugi, K., Crowhurst, R., Bally, J., & Waterhouse, P. (2014). 

“Combining transcriptome assemblies from multiple de novo 

assemblers in the allo-tetraploid plant Nicotiana benthamiana”. 

PLOS ONE, 9(3), e91776. 

https://doi.org/10.1371/JOURNAL.PONE.0091776  

Nam, I. H., Chon, C. M., Jung, K. Y., Choi, S. G., Choi, H., & Park, S. S. 

(2015). “Calcite precipitation by ureolytic plant (Canavalia 

ensiformis) extracts as effective biomaterials”. KSCE Journal of Civil 

Engineering, 19(6), 1620–1625. https://doi.org/10.1007/S12205-

014-0558-3/METRICS  

Ohno, A., Jee, J. G., Fujiwara, K., Tenno, T., Goda, N., Tochio, H., 

Kobayashi, H., Hiroaki, H., & Shirakawa, M. (2005). “Structure of the 

UBA domain of Dsk2p in complex with ubiquitin: molecular 

determinants for ubiquitin recognition”. Structure, 13(4), 521–532. 

https://doi.org/10.1016/J.STR.2005.01.011  

Pabuayon, I. M., Yamamoto, N., Trinidad, J. L., Longkumer, T., Raorane, 

M. L., & Kohli, A. (2016). “Reference genes for accurate gene 

expression analyses across different tissues, developmental stages 

and genotypes in rice for drought tolerance”. Rice, 9(1). 

https://doi.org/10.1186/S12284-016-0104-7  

Parra, G., Bradnam, K., & Korf, I. (2007). “CEGMA: a pipeline to 

accurately annotate core genes in eukaryotic genomes”. 

Bioinformatics, 23(9), 1061–1067. 

https://doi.org/10.1093/BIOINFORMATICS/BTM071  

Perçin, I., Yavuz, H., Aksöz, E., & Denizli, A. (2012). “Mannose-specific 

lectin isolation from Canavalia ensiformis seeds by PHEMA-based 

cryogel”. Biotechnology Progress, 28(3), 756–761. 

https://doi.org/10.1002/BTPR.1552  

Pérez-Portela, R., & Riesgo, A. (2013). “Optimizing preservation 

https://doi.org/10.1038/s41598-019-39088-3
https://doi.org/10.1371/JOURNAL.PONE.0091776
https://doi.org/10.1007/S12205-014-0558-3/METRICS
https://doi.org/10.1007/S12205-014-0558-3/METRICS
https://doi.org/10.1016/J.STR.2005.01.011
https://doi.org/10.1186/S12284-016-0104-7
https://doi.org/10.1093/BIOINFORMATICS/BTM071
https://doi.org/10.1002/BTPR.1552


 

64 
 

 
 

protocols to extract high-quality RNA from different tissues of 

echinoderms for next-generation sequencing”. Molecular Ecology 

Resources, 13(5), 884–889. https://doi.org/10.1111/1755-

0998.12122  

Pertea, M., Pertea, G. M., Antonescu, C. M., Chang, T. C., Mendell, J. T., 

& Salzberg, S. L. (2015). “StringTie enables improved 

reconstruction of a transcriptome from RNA-seq reads”. Nature 

Biotechnology, 33(3), 290. https://doi.org/10.1038/NBT.3122  

Petersen, J., Brinkmann, H., & Cerff, R. (2003). “Origin, evolution, and 

metabolic role of a novel glycolytic GAPDH enzyme recruited by 

land plant plastids”. Journal of Molecular Evolution, 57(1), 16–26. 

https://doi.org/10.1007/S00239-002-2441-Y/METRICS  

Prakash, H., Shukla, P., Ramesha, A., Arunakumar, G. S., Doss, S. G., 

& Ponnuvel, K. M. (2024). “Evaluation of reference genes for 

accurate normalization of qPCR data under biotic stresses in 

mulberry (Morus indica L.)”. Scientia Horticulturae, 323, 112507. 

https://doi.org/10.1016/J.SCIENTA.2023.112507  

Raghavan, V., Kraft, L., Mesny, F., & Rigerte, L. (2022). “A simple guide 

to de novo transcriptome assembly and annotation”. Briefings in 

Bioinformatics, 23(2), 1–30. https://doi.org/10.1093/BIB/BBAB563 

Rahayu, Tiara. (2023). “Identifikasi dan analisis ekspresi gen terkait 

biosintesis glikosida sianogenik melalui pendekatan transkriptomik 

pada Mucuna pruriens guna mendukung keamanan pangan” 

(Skripsi Sarjana). Program Studi Biologi, Fakultas Matematika dan 

Pengetahuan Alam Militer, Universitas Pertahanan Republik 

Indonesia. 

Ran, F., Bali, M., & Michels, C. A. (2008). “Hsp90/Hsp70 Chaperone 

machine regulation of the Saccharomyces MAL-Activator as 

determined in vivo using noninducible and constitutive mutant 

alleles”. Genetics, 179(1), 331–343. 

https://doi.org/10.1534/GENETICS.107.084921  

https://doi.org/10.1111/1755-0998.12122
https://doi.org/10.1111/1755-0998.12122
https://doi.org/10.1038/NBT.3122
https://doi.org/10.1007/S00239-002-2441-Y/METRICS
https://doi.org/10.1016/J.SCIENTA.2023.112507
https://doi.org/10.1093/BIB/BBAB563
https://doi.org/10.1534/GENETICS.107.084921


 

65 
 

 
 

Reece, K. S., McElroy, D., & Wu, R. (1990). “Genomic nucleotide 

sequence of four rice (Oryza sativa) actin genes”. Plant Molecular 

Biology, 14(4), 621–624. 

https://doi.org/10.1007/BF00027508/METRICS  

Reyes, F. C., Chung, T., Holding, D., Jung, R., Vierstra, R., & Otegui, M. 

S. (2011). “Delivery of prolamins to the protein storage vacuole in 

maize aleurone cells”. The Plant Cell, 23(2), 769–784. 

https://doi.org/10.1105/TPC.110.082156  

Rhie, A., Walenz, B. P., Koren, S., & Phillippy, A. M. (2020). “Merqury: 

Reference-free quality, completeness, and phasing assessment for 

genome assemblies”. Genome Biology, 21(1), 1–27. 

https://doi.org/10.1186/S13059-020-02134-9/FIGURES/6  

Sadat, M. A., Ullah, M. W., Bashar, K. K., Hossen, Q. M. M., Tareq, M. 

Z., & Islam, M. S. (2021). “Genome-wide identification of F-box 

proteins in Macrophomina phaseolina and comparison with other 

fungus”. Journal of Genetic Engineering and Biotechnology, 19(1), 

46. https://doi.org/10.1186/S43141-021-00143-0  

Sehat, K. N., Vijay Kumar, S., & Yusuf, N. H. M. (2021). “Protocols for the 

extraction of high-quality RNA from Pineapple Tiller, Flower, 

Inflorescence, and Fruits”. Pertanika Journal of Tropical Agricultural 

Science, 44(2), 293–305. https://doi.org/10.47836/PJTAS.44.2.03  

Shahriari, A. G., & Tahmasebi, A. (2018). “Evaluation of different RNA 

extraction methods from agropatch suppressor assay for small 

quantities of plant tissue and their application for analysis of gene 

expression”. Notulae Scientia Biologicae, 10(3), 348–353. 

https://doi.org/10.15835/NSB10310307  

Shaomianah, S., Khoirunisak, A. R., Imana, Z., Hadi, Sucipto, T. H., & 

Soegijanto. (2020). “Variasi presipitasi pelarut pada ekstraksi RNA 

dengan metode Trizole dan pengaruh terhadap kemurnian RNA”. 

Media Kedokteran Hewan, 31(1), 33–44. 

https://doi.org/10.20473/MKH.V31I1.2020.33-44  

https://doi.org/10.1007/BF00027508/METRICS
https://doi.org/10.1105/TPC.110.082156
https://doi.org/10.1186/S13059-020-02134-9/FIGURES/6
https://doi.org/10.1186/S43141-021-00143-0
https://doi.org/10.47836/PJTAS.44.2.03
https://doi.org/10.15835/NSB10310307
https://doi.org/10.20473/MKH.V31I1.2020.33-44


 

66 
 

 
 

Signal, B., & Kahlke, T. (2021). “Borf: Improved ORF prediction in de-

novo assembled transcriptome annotation”. BioRxiv, 

2021.04.12.439551. https://doi.org/10.1101/2021.04.12.439551  

Šlajcherová, K., Fišerová, J., Fischer, L., & Schwarzerová, K. (2012a). 

“Multiple actin Isotypes in plants: diverse genes for diverse roles” 

Influence of the primary structure of enzymes on the formation of 

CaCO 3 polymorphs: A comparison of plant (Canavalia ensiformis) 

and bacterial (Bacillus pasteurii) ureases”. Langmuir, 21(19), 8876–

8882. 

https://doi.org/10.1021/LA051129V/ASSET/IMAGES/MEDIUM/LA

051129VN00001.GIF  

Song, D., Xi, W., Shen, J., Bi, T., & Li, L. (2011). “Characterization of the 

plasma membrane proteins and receptor-like kinases associated 

with secondary vascular differentiation in poplar”. Plant Molecular 

Biology, 76(1–2), 97–115. https://doi.org/10.1007/S11103-011-

9771-3/FIGURES/7  

Stam, R., Nosenko, T., Hörger, A. C., Stephan, W., Seidel, M., Kuhn, J. 

M. M., Haberer, G., & Tellier, A. (2019). “The de novo reference 

genome and transcriptome assemblies of the wild tomato species 

Solanum chilense highlights birth and death of NLR genes between 

tomato species”. G3 Genes|Genomes|Genetics, 9(12), 3933–3941. 

https://doi.org/10.1534/G3.119.400529  

Sudheesh, S., Sawbridge, T. I., Cogan, N. O. I., Kennedy, P., Forster, J. 

W., & Kaur, S. (2015). “De novo assembly and characterisation of 

the field pea transcriptome using RNA-Seq”.  BMC Genomics, 

16(1), 1–15. https://doi.org/10.1186/S12864-015-1815-

7/FIGURES/6  

Tamura, K., Stecher, G., & Kumar, S. (2021). “MEGA11: Molecular 

evolutionary genetics Analysis Version 11”. Molecular Biology and 

Evolution, 38(7), 3022–3027. 

https://doi.org/10.1093/MOLBEV/MSAB120  

https://doi.org/10.1101/2021.04.12.439551
https://doi.org/10.1021/LA051129V/ASSET/IMAGES/MEDIUM/LA051129VN00001.GIF
https://doi.org/10.1021/LA051129V/ASSET/IMAGES/MEDIUM/LA051129VN00001.GIF
https://doi.org/10.1007/S11103-011-9771-3/FIGURES/7
https://doi.org/10.1007/S11103-011-9771-3/FIGURES/7
https://doi.org/10.1534/G3.119.400529
https://doi.org/10.1186/S12864-015-1815-7/FIGURES/6
https://doi.org/10.1186/S12864-015-1815-7/FIGURES/6
https://doi.org/10.1093/MOLBEV/MSAB120


 

67 
 

 
 

Tang, X., Zhang, N., Si, H., & Calderón-Urrea, A. (2017). “Selection and 

validation of reference genes for RT-qPCR analysis in potato under 

abiotic stress”. Plant Methods, 13(1), 1–8. 

https://doi.org/10.1186/S13007-017-0238-7/TABLES/2  

Tian, Y., Chu, Z., Wang, L., Wang, H., Yuan, X., Wu, S., & Yang, Y. 

(2022). “Evaluation and validation of reference genes in Cymbidium 

Faberi for real-time Quantitative PCR”. BioTechniques, 73(4), 171–

181. https://doi.org/10.2144/BTN-2022-0025  

Trapnell, C., Williams, B. A., Pertea, G., Mortazavi, A., Kwan, G., Van 

Baren, M. J., Salzberg, S. L., Wold, B. J., & Pachter, L. (2010). 

“Transcript assembly and abundance estimation from RNA-Seq 

reveals thousands of new transcripts and switching among 

isoforms”. Nature Biotechnology, 28(5), 511. 

https://doi.org/10.1038/NBT.1621  

Udvardi, M. K., Czechowski, T., & Scheible, W. R. (2008). “Eleven golden 

rules of quantitative RT-PCR”. The Plant Cell, 20(7), 1736–1737. 

https://doi.org/10.1105/TPC.108.061143  

Uge, E., Yusnawan, E., Baliadi, Y., & Inayati, A. (2023). “Arthropods, 

pests, and diseases of jack bean (Canavalia Ensiformis) in upland 

and dry climate areas”. BIO Web of Conferences, 69. 

https://doi.org/10.1051/bioconf/20236904006  

Valke, D. (2007). “Bunga Canavalia ensiformis (kacang jack); habitat”. 

India. [Foto]. Flickr. https://www.flickr.com  (diakses September 

2024). CC BY-SA 2.0. 

Walker, J. E., Oliver, J. C., Stewart, A. M., Beh, S. T., Arce, R. A., Glass, 

M. J., Vargas, D. E., Qiji, S. H., Intorcia, A. J., Borja, C. I., Cline, M. 

P., Hemmingsen, S. J., Krupp, A. N., McHattie, R. D., Mariner, M. 

R., Lorenzini, I., Aslam, S., Tremblay, C., Beach, T. G., & Serrano, 

G. E. (2023). “Measuring Up: A Comparison of TapeStation 4200 

and Bioanalyzer 2100 as Measurement Tools for RNA Quality in 

Postmortem Human Brain Samples”. International journal of 

https://doi.org/10.1186/S13007-017-0238-7/TABLES/2
https://doi.org/10.2144/BTN-2022-0025
https://doi.org/10.1038/NBT.1621
https://doi.org/10.1105/TPC.108.061143
https://doi.org/10.1051/bioconf/20236904006
https://www.flickr.com/


 

68 
 

 
 

molecular sciences, 24(18), 13795. 

https://doi.org/10.3390/ijms241813795.  

Xu, D. L., Long, H., Liang, J. J., Zhang, J., Chen, X., Li, J. L., Pan, Z. F., 

Deng, G. B., & Yu, M. Q. (2012). “De novo assembly and 

characterization of the root transcriptome of Aegilops variabilis 

during an interaction with the cereal cyst nematode”. BMC 

Genomics, 13(1), 1–9. https://doi.org/10.1186/1471-2164-13-

133/FIGURES/4  

Yao, S., Peng, J., Hu, M., Zhou, Q., & Zhao, X. (2024). “Genome-wide 

profiling of the actin gene family and its implications for agronomic 

traits in Brassica napus: A bioinformatics study”. International 

Journal of Molecular Sciences, 25(19), 10752. 

https://doi.org/10.3390/IJMS251910752/S1  

Yin, P., Lan, B., Liu, X., Cui, Y., Wang, Y., & Xu, J. (2022). “Mobile 

messenger RNAs in grafts of Salix matsudana are associated with 

plant rooting”. Forests, 13(2), 354. 

https://doi.org/10.3390/F13020354/S1  

Yoder, K., Sarasin, A., Kraemer, K., McIlhatton, M., Bushman, F., & 

Fishel, R. (2006). “The DNA repair genes XPB and XPD defend 

cells from retroviral infection”. Proceedings of the National Academy 

of Sciences of the United States of America, 103(12), 4622–4627. 

https://doi.org/10.1073/PNAS.0509828103/SUPPL_FILE/09828FI

G10.PDF  

Yuan, G., Gao, H., & Yang, T. (2023). “Exploring the role of the plant actin 

cytoskeleton: From signaling to cellular functions”. International 

Journal of Molecular Sciences, 24(20), 15480. 

https://doi.org/10.3390/IJMS242015480/S1  

Zhang, L., Steward, R. A., Wheat, C. W., & Reed, R. D. (2021). “High-

quality genome assembly and comprehensive transcriptome of the 

painted lady butterfly Vanessa cardui”. Genome Biology and 

Evolution, 13(7). https://doi.org/10.1093/GBE/EVAB145  

https://doi.org/10.3390/ijms241813795
https://doi.org/10.1186/1471-2164-13-133/FIGURES/4
https://doi.org/10.1186/1471-2164-13-133/FIGURES/4
https://doi.org/10.3390/IJMS251910752/S1
https://doi.org/10.3390/F13020354/S1
https://doi.org/10.1073/PNAS.0509828103/SUPPL_FILE/09828FIG10.PDF
https://doi.org/10.1073/PNAS.0509828103/SUPPL_FILE/09828FIG10.PDF
https://doi.org/10.3390/IJMS242015480/S1
https://doi.org/10.1093/GBE/EVAB145


 

69 
 

 
 

Zheng, T., Chen, Z., Ju, Y., Zhang, H., Cai, M., Pan, H., & Zhang, Q. 

(2018). “Reference gene selection for qRT-PCR analysis of flower 

development in Lagerstroemia indica and L. speciosa”. PloS One, 

13(3). https://doi.org/10.1371/JOURNAL.PONE.0195004  

Zhuang, H., Fu, Y., He, W., Wang, L., & Wei, Y. (2015). “Selection of 

appropriate reference genes for quantitative real-time PCR in 

Oxytropis ochrocephala Bunge using transcriptome datasets under 

abiotic stress treatments”. Frontiers in Plant Science, 6(June), 

140364. https://doi.org/10.3389/FPLS.2015.00475/BIBTEX  

Zulaeha, S., Purwoko, D., Cartealy, I., Tajuddin, T., Karyanti, H., 

Khairiyah Balai, B., Bppt, G., Puspiptek, K., & Selatan, S. T. (2019). 

“Perbandingan tiga kit ekstraksi RNA untuk analisis transkriptomika 

pada kelapa sawit (Elaeis guineensis Jacq.)”. Jurnal Bioteknologi 

Dan Biosains Indonesia, 6(1), 118–129. 

https://doi.org/10.29122/JBBI.V6I1.3372  

 

 

 

 

 

 

 

 

 

 

 

https://doi.org/10.1371/JOURNAL.PONE.0195004
https://doi.org/10.3389/FPLS.2015.00475/BIBTEX
https://doi.org/10.29122/JBBI.V6I1.3372

