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Domestic rice (Oryza sativa L.) is one in all the foremost vital 

cereal crops, feeding an outsized variety of worldwide populations. 

Alongside numerous high-throughput order sequencing comes, rice 

genetics has been creating nice headway toward direct field 

applications of basic analysis advances in understanding the 

molecular mechanisms of science traits and utilizing various 

germplasm resources. Here, we tend to in short review its 

achievements over the past twenty years and gift the potential for its 

bright future. High-quality order assemblies provide unexampled 

info and insights into genetics, evolution, and biology of rice, even 

once there have been solely two species with order sequences out 

there for comparative analysis – mouse-ear cress and O. sativa. The 

primary quandary that has to be resolved is wherever to position TEs, 

within or outside a sequence, as each plant genomes have sizable 

quantity of TE-related contents. Distinct rules apply regarding 

however genes and genomes ar organized differentially between 

angiosperms and vertebrates, whose collinearity has been appreciated 

by comparative genomicists. It seems that the 2 major lineages of the 

animal and plant kingdoms divergently created their distinct 

selections abundant earlier in evolution, maybe since the birth of 

their living thing ancestors [1].  

However, it's not nevertheless been resolved that lower 

lineages share identical genomic parameters (such as 

desoxyribonucleic acid size limits and magnitude relation of genetic 

vs. intergenic spaces) with the upper lineages inside the dominion of 

living thing eukaryotes. what is more, the members of such a 

kingdom ar nevertheless to be firmly classified phylogenetically, and 

therefore the decisive cellular mechanisms– ribonucleic acid junction 

machineries–ar rather varied, with some even cryptic among those 

organisms [2]. Insertions and dynamics of TEs don't seem to be 

solely relevant to the history of connected genes and their practical 

regulation inside slender taxonomical teams however additionally 

play important roles in order evolution among higher taxonomical 

teams, like the magnitude relation of the long terminal repeat (LTR). 

 

 

 

 

 

 

 

 

The second quandary is said to the accelerated mutation mechanisms; 

during this case, transcript-centric positive gigahertz gradients become 

obvious within the genomes of liliopsid family. The gradients in 

gigahertz content on the direction of transcription don't seem to be 

universal, that is shared by solely the family Graminaceae of plants and 

homoiothermic vertebrates. The third quandary has got to do with 

condition and ancient whole order duplication (WGD) events of plant 

genomes. Again, this quandary is additionally shared between 

angiosperms and vertebrates, wherever condition is current among 

lower vertebrate and spermatophyte lineages however abandoned by 

higher vertebrates, as well as reptiles, birds, and mammals [3]. 

References 

1. Jeon J, An G. (2001). Gene tagging in rice. A high throughput system 

for functional genomics. Plant Sci., 161, 211-219. 

2. Freeling, M. (2001). Grasses as a single genetic system: 

Reassessment. Plant Physiol., 15, 1191-1197. 

3. Yu J, Hu S, Wang, Wong GKS, Li S. (2002). A draft sequence of rice 

genome (Oryza sativa L. sp. japonica). Science, 296, 92-100 
 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 
*Corresponding author: Zeba Feroz,   Department of Applied Bioscience, Konkuk 

University, South Korea; Email: ferozzeba@gmail.com 

Received May 02, 2021; Accepted May 16, 2021; Published March 25, 2021. 

 
Citation: Feroz Z (2021) A short note on rice genomics. J Rice Res 9: 254. 

Copyright: © 2021 Feroz Z. This is an open-access article distributed under the 

terms of the Creative Commons Attribution License, which permits unrestricted 

use, distribution, and reproduction in any medium, provided the original author and 

source are credited. 
 

 

 

 
 
 
 
 
 
 

 
 
 
 
 

 
 
Rice Res, an open access journal 
ISSN: 2375-4338 

 
 

 
 
 
 
 
 
 
 
 
 
 
 
 
 

                                        volume 9 • Issue 5 • 1000244 
 
 
 

Short Communication Open Access 

 
 
 
 
 
 
 

 
ISSN: 2375-4338 

s
 

doi:%2010.1016/s0168-9452(01)00414-9
doi:%2010.1016/s0168-9452(01)00414-9
doi:%2010.1104/pp.125.3.1191.
doi:%2010.1104/pp.125.3.1191.
doi:%2010.1126/science.1068037
doi:%2010.1126/science.1068037

