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The increasing frequency and severity of High Nighttime
Temperature (HNT) threatens to damage rice quality by in-
ducing the chalky grain phenotype. To better understand the
roles that small RNAs (sRNAs) play in HNT-induced chalki-
ness in rice, we sequenced sRNA libraries from the R6-stage
caryopses samples and flag leaves of 8 rice genotypes differ-
ing in their HNT-induced chalkiness (low chalky [LC] or high
chalky [HC]) under Control Nighttime Temperature (CNT)
and HNT conditions. These efforts allowed us to deposit
84 high-quality sRNA libraries for 8 varieties. Additionally,
high-quality degradome libraries were generated for the
caryopses and flag leaves of the Cypress variety under both
CNT and HNT conditions. Our sRNA sequencing data is likely
to be useful in detecting potential relationships between
SRNA regulation and the HNT-induced chalky phenotype,
while the degradome sequencing data will be useful in iden-
tifying SRNA targets relevant to the tissues and conditions
analysed. Both the sRNA and degradome sequencing libraries
have been deposited in the Sequence Read Archive, so they
can be further analysed in future studies investigating the
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importance of HNT-altered sRNAs not only on grain quality,
but also for many other important agronomic traits.

© 2026 The Author(s). Published by Elsevier Inc.

This is an open access article under the CC BY-NC license
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Specifications Table

Subject Biology
Specific subject area Plant abiotic stress and specifically high nighttime temperature stress
Type of data Small RNA-seq from caryopses and flag leaves of 8 rice varieties both under control

nighttime temperature stress (CNT) and high nighttime temperature stress. The 8 rice
varieties used differed in their chalkiness (low chalky or high chalky) under high
nighttime temperature stress. Similarly, degradome-seq data from caryopses and flag
leaves of Cyp variety exposed to CNT and HNT conditions was generated.

Data collection Total RNA was extracted using TRIzol reagent. Small RNA Libraries were prepared

according to TruSeq® Small RNA Sample Preparation Guide and sequenced using
Illumina Novaseq™ 6000 platform.

Degradome Libraries were prepared using poly(A) RNA. An RNA adaptor containing
EcoP15I recognition site was ligated to uncapped 5’ phosphate containing mRNA
fragments. Reverse transcription was performed on the ligated product using an
oligo(dT)-tailed adapter (RT-primer) and then amplified the product using 5 PCR cycles.
The dsDNA was digested using EcoP15I restriction enzyme, and a 3’ds-DNA adapter
was ligated to the digested DNA. Finally, 10 cycle PCR was used and sequenced.

Data source location Seeds were obtained from Genetic Stocks Oryza and cultivated in growth chambers at

the University of Arkansas, Fayetteville.

Data accessibility Repository name: Sequence Read Archive (SRA)

Data identification number: PRINA1372752
Direct URL to data: https://www.ncbi.nlm.nih.gov/bioproject/PRJNA1372752

Related research article Payne, D., Li, YE, Ng, P]., Govindan, G., Thomas, J., Kumar, A., Rohila, JS., Pereira, A. and

Sunkar, R (2026). High Nighttime Temperature (HNT)-Responsive MicroRNA profiles in
Developing Caryopses and Flag Leaves of 13 Rice Varieties, Plant Stress, 20, 101,320.
doi.org/10.1016/j.stress.2026.101320

1. Value of the Data

This dataset provides high-quality small RNA sequencing data for rice caryopses and flag
leaves under Control Nighttime Temperature (CNT) and High Nighttime Temperature (HNT)
for eight genotypes. These lines differed in their chalkiness (some are low chalky [LC]
whereas others are high chalky [HC] lines) under HNT.

The dataset allows the analyses and exploration of the small RNA profiles from eight rice
varieties in two specific tissues (caryopses and flag leaves) under CNT and HNT. Most impor-
tantly, how microRNA and other small RNA profiles are affected by HNT in rice genotypes.
This allows for identifying small RNA regulation patterns associated with either the LC or HC
phenotype under HNT.

This dataset also includes four high quality degradome libraries for the caryopses and flag
leaves of Cypress variety under CNT and HNT conditions.

The degradome libraries will aid in identification and validation of known and novel small
RNA targets in rice caryopses and flag leaves under CNT and HNT conditions.

The small RNA and degradome sequencing files are deposited in Sequence Read Archive for
use in future analyses.

2. Background

Increasing global temperatures threaten to decrease the yield and quality of Oryza sativa. The

increasing incidence and severity of high temperatures, in particular, negatively affects grain
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quality by inducing the chalky phenotype, which primarily results from impairments in the
grain filling process. Rice varieties vary in their susceptibility to HNT-induced chalkiness and
can therefore be classified as low-chalkiness (LC) or high-chalkiness (HC) genotypes. While tran-
scriptomic and metabolomic factors associated with the HNT-induced chalky phenotypes have
been frequently investigated, the involvement of small RNAs remains a relatively unexplored
field. In this report, we describe small RNA datasets generated for 8 rice varieties exposed to
HNT [1]. We have previously investigated small RNAs especially miRNA responses in rice vari-
eties under High Daytime Temperature (HDT) [2]. The HNT effects are notably different from
HDT and more detrimental to rice yield and quality [3-7]. We profiled small RNAs under CNT
and HNT conditions for both the R6-stage caryopsis and flag leaf samples from several LC and
HC rice varieties. We selected two important tissues (caryopses and flag leaves) that are relevant
for examining HNT-induced chalkiness. The caryopses are the site of grain filling, and the flag
leaf serves as the primary source of sucrose that is used for starch biosynthesis during grain
filling in the caryopses.

Additionally, for identifying sRNA targets, we sequenced four high quality degradome libraries
from both tissues under CNT and HNT conditions for the Cypress (Cyp) variety. Overall, the data
is useful for identifying common (conserved) or different (non conserved geneotype-specific, if
any) small RNAs and their regulatory patterns among these genotypes that differ in HNT-induced
chalkiness. Additionally, the data is useful for identifying genotype, tissue, or stress-specific sR-
NAs that may affect other agronomic traits in rice. The degradome data is also useful for identi-
fying any additional sRNA targets that may occur in a tissue- and condition-specific manner.

3. Data description
3.1. Sequencing of small RNA libraries

Small RNA-seq files for the flag leaves were generated for thirteen rice varieties [Cypress
(Cyp), Kaybonnet (Kay), LaGrue (Lag), Roy] (Roy), Starbonnet (Sta), Wells (Wel), Bengal (Ben),
Nipponbare (NB), GSOR 311,258 (258), GSOR 310,080 (080), GSOR 310,039 (039), GSOR 310,045
(045) and GSOR 310,337 (337)]. These varieties differed in their HNT-induced grain chalky phe-
notype, i.e. seven LC varieties (Cyp, Kay, Roy, Sta, Ben, 045, and 080) and six HC varieties (Lag,
Wel, NB, 039, 258, and 337). For caryopses samples, except for Ben, NB, and 080, the remain-
ing ten genotypes were sequenced. For each tissue of each variety, three replicates were used
for both CNT and HNT treatments. However, sRNA libraries from five genotypes (258, 080, 039,
045, and 337) could not pass the qualitative analyses of typical sRNA libraries. This was largely
due to low quality of the isolated RNA, which in turn was due to high sugar accumulation in
these tissues which interferes with the isolations and drastically decreases the overall RNA qual-
ity. Though the sRNA libraries from five genotypes (258, 080, 039, 045, and 337) were also se-
quenced but because of their suboptimal quality, they were not deposited for public use. There-
fore, a total of 48 small RNA-seq libraries for the flag leaves (from 8 genotypes - Cyp, Kay, Lag,
Roy, Sta, Wel, Ben and NB) and 36 small RNA-seq libraries for the caryopses (from 6 genotypes -
Cyp, Kay, Lag, Roy, Sta, and Wel) [Table 1, Fig. 1] were deposited as fastq files in Sequence Read
Archive with the BioProject ID PRJNA1372752 for further analyses.

Principal component analysis (PCA) of the small RNA libraries showed generally good clus-
tering by genotype, although some overlap was observed, particularly among flag leaf samples
(Fig. 1). In the caryopsis tissue, PC1 separated Kay from the other varieties, whereas in the flag
leaves, PC1 separated Ben and NB from the remaining varieties.

Beyond the miRNA profiles as we reported recently [1], these large scale small RNA libraries
from caryopses and flag leaves for eight rice varieties under two conditions (CNT and HNT), are a
valuable resource for identifying additional classes of regulatory sRNAs, including phasiRNAs, ta-
siRNAs, and heterochromatic-siRNAs, identifying PHAS loci and phasing patterns, characterizing
tissue- and stress-responsive sSRNA populations, and integrating with degradome and RNA-seq
data to define biologically active sRNA-target regulatory modules.
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Table 1
Summary of sRNA-seq libraries [1].
Tissue Variety Condition Average depth of Average % of Average % of
cleaned libraries reads aligned reads aligned
to genome to miRNAs
Caryopsis Cyp CNT 10,858,364 91.65 1.90
HNT 10,999,216 90.61 2.62
Kay CNT 6533,348 88.90 331
HNT 7593,632 91.03 2.87
Lag CNT 8236,848 91.65 2.05
HNT 10,683,774 91.24 3.10
Roy CNT 25,890,174 90.07 3.16
HNT 16,315,728 90.94 342
Sta CNT 8640,327 93.21 2.69
HNT 9551,475 92.08 2.69
Wel CNT 12,099,061 90.58 4.62
HNT 17,623,780 89.30 222
Flag leaf Ben CNT 6830,749 92.63 17.61
HNT 5023,695 89.31 7.46
Cyp CNT 12,316,713 89.44 8.11
HNT 10,300,646 86.96 6.36
Kay CNT 9656,711 93.33 6.89
HNT 10,212,125 93.61 6.48
Lag CNT 11,038,340 92.00 6.53
HNT 11,955,567 93.06 10.53
NB CNT 6995,464 93.60 13.60
HNT 8618,816 90.73 943
Roy CNT 8827,387 92.21 8.60
HNT 9862,260 93.07 1111
Sta CNT 10,620,182 93.19 11.66
HNT 8955,612 92.48 5.53
Wel CNT 15,342,481 91.35 7.85
HNT 9897,362 92.94 7.52
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Fig. 1. PCA plots for sRNA-seq libraries of the rice (A) caryopses and (B) flag leaf tissues.

3.2. Sequencing degradome libraries

A total of four degradome libraries (one each from caryopses and flag leaves collected from
CNT and HNT conditions) were generated for the Cyp variety [1] [Table 2]. The sequencing
depth highly varied between these two tissues. The sequenced caryopses degradome libraries
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Table 2
Summary of degradome libraries generated for Cyp Variety [1].
Tissue Condition Average depth of Average % of reads aligned to
cleaned libraries transcriptome
Caryopsis CNT 25,883,338 83.14%
HNT 26,317,769 75.85%
Flag leaf CNT 168,713,978 87.96%
HNT 158,219,309 86.64%

yielded approximately 25 million reads whereas the flag leaves libraries depth was almost six-
fold greater. These differences could be attributed to the quality of RNA isolations, since the
high sugar accumulation in the caryopses tend to interfere with high quality isolations, which is
critical for poly(A) RNA isolation. While conventional degradome sequencing [8] typically yields
20-nt long reads for mapping on to the target mRNAs, the method [9] used here yields slightly
longer reads (25-27-nt long), enabling better alignment to the individual mRNAs, which in turn
decreases the incidences of multi-mapping to gene family members. These files are available as
fastq files in Sequence Read Archive with the BioProject ID PRJNA1372752 for further analyses.

Apart from validating miRNA targets, degradome libraries could be used for many other ap-
plications. For example, in identifying novel SRNA and phasiRNA targets including miRNA-guided
trigger sites on phasiRNA precursors for initiating the phasiRNA biogenesis, and in determining
tissue and condition-specific targeting. More recently, degradome data has also been used to in-
vestigate the RNA turnover and endonucleolytic cleavages analyses across transcripts etc [10].
Thus, degradome libraries generated from R6-stage caryopses and flag leaves under CNT and
HNT conditions could be used in multiple analyses.

4. Experimental Design, Materials and Methods
4.1. Experimental conditions for growing rice varieties

A panel of 13 accessions consisting of Wel, Lag, Cyp, Roy, Sta, Kay, NB, Ben, 039, 045, 080,
258, and 337 were used for generating these datasets, but the quality of the datasets from the
later five genotypes was extremely poor for any type of analyses, thus could not be deposited.
These genotypes were grown in the greenhouse under controlled conditions [(30 °C Day/22.2 °C
nighttime temperatures, 13/11-h light/dark photoperiod with 800-1000 pmol Photosynthetically
Active Radiation (PAR) m? s~ and 60-65% Relative Humidity (RH)]. A total of 30 seeds per va-
riety were germinated in plastic pots with a 3:1 mixture of Sun Gro potting mix and field soil.
The 2-week-old seedlings were transplanted into larger pots and grown in the greenhouse un-
der controlled conditions for up to 5 days after flowering which coincides with R5-6 stage of
reproductive development. A completely randomized design (CRD) was used with three biologi-
cal replicates, each consisting of a single plant in a pot, and fertilized as per local rice growing
recommendations for vegetative growth. To ensure environmental consistency during the treat-
ments, HOBO® data loggers (Onset HOBO®, Cape Cod, MA, USA) were installed in each chamber
to monitor the control and treatment temperature regimes continuously throughout the experi-
mental period.

4.2. High nighttime temperature (HNT) stress treatment

At the R5-6 stage, the pots which were tagged for HNT stress, were transferred to growth
chamber to impose HNT stress treatment. For the HNT treatment, the plants were subjected to
a day/night temperature cycle of 30 °C during the day (13 h; 7:00 am to 8:00 pm) and 28 °C
at night (11 h; 8:00 pm to 7:00 am), mimicking elevated nighttime conditions. In contrast, the
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control treatment maintained a day/night regime of 30 °C/22.2 °C to simulate optimal nighttime
temperatures. At the R6-stage (approximately 10 days after flowering), the control (CNT) and
HNT-exposed caryopses samples as well as flag leaves were collected, immediately frozen in
liquid nitrogen, and stored at —80 °C until total RNA was isolated.

4.3. Small RNA sequencing

Total RNA was extracted from all these samples using TRIzol reagent (Invitrogen, Carlsbad,
CA, USA) according to the manufacturer’s protocol. The quality and quantity of total RNA were
analysed using Agilent Bioanalyzer 2100 and Nanodrop ND-1000. Small RNA Libraries were pre-
pared according to TruSeq® Small RNA Sample Preparation Guide (Illumina) as described pre-
viously [8,11] and sequenced using Illumina Novaseq™ 6000 platform. The quality of each raw
fastq sRNA-seq library was examined using fastqc [12], and trimmomatic [13] was used to re-
move adapters, low quality reads, and the reads which were shorter than 18 nt. Three repli-
cate libraries for each variety grown under CNT or HNT conditions were generated for sRNA-
sequencing [Table 3].

Sequence alignments were carried out using the Bowtie [14] bioinformatic software, allowing
for 1 mismatch to the rice genome (obtained from http://rice.uga.edu/downloads.shtml) or to
primary miRNA sequences (obtained from miRBase [15]). In the latter case, the -norc option was
used. ShortStack [16] was used with the default settings on all good quality sRNA-seq libraries
to perform sRNA clustering and to obtain read counts for each cluster in all samples. In DESeq2
[17], the sRNA clusters were filtered for those with at least ten sRNA reads in at least a third
of the samples. Afterwards, the PCA values were determined using the plotPCA command, and
ggplot2 [18] was used to create the visualizations.

4.4. Degradome sequencing

Degradome libraries from the caryopses and flag leaves of the Cyp variety were prepared ac-
cording to our published protocol [9] [Table 4]. Briefly, total RNA was isolated from plant tissues
and poly(A) RNA was enriched. An RNA adaptor containing the EcoP15I recognition site (5'-GUU
CAG AGU UCU ACA GUC CGA UCAGCAGC 3’) was ligated to the poly(A) RNA with 5 monophos-
phate (indicative of miRNA/siRNA guided Argonaute-mediated cleavage), and reverse transcrip-
tion was performed using an oligo(dT)-tailed adapter (RT-primer). Next, 5 cycle PCR was used
to amplify the RT-PCR product. This dsDNA was digested using EcoP15I and then ligated to a
ds-DNA adapter. The ligated product was PCR-amplified using 10 cycles, which were sequenced.
Alignments to the rice transcriptome (obtained from http://rice.uga.edu/downloads.shtml) were
performed using Bowtie [14] with the -norc option enabled and one mismatch allowed.

Limitations

While sRNA-seq libraries were generated for additional rice varieties (GSOR 311,258, GSOR
310,080, GSOR 310,039, GSOR 310,045 and GSOR 310,337), the quality of these sRNA libraries
was extremely poor. Therefore, we did not deposit them for public use. The poor quality was
attributable to suboptimal RNA quality during RNA isolations, probably due to high sugar accu-
mulation in these tissue samples especially in these genotypes.

Several rice degradome libraries were reported previously for several other rice tissue types
such as seedlings and leaves as well as other tissues. Thus far no degradome libraries from
rice R6-stage caryopses samples were generated, which is one of the tissues that we used in
analysing the role of HNT-induced grain chalkiness in rice genotypes [1]. Generating extensive
number of degradome libraries from R6-stage caryopses and flag leaves for all genotypes used
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Table 3
List of sRNA-seq libraries deposited at Sequence Read Archive (PRJNA1372752) [1].
Run Biological Replicate Variety Library Name Tissue Treatment
SRR36277529 1 Cyp Cyp_C_sRNA_CNT_1 Caryposis CNT
SRR36277528 2 Cyp Cyp_C_sRNA_CNT_2 Caryposis CNT
SRR36277517 3 Cyp Cyp_C_sRNA_CNT_3 Caryposis CNT
SRR36277506 1 Cyp Cyp_C_sRNA_HNT_1 Caryposis HNT
SRR36277495 2 Cyp Cyp_C_sRNA_HNT_2 Caryposis HNT
SRR36277484 3 Cyp Cyp_C_sRNA_HNT_3 Caryposis HNT
SRR36277525 1 Kay Kay_C_sRNA_CNT_1 Caryposis CNT
SRR36277524 2 Kay Kay_C_sRNA_CNT_2 Caryposis CNT
SRR36277523 3 Kay Kay_C_sRNA_CNT_3 Caryposis CNT
SRR36277522 1 Kay Kay_C_sRNA_HNT_1 Caryposis HNT
SRR36277521 2 Kay Kay_C_sRNA_HNT_2 Caryposis HNT
SRR36277520 3 Kay Kay_C_sRNA_HNT_3 Caryposis HNT
SRR36277512 1 Lag Lag_C_sRNA_CNT_1 Caryposis CNT
SRR36277511 2 Lag Lag_C_sRNA_CNT_2 Caryposis CNT
SRR36277510 3 Lag Lag_C_sRNA_CNT_3 Caryposis CNT
SRR36277509 1 Lag Lag_C_sRNA_HNT_1 Caryposis HNT
SRR36277508 2 Lag Lag C_sRNA_HNT_2 Caryposis HNT
SRR36277507 3 Lag Lag_C_sRNA_HNT_3 Caryposis HNT
SRR36277499 1 Roy Roy_C_sRNA_CNT_1 Caryposis CNT
SRR36277498 2 Roy Roy_C_sRNA_CNT_2 Caryposis CNT
SRR36277497 3 Roy Roy_C_sRNA_CNT_3 Caryposis CNT
SRR36277496 1 Roy Roy_C_sRNA_HNT_1 Caryposis HNT
SRR36277494 2 Roy Roy_C_sRNA_HNT_2 Caryposis HNT
SRR36277493 3 Roy Roy_C_sRNA_HNT_3 Caryposis HNT
SRR36277486 1 Sta Sta_C_sRNA_CNT_1 Caryposis CNT
SRR36277485 2 Sta Sta_C_sRNA_CNT_2 Caryposis CNT
SRR36277483 3 Sta Sta_C_sRNA_CNT_3 Caryposis CNT
SRR36277482 1 Sta Sta_C_sRNA_HNT_1 Caryposis HNT
SRR36277481 2 Sta Sta_C_sRNA_HNT_2 Caryposis HNT
SRR36277480 3 Sta Sta_C_sRNA_HNT_3 Caryposis HNT
SRR36277472 1 Wel Wel_C_sRNA_CNT_1 Caryposis CNT
SRR36277471 2 Wel Wel_C_sRNA_CNT_2 Caryposis CNT
SRR36277470 3 Wel Wel_C_sRNA_CNT_3 Caryposis CNT
SRR36277469 1 Wel Wel_C_sRNA_HNT_1 Caryposis HNT
SRR36277468 2 Wel Wel_C_sRNA_HNT_2 Caryposis HNT
SRR36277467 3 Wel Wel_C_sRNA_HNT_3 Caryposis HNT
SRR36277459 1 Ben Ben_F_sRNA_CNT_1 Flag leaf CNT
SRR36277458 2 Ben Ben_F_sRNA_CNT_2 Flag leaf CNT
SRR36277457 3 Ben Ben_F_sRNA_CNT_3 Flag leaf CNT
SRR36277456 1 Ben Ben_F_sRNA_HNT_1 Flag leaf HNT
SRR36277455 2 Ben Ben_F_sRNA_HNT_2 Flag leaf HNT
SRR36277454 3 Ben Ben_F_sRNA_HNT_3 Flag leaf HNT
SRR36277473 1 Cyp Cyp_F_sRNA_CNT_1 Flag leaf CNT
SRR36277462 2 Cyp Cyp_F_sRNA_CNT_2 Flag leaf CNT
SRR36277451 3 Cyp Cyp_F_sRNA_CNT_3 Flag leaf CNT
SRR36277442 1 Cyp Cyp_F_sRNA_HNT_1 Flag leaf HNT
SRR36277527 2 Cyp Cyp_F_sRNA_HNT_2 Flag leaf HNT
SRR36277526 3 Cyp Cyp_F_sRNA_HNT_3 Flag leaf HNT
SRR36277519 1 Kay Kay_F_sRNA_CNT_1 Flag leaf CNT
SRR36277518 2 Kay Kay_F_sRNA_CNT_2 Flag leaf CNT
SRR36277516 3 Kay Kay_F_sRNA_CNT_3 Flag leaf CNT
SRR36277515 1 Kay Kay_F_sRNA_HNT_1 Flag leaf HNT
SRR36277514 2 Kay Kay_F_sRNA_HNT_2 Flag leaf HNT
SRR36277513 3 Kay Kay_F_sRNA_HNT_3 Flag leaf HNT
SRR36277505 1 Lag Lag_F_sRNA_CNT_1 Flag leaf CNT
SRR36277504 2 Lag Lag_F_sRNA_CNT_2 Flag leaf CNT
SRR36277503 3 Lag Lag_F_sRNA_CNT_3 Flag leaf CNT
SRR36277502 1 Lag Lag_F_sRNA_HNT_1 Flag leaf HNT
SRR36277501 2 Lag Lag_F_sRNA_HNT_2 Flag leaf HNT

(continued on next page)



8 D. Payne, Y. Li and J. Thomas et al./Data in Brief 66 (2026) 112812

Table 3 (continued)

Run Biological Replicate Variety Library Name Tissue Treatment
SRR36277500 3 Lag Lag F_sRNA_HNT_3 Flag leaf HNT
SRR36277453 1 NB NB_F_sRNA_CNT_1 Flag leaf CNT
SRR36277452 2 NB NB_F_sRNA_CNT_2 Flag leaf CNT
SRR36277450 3 NB NB_F_sRNA_CNT_3 Flag leaf CNT
SRR36277449 1 NB NB_F_sRNA_HNT_1 Flag leaf HNT
SRR36277448 2 NB NB_F_sRNA_HNT_2 Flag leaf HNT
SRR36277447 3 NB NB_F_sRNA_HNT_3 Flag leaf HNT
SRR36277492 1 Roy Roy_F_sRNA_CNT_1 Flag leaf CNT
SRR36277491 2 Roy Roy_F_sRNA_CNT_2 Flag leaf CNT
SRR36277490 3 Roy Roy_F_sRNA_CNT_3 Flag leaf CNT
SRR36277489 1 Roy Roy_F_sRNA_HNT_1 Flag leaf HNT
SRR36277488 2 Roy Roy_F_sRNA_HNT_2 Flag leaf HNT
SRR36277487 3 Roy Roy_F_sRNA_HNT_3 Flag leaf HNT
SRR36277479 1 Sta Sta_F_sRNA_CNT_1 Flag leaf CNT
SRR36277478 2 Sta Sta_F_sRNA_CNT_2 Flag leaf CNT
SRR36277477 3 Sta Sta_F_sRNA_CNT_3 Flag leaf CNT
SRR36277476 1 Sta Sta_F_sRNA_HNT_1 Flag leaf HNT
SRR36277475 2 Sta Sta_F_sRNA_HNT_2 Flag leaf HNT
SRR36277474 3 Sta Sta_F_sRNA_HNT_3 Flag leaf HNT
SRR36277466 1 Wel Wel_F_sRNA_CNT_1 Flag leaf CNT
SRR36277465 2 Wel Wel_F_sRNA_CNT_2 Flag leaf CNT
SRR36277464 3 Wel Wel_F_sRNA_CNT_3 Flag leaf CNT
SRR36277463 1 Wel Wel_F_sRNA_HNT_1 Flag leaf HNT
SRR36277461 2 Wel Wel_F_sRNA_HNT_2 Flag leaf HNT
SRR36277460 3 Wel Wel_F_sRNA_HNT_3 Flag leaf HNT
Table 4
List of degradome libraries deposited at sequence read archive (PRJNA1372752) [1].
Run Variety Library Name Tissue Treatment
SRR36277446 Cyp Cyp_C_deg_CNT Caryposis CNT
SRR36277445 Cyp Cyp_C_deg_HNT Caryposis HNT
SRR36277444 Cyp Cyp_F_deg_CNT Flag leaf CNT
SRR36277443 Cyp Cyp_F_deg_HNT Flag leaf HNT

in our study is exhaustive as well as cost-prohibitive for addressing our aim. The major objec-
tive of degradome libraries was to identify and validate miRNA targets specifically in R6-stage
caryopses and flag leaf tissues of rice, and as a representative of these tissue-specific degradome
libraries, we chose one genotype, i.e., Cyp grown under CNT and HNT conditions.
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