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Supplemental Table S3: List of oligos and probes used in this study 

Oligo Name 
Oligo ID Oligo sequence (5’ –  3’) Purpose Reference   

PolIV_miR-s I 
330 agcaggagattcagtttga 

amiR:NRPD1 
construct 

This study 

PolIV_miR-a II 
331 tgatgtccaagagtaacactatactgctgctgctacagcc   

amiR:NRPD1 
construct 

This study 

PolIV_miR*s III  
332 

ctatgtcgaagtgtaacactatattcctgctgctaggctg 
amiR:NRPD1 

construct 
This study 

PolIV_miR*a IV 
333 aatatagtgttacacttcgacatagagaggcaaaagtgaa 

amiR:NRPD1 
construct 

This study 

OsNRPD1b_CDS_Fwd 
1859 atggaggagccaagtcttgaggtgaaaatgcctgaagc 

OsNRPD1b 
complementation 

construct 
This study 

OsNRPD1b_CDS_Rev 
1860 ctacaactgatgtggccgaattgctctattagatagtatcttc 

OsNRPD1b 
complementation 

construct 
This study 

OsNRPD1b_miRRES_F 
2665 cgggttactttgtccaggagtaaacttcaccgtaac 

OsNRPD1b 
complementation 

construct 
This study 

OsNRPD1b_miRRES_R 
2666 gttacggtgaagtttactcctggacaaagtaacccg 

OsNRPD1b 
complementation 

construct 
This study 

OsNRPD1b_Prom_F 
2191 gagagtaaccaacacagaaacaggtgggccttg 

OsNRPD1b 
complementation 

construct 
This study 

OsNRPD1_Prom_R 
2185 

cctgaacaataaacacgactagaaaacattaacatacatac
aagtacc 

OsNRPD1b 
complementation 

construct 
This study 

qPCR_NRPD1a&b 
_F 

1769 ttgcaagtattgctcaaaggatgg 
RT-qPCR and RT-

PCR 
This study 

qPCR_NRPD1a&b 
_R 

1770 ccaccagcaacttctgcgataattg RT-PCR This study 

qPCR_NRPD1b_R 
3623 ccccaccagcaacttctgcg RT-qPCR This study 

qPCR_NRPD1a_R 
3622 cttggacttatgtgccaccccg RT-qPCR This study 

Tos17_TP_RT_F 
2061 caccaggtgtggaagctccac 

RT-qPCR and RT-
PCR 

(Nosaka et al. 2012) 

Tos17_TP_RT_F 
2062 taccactgagctgaagcgtgc 

RT-qPCR and RT-
PCR 

(Nosaka et al. 2012) 

HygR_F 
415 aaagcctgaactcaccgc 

RT-PCR and 
Southern probe 

This study 

HygR_R 
416 ggtttccactatcggcga 

RT-PCR and 
Southern probe 

This study 

BlpR_F 
340 tcaaatctcggtgacgggcag RT-PCR This study 

BlpR_R 
341 atgagcccagaacgacgc RT-PCR This study 
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OsActin1_F 
1786 gctatgtacgtcgccatccagg 

RT-qPCR and RT-
PCR 

This study 

OsActin1_R 
1787 tgagatcacgcccagcaagg 

RT-qPCR and RT-
PCR 

This study 

rRNA S7A and S7B 
(Region marked as 1) 

3478 
and 
3479 

tgttttggtcagggtcacgacaatgatcct 
and 

gcggtctgttttggtcagggtcacg 
mRNA northern (Hang et al. 2018) 

rRNA p23 
(Region marked as 2) 

3476 gctgctcatacgctacgcagccac mRNA northern (Hang et al. 2018) 

rRNA p42 
(Region marked as 3) 

3480 gcctcgcgcgcgagcgctcggcgggcaggggtga mRNA northern (Hang et al. 2018) 

rRNA p22 
(Region marked as 4) 

3477 ctgtcgtcttccgagagcatct mRNA northern (Hang et al. 2018) 

rRNA p4 
(Region marked as 5) 

 
3481 cgtgtggatttaactcgtggtatc mRNA northern (Hang et al. 2018) 

SB_probe_Ubi_P_F 
2282 ctgcagtgcagcgtgacccggtcg Southern probe This study 

SB_probe_Ubi_P_R 
2283 ctgcagaagtaacaccaaacaacag Southern probe This study 

SB_probe_LINE-1_F 
2344 tctctggacgagcctgttccaa Southern probe (Cui et al. 2013) 

SB_probe_LINE-1_R 
2345 ggctaagtcgtcagttgaatgc Southern probe (Cui et al. 2013) 

Linear_UBCE2_F 
2943 ccttcggagacaccttttgaagg ECC DNA analyses This study 

Linear_UBCE2_R 
2944 gtacgcagagaaggcaatgcag ECC DNA analyses This study 

Linear_Tos17_F 
2229 gctacccgttcttggactat ECC DNA analyses This study 

Linear_Tos17_R 
2230 ctgaaatcggagcactgaca ECC DNA analyses This study 

Circular_Tos17_F 
2955 aactcgagagcatcatcggttaca ECC DNA analyses 

(Lanciano et al. 
2017) 

Circular_Tos17_R 
2966 cattagctgtatgaacggtggcac ECC DNA analyses 

(Lanciano et al. 
2017) 

Circular_PopRice_F 
2953 acaaactgctgtcctaactgtcct ECC DNA analyses 

(Lanciano et al. 
2017) 

Circular_PopRice_R 
2954 gcagctataaatatgtatccaatcct ECC DNA analyses 

(Lanciano et al. 
2017) 

Linear_PopRice_F 
2951 gttatttcctgctgctcgtcgac ECC DNA analyses 

(Lanciano et al. 
2017) 

Linear_PopRice_R 
2952 gtcgccgagaagatcctccatc ECC DNA analyses 

(Lanciano et al. 
2017) 

miRNA168 
32 gtcgccgagaagatcctccatc sRNA northern This study 

U6_probes 
13 and 

14 

ggccatgctaatcttctctgtatcgtt  
and 

ccaattttatcggatgtccccgaagggac 
sRNA northern This study 
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amiR_PolIV_probe 
1697 atgtccaagagtaacactata sRNA northern This study 

miRNA444 
245 aagcttgaggcagcaactgca sRNA northern This study 

miRNA156 
3094 gtgctcactctcttctgtcaa sRNA northern This study 

MITE siRNA 
3430 ggtcccacctgtcatacacacact sRNA northern This study 

Tos17 siRNA 
2091 ggcctctacatccaaccggatat sRNA northern This study 

miRNA815 
3345 cccaatctcctcaatcccctt sRNA northern (Zhang et al. 2016) 

miRNA397 
511 ggttcatcaacgctgcactcaa sRNA northern (Swetha et al. 2018) 

miRNA820 
3343 cctggtccatccacgaggccga sRNA northern (Nosaka et al. 2012) 

CACTA siRNA 
2086 acgttcaatacaatctcggcgcgt sRNA northern This study 

OsPolIV suppressed 
locus1 

3318 gctgacagaaagagaagtgagc sRNA northern This study 

OsPolIV suppressed 
locus2 

3319 tatagtgttactcttggactt sRNA northern This study 

miRNA845 
3344 ccgacaattggtatcagagca sRNA northern This study 

Simplehat 
3676 tgggttacccattttgacaccccta sRNA northern (Mosher et al. 2009) 

AtRep2 
3677 gcgggacgggtttggcaggacgttacttaat sRNA northern (Mosher et al. 2009) 

miR158 
3620 tgctttgtctacatttggga sRNA northern This study 

AtPolIV suppressed 
locus 1 

3736 atttgtctaccgcatcattcatt sRNA northern This study 
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