
Table S2. qRT-PCR Primer. 

GeneID Forward (5’ to 3’) 
TM(

℃) 
Reverse (5’ to 3’) 

TM(

℃) 

Amplic

ons 

length(b

p) 

LOC_Os03g50885(

Actin) 

CAACACCCCTGCTATG

TACG 

60 CATCACCAGAGTCCAA

CACAA 

60 92 

LOC_Os02g07160 
AGGAGACAGGCCAAC

CTTTT 

60.1 GAACTGTAGGGGCTTG

CTTG 

59.9 186 

LOC_Os03g29730 
AAAGTTGAGGCGGTG

GTATG 

60.1 ATTCTGGCCCTTTTCAG

GAT 

59.9 177 

LOC_Os03g29750 
CTGCTGGATACGGTGG

TTTT 

60 TTGGCCCATCATGTTGT

AGA 

60 218 

LOC_Os03g29760 
TGCTGTTGCAAGAAAT

GGAG 

60 GTGAGGTGTGTTGTCC

GTTG 

59.9 201 

LOC_Os03g29850 
GAGGGTAAGCTGAGC

AGCAC 

60.8 AAGACGGAGTGGAAG

CAGAG 

60 155 

LOC_Os04g41830 
ACCACAGCTCCTCGAA

GAAA 

60 CTGTTGGACCTCCAAT

TGCT 

60.1 168 

LOC_Os04g43200 
GGGCTTCAACGTGATT

GTTT 

60 TAAACCTTCCCTCGTTG

TCG 

60.1 173 

LOC_Os05g35690 
TCCACATGGACAAGCT

TACG 

59.7 GGTGGTCATGTTGGCG

TAG 

60 181 

LOC_Os06g02490 
TTGCCTGACACAATTT

CCAA 

60.1 TGTAATCGGCCATAGC

TTCC 

60.1 178 

LOC_Os07g29760 
GACCGACGTCAAGATG

CAG 

60.3 GTCGCACTCCGTCTTCT

TCT 

59.9 222 

LOC_Os08g10570 
GGAAGCAATCGAACA

AAGGA 

60.2 TGTTGCAATACCACCA

GCAT 

60 155 

LOC_Os10g30450 
AAGGAGCCCAAAGAG

GAGAC 

59.8 GCTGAGCTTGTCCTTG

AGGT 

59.6 195 

LOC_Os12g27770 
ATGGGCACATTGACTC

ATCA 

59.9 CTCACGCTCCCTTTCTT

CAC 

60 173 

LOC_Os12g27840 
GCGGAATCGAAGGAG

AAGTA 

59.4 CATCGTGATTCCCCAT

CTGT 

60.7 205 

LOC_Os12g28015 
AGATCCGACGGGAGG

AAG 

60.2 ATTTGCTGGCAAACAA

AAGG 

60.1 187 

LOC_Os12g28065 
CGATGGTCAGCTCCTT

CTTC 

60 TGCGATGAACAATACG

TGCT 

59.3 210 

LOC_Os12g28090 
GAAGAAGGAGCTGAC

CATCG 

60 TCACCATCATCCACCA

GAGA 

60 204 

LOC_Os12g28100 
ACTGCTCAAGCTACCC

CTGA 

60 GGTGCTCGATGCCAAT

AAGT 

60.1 208 



LOC_Os12g28250 
GGTTTCCAGTTCGTCG

GTTA 

60 CATTGTGAGCTTGTCG

CACT 

60 175 

LOC_Os12g28270 
GTTGGGGTTTGCTCCA

ATTA 

59.8 AGAATGAGCAGCCAGC

AAAT 

60 166 

LOC_Os12g28590 
AGGAAGAGAGACACG

GACGA 

60 CATATATCCGCCCCAT

TTTG 

60 154 

LOC_Os12g28750 
GTACACGGTGGACGTG

ATGA 

60.5 TGGTGTACTCGAAGGA

GACG 

58.9 209 

LOC_Os12g29290 
CTGCCCAATGTTGACA

TCAC 

60 ACATTGGGCAGGCACT

AATC 

60.1 188 

LOC_Os12g29350 
CAAGGACCTCCATTTC

CTCA 

60 CCATTGCTGAAGATGT

GTGG 

60.2 215 

LOC_Os12g29480 
AGGAAGACGACAACG

ACCAC 

60.2 GACCACGTCCACCACC

TC 

59.9 194 

 


