Table S2. Pyrosequencing validation of RNA-seq results of parental homoeolog
expression ratios (Nipponbare/9311) in the reciprocal hybrids (N9 and 9N) and
tetraploids (NN99 and 99NN) for 20 genes representative of the range of gene expression
levels in rice

N9 9N NN99 99NN
Pyro- RNA Pyro- RNA Pyro- RNA Pyro- RNA
Gene seq -seq  seq -seq  seq -Seq  seq - Seq

LOC_0Os03g10800 050 082 052 088 093 089 026 0.46
LOC_0Os02g44870 117 106 116 109 089 086 054 055
LOC_0Os02g45070 0.90 083 09 081 077 070 049 0.36
LOC_0Os02g08120 1.15 112 142 111 129 106 0.78 0.62
LOC_Os01g42260 1.15 124 117 122 207 278 15 219
LOC_Os07g38730 116 121 119 114 151 146 280 3.06
LOC_0s09g20350 1.07 116 107 116 089 087 169 134
LOC_Os01g18670 0.89 080 101 090 426 475 127 139
LOC_0Os07g43870 0.90 099 090 096 253 3.05 122 140
LOC_0Os08g06010 1.08 124 112 114 048 052 286 287
LOC_Os01g01700 1.02 124 104 124 144 153 044 046
LOC_0Os09g24440 137 150 129 162 080 092 052 059
LOC_0Os05¢23860 1.32 145 128 132 047 045 130 117
LOC_0Os03g56270 1.01 1.04 099 106 115 119 195 201
LOC_0Os08g22354 100 108 095 092 056 055 110 101
LOC_0Os05g45930 095 09 076 100 028 028 181 2.09
LOC_0Os03g10340 1.08 099 091 09 098 095 053 055
LOC_0Os10g39760 083 099 082 082 026 026 083 0.70
LOC_Os10g30100 0.98 1.04 097 111 051 056 068 0.64
LOC_0Os05945050 0.86 1.62 086 157 036 043 143 241




Table S4. Summary of biased homoeologs in the in silico hybrid, the reciprocal hybrids
(N9 and 9N) and tetraploids (NN99 and 99NN)

in silico

hybrid N9 9N NN99 99NN
N>9 2,765 2,398 2,334 3,448 3,046
N<9 3,058 1,579 1,564 3,268 3,614
Total 5,823 3,977 3,898 6,716 6,660

Table S5. Summary of RNA-seq clean data

Samples Total Reads Total Nucleotides Q20 Percentage
Nipponbare 39,297,824 3,536,804,160 96.93%
9311 38,674,310 3,480,687,900 97.13%
N9 68,450,232 6,160,520,880 96.99%
9N 68,354,908 6,151,941,720 96.88%
NN99 67,917,614 6,112,585,260 96.83%

99NN 64,825,692 5,834,312,280 96.93%




