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Location Main Lab, '-20 Freezer, IEM (Small #1) box
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Designing Date January 2020
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Total Gene # 48

Total Target # 200

Gene Group

1. Negative Controls (Nontargeting controls from BRIE library)8

2. Positive Controls n/a

3.  IEM Genes 48

Target Number

1. Negative Controls 8*1=8

2. Positive Controls n/a

3.  IEM Genes 48*4=192

Note: Design:

2. 15 genes that were neither significantly enriched nor depleted

3. 8 genes that trended toward enrichment

a. i.e. ATP6AP1  but not ATP6AP2

b. i.e. Alg1  but not Alg2

CRISPR/Cas9 Knockout of select genes associated with 

Inborn Errors of Metabolism in mouse T cells. Genes 

were selected based off of results of in vitro  screens 

The complete IEM CRISPR Library was designed from genes associated 

with Inborn errors of metabolism as identified by IEMBase. Genes without 

mouse orthologs, mitochondrial DNA-encoded genes, genes encoding 

noncoding RNAs, and genes without guides in either the BRIE or Gecko 

libraries were excluded. Based on in vitro  screens (See ARP.034 and 

ARP.037), 48 genes of interested were picked out for this library for 

further analysis in vitro and in vivo . Parameters for gene selection:

   1. 25 genes from the top 50 depleted in ARP.037 (FDR <5%). Several of these could 

be counted as positve controls.

   4. Genes within the same complex/pathway were limited to ensure a spread of 

targets



Number Gene Name sgRNA sequence

1 Mat2a CCTGATGCTAAAGTGGCTTG

2 Mat2a GTGCAATATATGCAAGATCG

3 Mat2a ACCAAGGCAATGTACCATTG

4 Mat2a ATTTACCACCTACAGCCAAG

5 Tfrc CTACACGCTTACAATAGCCC

6 Tfrc GAATACATACACTCCTCGTG

7 Tfrc GGGCTCCTACTACAACATAA

8 Tfrc AACCCTCGGGAGACTCCACT

9 Atp6ap2 TTAGCATATTAAGATCGCCA

10 Atp6ap2 TGAACTTGGGAAGCGTTATG

11 Atp6ap2 CCGGTGGAATAGGTTACCCA

12 Atp6ap2 TGGACAGTGCAGCTACGTCT

13 Vcp ACTGTCTTCACAGACTCATG

14 Vcp TATAGGTCGCTTTGACAGAG

15 Vcp CCAATCGCCTTAAAGAGCGC

16 Vcp CTTCAGGAGTTGGTTCAGGT

17 Atp6v1a TGACTGCTGATATCCGACAG

18 Atp6v1a AGTCGGCCATCATACTGACG

19 Atp6v1a ATGTTGCCCCCACGTAACAG

20 Atp6v1a CTTACGGGAAAAGGGCATCG

21 Cog4 GGAAACTCACCAACCCATCG

22 Cog4 GCTGTGTACGAACGACTCTG

23 Cog4 GCACAAGTAACGATGAATGT

24 Cog4 CAACAGAAAAAATTGAACCA

25 Nus1 GTGGTCGTAGACGCTAATGT

26 Nus1 TCCAGGTGCCGAAGCGAACG

27 Nus1 ACAGCACCTTCACTGCCGAA

28 Nus1 CCAGCGCAGCCGAGGATGGG

29 Gmppb GTGGCTTCTCAACAAAACGG

30 Gmppb GTGCCGATGAAACTGCACCA

31 Gmppb TTCCCAGTTATGGCCAAGGA

32 Gmppb GAGCACTCCGAAGCCATTGG

33 Ogt TTTGAGCCCAAATCATGCGG

34 Ogt AGCATTATCGACATGCCTTG

35 Ogt ACAGTGCACCACTAGTCCCA

36 Ogt GAAAGTTTGTACCATCATCC

37 Gfpt1 TGTGGCACAAGTTACCACGC

38 Gfpt1 AAGCTGCGGTCTTTCCCGTG

39 Gfpt1 GGAGAGAGGAGCCTTAACTG

40 Gfpt1 TCTGTTGTGAACACAATGAG

41 Slc7a5 GCCCTCCTCGCAGTACATCG

42 Slc7a5 ACCCCTACTTACGCACGCAG

43 Slc7a5 AGCGGCCTCTTCGCCTACGG

44 Slc7a5 GTAGCAGAGTGCGCCCACGA

45 Dhdds GGATGTCGGGATGAGGAGAG



Number Gene Name sgRNA sequence

46 Dhdds CTATGCCAAGAAGTGTCAGG

47 Dhdds CTTCAAACGTTCCAAGAGTG

48 Dhdds GCAGCAGATGCAGATCACCC

49 Alg11 GGAAACCAGCAAATGCCCTG

50 Alg11 TTTCCTGGACTGATGATATG

51 Alg11 AGTGAACATAGCTTCCGACT

52 Alg11 TAAACCATATCCTCTCACTG

53 Pgm3 TACGGCCTCACATAACCCTG

54 Pgm3 AACTTCTTCAAGGTACCGCG

55 Pgm3 TACACCATGTAGTGCAACTG

56 Pgm3 CTGCTATGACATACCCTGTG

57 Ddost GAACTCCCCGTACTTAATGA

58 Ddost CCCAGATAAACCAATCACCC

59 Ddost AGGCAACTATGAACTAGCTG

60 Ddost GGTCAGAAACATCATAGTTG

61 Rnf31 GATGGATTGAGTTTCCCCGA

62 Rnf31 GAACTATGAGTTGTTGGACG

63 Rnf31 CTACCTCAACACCCTATCCA

64 Rnf31 GGAGGAACCAAGGTGTTGTG

65 Ogdh TTGGCCCACTCATAGATACG

66 Ogdh GACTAGTTCGAACTATGTGG

67 Ogdh GTAAGTGGAAGACCTTGTCA

68 Ogdh AAAGCTGAACAGTTCTACTG

69 Slc35a2 TCACCCGCTGTAGTGGACCC

70 Slc35a2 CTGCTCTTCGCACAAAAGAG

71 Slc35a2 CTGCAAGGTATAGATGAGAG

72 Slc35a2 GGCCACTGGATCAGAACCCG

73 Pisd CAAACTTGCTAGTCACTGGG

74 Pisd GGTCCCCAGAAAATGGCGTG

75 Pisd GGGCCCTCGAGCCAATACAG

76 Pisd CGTATGTGGCTTGCACTGTG

77 Umps GAGCAGATAACTGTCGCCAG

78 Umps CCGCAGGTCGATGTAGACTG

79 Umps AGAGCGTGCACACGGCGTGG

80 Umps TCTGTCTGCCGATGTGTCGG

81 Gpx4 CGTGTGCATCGTCACCAACG

82 Gpx4 CATGCCCGATATGCTGAGTG

83 Gpx4 TGGTCTGGCAGGCACCATGG

84 Gpx4 TAAGCCAGCACTGCTGTGCG

85 Gale ATCTTCACCGATGCGCCCAG

86 Gale AGAACTTGGACTTGCCGTAG

87 Gale TTAACTCTATAGTAGTCCAG

88 Gale CTGGGGGTTCCCGTACACGG

89 Alg13 GATCTTGTCATTAGCCACGC

90 Alg13 GTGAATGACTCAGTACGGAA



Number Gene Name sgRNA sequence

91 Alg13 GGTTGTAACCCAGACTCTCG

92 Alg13 TTTCGACGAGCTCGTCGCAC

93 Hcfc1 GGTACCCTTCACAACCAATG

94 Hcfc1 ACAGCAGTATGTGACTCCCG

95 Hcfc1 TGGAAGGGCTAGTTGCACAA

96 Hcfc1 CCCAAGGTTAGCCACAACAG

97 Slc25a22 GTGTCTTAGCCAGGTCGATG

98 Slc25a22 ATACATGCCGAAGTAGCCCT

99 Slc25a22 TGATTCAGGTTGGCAAACAG

100 Slc25a22 GACACCAGCTCTCTAAGGAT

101 Pten CCTCCAATTCAGGACCCACG

102 Pten TGTGCATATTTATTGCATCG

103 Pten ACTATTCCAATGTTCAGTGG

104 Pten GGTTTGATAAGTTCTAGCTG

105 Asah1 GCAAGGTGTACGTTACCTAG

106 Asah1 TAACATTTATAACATACCGC

107 Asah1 AGTGATAAACCCTACCCACT

108 Asah1 GAATATAAATAATAACACTT

109 Mmadhc TCTGTGAGGCAGTCCCATTG

110 Mmadhc GTGTGGCCTGATGAAACTAT

111 Mmadhc TCACTAAAGAACAAAATCCT

112 Mmadhc TATGTAAATGAGTTTCAGGT

113 Agps GTACCAATGAGTGCAAAGCG

114 Agps GTAAAACCAAGCCACTAAGT

115 Agps TCAGAGAAGGGATGTTTGAG

116 Agps TCCCTGGAATTCAGCACCGT

117 Pex2 GTATGCTGTGTGCACCATTG

118 Pex2 TCCCAAAAGACGCTAAATGA

119 Pex2 GTTCTGGGGCTTGCAAAATA

120 Pex2 ATGAAAGCACTGAGTAAACT

121 Mtm1 AGGGAACCACCAAAAGAGCA

122 Mtm1 TTACCACTCATACCGACAAG

123 Mtm1 ATGGGAGGCGCGACAAGTAG

124 Mtm1 TCTGACCGGTGCCATTCAAG

125 Esr2 TGGCGCTTGGACTAGTAACA

126 Esr2 TTCGTGACGGCTCTCTACAT

127 Esr2 GAAGTAGGAATGGTCAAGTG

128 Esr2 CGGCTCACTAGCACATTGGG

129 Arsb GGTGGGCAGACTAGGTCTGG

130 Arsb GAATGTCTGCCGACACGCCG

131 Arsb AGCACAGACGTATTTATGCA

132 Arsb GCCAGCACGAAGACCACATG

133 Piga TCTTCCACGCCAAGACAATG

134 Piga ATGGGTGCAGGTCCTATCGT

135 Piga CAGACTGTGAAAGAGAGTCG



Number Gene Name sgRNA sequence

136 Piga CCATGCTTATGGAAATCGAA

137 Coa5 CCGGTATTATGAGGACAAGC

138 Coa5 ATCCGCTACCTGGAGCACAC

139 Coa5 GCGGGCGTGAAGGAGGATCT

140 Coa5 GCCGGAGGGCGGCGCGTGTG

141 Adar ACTCCAACAAGCCGCCTACG

142 Adar AGAGGTAACCCCAGTAACAG

143 Adar TTCTTGTAGGGTGAACACCG

144 Adar TGTATCCAGGAATTCCCTAG

145 Pus1 CCTGCAAAGAGGGTCAAGGG

146 Pus1 CTTACCCAGAATCCGAATGT

147 Pus1 TACTCGGGCAAGGGCTACCA

148 Pus1 TCCAGGCCCTCACGTACGAA

149 Dse GTCAAAGTATAAGCATGACC

150 Dse CAGCACACAGAACATTGCCA

151 Dse AGTTTCATACATATAGCCCG

152 Dse TAATGAACGGCACACCATTG

153 Nr3c1 CATTATGGGGTGCTGACGTG

154 Nr3c1 AGCTTGCCTGGCAATAAACC

155 Nr3c1 AAAGCCGTTTCACTGTCCAT

156 Nr3c1 AAAACTGGAATAGGTGCCAA

157 Ext2 TGTTTCGATGTCTACCGCTG

158 Ext2 CTGGAGGACTCAATGGAGTG

159 Ext2 TCCTGCAGAACATCCCACAG

160 Ext2 AGGGCAGTGTTGTAATCTGG

161 Pigc TGTACTGACAGACTCCGTCA

162 Pigc GAATAAAACATACCCAACCA

163 Pigc TCCGGAAAAACATCTATGCC

164 Pigc GGCCGACCTGAAGAGTACTC

165 Ehhadh TTCATATGGATGCTTCACGG

166 Ehhadh CCACATCATGAGGTTACTAG

167 Ehhadh GTAAACCCATAGAACCCCGC

168 Ehhadh TCACTATGGCTCTAACCGTA

169 Mogs TCTAGGTCATTCTTCCCACG

170 Mogs TCGGCAGCATATCCACGATG

171 Mogs TGCCGAAATAGACGTGTGGG

172 Mogs GAGGTCCTACTACCAGAGAT

173 Slc6a9 ATACCTCTGCTATCGCAACG

174 Slc6a9 GTAGTACATGATACCCGTGA

175 Slc6a9 ATGGTGGTGTCCACATACAT

176 Slc6a9 TGTGCTACCAGCGTCTACGC

177 Slc39a8 TCAGCTGCTGTAAGATCGCG

178 Slc39a8 AGGGGGTTAAAATCAATCCC

179 Slc39a8 CGTTAGGCTCAGTGACAGCG

180 Slc39a8 CGGCGCCAACCGGAGCCTGT



Number Gene Name sgRNA sequence

181 Mmaa CGACCTACTCGAAATGTGAG

182 Mmaa AGGACAGAGAGCTTGCCTAG

183 Mmaa TCAGGCCCTCTCCTACCAGT

184 Mmaa ACTTGAGTGAAGGAGCCATG

185 Lipe GAGTATGTCACGCTACACAA

186 Lipe CACTTAGAGAGTACGCTCAG

187 Lipe TGCGGTTAGAAGCCACATAG

188 Lipe AGAGCGGATATGCCTTGCAG

189 Hprt CTAGAATGATCAGTCAACGG

190 Hprt TATACCTAATCATTATGCCG

191 Hprt AACAAATCTAGGTCATAACC

192 Hprt AGCCCCCCTTGAGCACACAG

193 BRDN0000737505 AAAAAGTCCGCGATTACGTC

194 BRDN0000737693 AAAACGGCTCGATCGGTGAT

195 BRDN0000737637 AAAACGTAATTATACCGAGC

196 BRDN0000738185 AAAATTGCACCTTCCCGGCC

197 BRDN0000737801 AAACCCCCGCGCGGAGCGTC

198 BRDN0000737467 AAACCTAGCGTAGATTCGGC

199 BRDN0000737848 AAACGAGGCTGTTCGTACAC

200 BRDN0000737609 AAACTCATACGTAGCGAATC



Original Doc Name: IEM (Small#1) Library (Andrew)

Oligo Name sgRNA sequence
Gene 

Name

Mat2a_1 CCTGATGCTAAAGTGGCTTG Mat2a

Mat2a_2 GTGCAATATATGCAAGATCG Mat2a

Mat2a_3 ACCAAGGCAATGTACCATTG Mat2a

Mat2a_4 ATTTACCACCTACAGCCAAG Mat2a

Tfrc_5 CTACACGCTTACAATAGCCC Tfrc

Tfrc_6 GAATACATACACTCCTCGTG Tfrc

Tfrc_7 GGGCTCCTACTACAACATAA Tfrc

Tfrc_8 AACCCTCGGGAGACTCCACT Tfrc

Atp6ap2_9 TTAGCATATTAAGATCGCCA Atp6ap2

Atp6ap2_10 TGAACTTGGGAAGCGTTATG Atp6ap2

Atp6ap2_11 CCGGTGGAATAGGTTACCCA Atp6ap2

Atp6ap2_12 TGGACAGTGCAGCTACGTCT Atp6ap2

Vcp_13 ACTGTCTTCACAGACTCATG Vcp

Vcp_14 TATAGGTCGCTTTGACAGAG Vcp

Vcp_15 CCAATCGCCTTAAAGAGCGC Vcp

Vcp_16 CTTCAGGAGTTGGTTCAGGT Vcp

Atp6v1a_17 TGACTGCTGATATCCGACAG Atp6v1a

Atp6v1a_18 AGTCGGCCATCATACTGACG Atp6v1a

Atp6v1a_19 ATGTTGCCCCCACGTAACAG Atp6v1a

Atp6v1a_20 CTTACGGGAAAAGGGCATCG Atp6v1a

Cog4_21 GGAAACTCACCAACCCATCG Cog4

Cog4_22 GCTGTGTACGAACGACTCTG Cog4

Cog4_23 GCACAAGTAACGATGAATGT Cog4

Cog4_24 CAACAGAAAAAATTGAACCA Cog4

Nus1_25 GTGGTCGTAGACGCTAATGT Nus1

Nus1_26 TCCAGGTGCCGAAGCGAACG Nus1

Nus1_27 ACAGCACCTTCACTGCCGAA Nus1

Nus1_28 CCAGCGCAGCCGAGGATGGG Nus1

Gmppb_29 GTGGCTTCTCAACAAAACGG Gmppb

Gmppb_30 GTGCCGATGAAACTGCACCA Gmppb

Gmppb_31 TTCCCAGTTATGGCCAAGGA Gmppb

Gmppb_32 GAGCACTCCGAAGCCATTGG Gmppb

Ogt_33 TTTGAGCCCAAATCATGCGG Ogt

Ogt_34 AGCATTATCGACATGCCTTG Ogt

Ogt_35 ACAGTGCACCACTAGTCCCA Ogt

Ogt_36 GAAAGTTTGTACCATCATCC Ogt

Gfpt1_37 TGTGGCACAAGTTACCACGC Gfpt1

Gfpt1_38 AAGCTGCGGTCTTTCCCGTG Gfpt1

Gfpt1_39 GGAGAGAGGAGCCTTAACTG Gfpt1

Gfpt1_40 TCTGTTGTGAACACAATGAG Gfpt1

Slc7a5_41 GCCCTCCTCGCAGTACATCG Slc7a5

Slc7a5_42 ACCCCTACTTACGCACGCAG Slc7a5

Slc7a5_43 AGCGGCCTCTTCGCCTACGG Slc7a5



Oligo Name sgRNA sequence
Gene 

Name

Slc7a5_44 GTAGCAGAGTGCGCCCACGA Slc7a5

Dhdds_45 GGATGTCGGGATGAGGAGAG Dhdds

Dhdds_46 CTATGCCAAGAAGTGTCAGG Dhdds

Dhdds_47 CTTCAAACGTTCCAAGAGTG Dhdds

Dhdds_48 GCAGCAGATGCAGATCACCC Dhdds

Alg11_49 GGAAACCAGCAAATGCCCTG Alg11

Alg11_50 TTTCCTGGACTGATGATATG Alg11

Alg11_51 AGTGAACATAGCTTCCGACT Alg11

Alg11_52 TAAACCATATCCTCTCACTG Alg11

Pgm3_53 TACGGCCTCACATAACCCTG Pgm3

Pgm3_54 AACTTCTTCAAGGTACCGCG Pgm3

Pgm3_55 TACACCATGTAGTGCAACTG Pgm3

Pgm3_56 CTGCTATGACATACCCTGTG Pgm3

Ddost_57 GAACTCCCCGTACTTAATGA Ddost

Ddost_58 CCCAGATAAACCAATCACCC Ddost

Ddost_59 AGGCAACTATGAACTAGCTG Ddost

Ddost_60 GGTCAGAAACATCATAGTTG Ddost

Rnf31_61 GATGGATTGAGTTTCCCCGA Rnf31

Rnf31_62 GAACTATGAGTTGTTGGACG Rnf31

Rnf31_63 CTACCTCAACACCCTATCCA Rnf31

Rnf31_64 GGAGGAACCAAGGTGTTGTG Rnf31

Ogdh_65 TTGGCCCACTCATAGATACG Ogdh

Ogdh_66 GACTAGTTCGAACTATGTGG Ogdh

Ogdh_67 GTAAGTGGAAGACCTTGTCA Ogdh

Ogdh_68 AAAGCTGAACAGTTCTACTG Ogdh

Slc35a2_69 TCACCCGCTGTAGTGGACCC Slc35a2

Slc35a2_70 CTGCTCTTCGCACAAAAGAG Slc35a2

Slc35a2_71 CTGCAAGGTATAGATGAGAG Slc35a2

Slc35a2_72 GGCCACTGGATCAGAACCCG Slc35a2

Pisd_73 CAAACTTGCTAGTCACTGGG Pisd

Pisd_74 GGTCCCCAGAAAATGGCGTG Pisd

Pisd_75 GGGCCCTCGAGCCAATACAG Pisd

Pisd_76 CGTATGTGGCTTGCACTGTG Pisd

Umps_77 GAGCAGATAACTGTCGCCAG Umps

Umps_78 CCGCAGGTCGATGTAGACTG Umps

Umps_79 AGAGCGTGCACACGGCGTGG Umps

Umps_80 TCTGTCTGCCGATGTGTCGG Umps

Gpx4_81 CGTGTGCATCGTCACCAACG Gpx4

Gpx4_82 CATGCCCGATATGCTGAGTG Gpx4

Gpx4_83 TGGTCTGGCAGGCACCATGG Gpx4

Gpx4_84 TAAGCCAGCACTGCTGTGCG Gpx4

Gale_85 ATCTTCACCGATGCGCCCAG Gale

Gale_86 AGAACTTGGACTTGCCGTAG Gale

Gale_87 TTAACTCTATAGTAGTCCAG Gale



Oligo Name sgRNA sequence
Gene 

Name

Gale_88 CTGGGGGTTCCCGTACACGG Gale

Alg13_89 GATCTTGTCATTAGCCACGC Alg13

Alg13_90 GTGAATGACTCAGTACGGAA Alg13

Alg13_91 GGTTGTAACCCAGACTCTCG Alg13

Alg13_92 TTTCGACGAGCTCGTCGCAC Alg13

Hcfc1_93 GGTACCCTTCACAACCAATG Hcfc1

Hcfc1_94 ACAGCAGTATGTGACTCCCG Hcfc1

Hcfc1_95 TGGAAGGGCTAGTTGCACAA Hcfc1

Hcfc1_96 CCCAAGGTTAGCCACAACAG Hcfc1

Slc25a22_97 GTGTCTTAGCCAGGTCGATG Slc25a22

Slc25a22_98 ATACATGCCGAAGTAGCCCT Slc25a22

Slc25a22_99 TGATTCAGGTTGGCAAACAG Slc25a22

Slc25a22_100 GACACCAGCTCTCTAAGGAT Slc25a22

Pten_101 CCTCCAATTCAGGACCCACG Pten

Pten_102 TGTGCATATTTATTGCATCG Pten

Pten_103 ACTATTCCAATGTTCAGTGG Pten

Pten_104 GGTTTGATAAGTTCTAGCTG Pten

Asah1_105 GCAAGGTGTACGTTACCTAG Asah1

Asah1_106 TAACATTTATAACATACCGC Asah1

Asah1_107 AGTGATAAACCCTACCCACT Asah1

Asah1_108 GAATATAAATAATAACACTT Asah1

Mmadhc_109 TCTGTGAGGCAGTCCCATTG Mmadhc

Mmadhc_110 GTGTGGCCTGATGAAACTAT Mmadhc

Mmadhc_111 TCACTAAAGAACAAAATCCT Mmadhc

Mmadhc_112 TATGTAAATGAGTTTCAGGT Mmadhc

Agps_113 GTACCAATGAGTGCAAAGCG Agps

Agps_114 GTAAAACCAAGCCACTAAGT Agps

Agps_115 TCAGAGAAGGGATGTTTGAG Agps

Agps_116 TCCCTGGAATTCAGCACCGT Agps

Pex2_117 GTATGCTGTGTGCACCATTG Pex2

Pex2_118 TCCCAAAAGACGCTAAATGA Pex2

Pex2_119 GTTCTGGGGCTTGCAAAATA Pex2

Pex2_120 ATGAAAGCACTGAGTAAACT Pex2

Mtm1_121 AGGGAACCACCAAAAGAGCA Mtm1

Mtm1_122 TTACCACTCATACCGACAAG Mtm1

Mtm1_123 ATGGGAGGCGCGACAAGTAG Mtm1

Mtm1_124 TCTGACCGGTGCCATTCAAG Mtm1

Esr2_125 TGGCGCTTGGACTAGTAACA Esr2

Esr2_126 TTCGTGACGGCTCTCTACAT Esr2

Esr2_127 GAAGTAGGAATGGTCAAGTG Esr2

Esr2_128 CGGCTCACTAGCACATTGGG Esr2

Arsb_129 GGTGGGCAGACTAGGTCTGG Arsb

Arsb_130 GAATGTCTGCCGACACGCCG Arsb

Arsb_131 AGCACAGACGTATTTATGCA Arsb



Oligo Name sgRNA sequence
Gene 

Name

Arsb_132 GCCAGCACGAAGACCACATG Arsb

Piga_133 TCTTCCACGCCAAGACAATG Piga

Piga_134 ATGGGTGCAGGTCCTATCGT Piga

Piga_135 CAGACTGTGAAAGAGAGTCG Piga

Piga_136 CCATGCTTATGGAAATCGAA Piga

Coa5_137 CCGGTATTATGAGGACAAGC Coa5

Coa5_138 ATCCGCTACCTGGAGCACAC Coa5

Coa5_139 GCGGGCGTGAAGGAGGATCT Coa5

Coa5_140 GCCGGAGGGCGGCGCGTGTGCoa5

Adar_141 ACTCCAACAAGCCGCCTACG Adar

Adar_142 AGAGGTAACCCCAGTAACAG Adar

Adar_143 TTCTTGTAGGGTGAACACCG Adar

Adar_144 TGTATCCAGGAATTCCCTAG Adar

Pus1_145 CCTGCAAAGAGGGTCAAGGG Pus1

Pus1_146 CTTACCCAGAATCCGAATGT Pus1

Pus1_147 TACTCGGGCAAGGGCTACCA Pus1

Pus1_148 TCCAGGCCCTCACGTACGAA Pus1

Dse_149 GTCAAAGTATAAGCATGACC Dse

Dse_150 CAGCACACAGAACATTGCCA Dse

Dse_151 AGTTTCATACATATAGCCCG Dse

Dse_152 TAATGAACGGCACACCATTG Dse

Nr3c1_153 CATTATGGGGTGCTGACGTG Nr3c1

Nr3c1_154 AGCTTGCCTGGCAATAAACC Nr3c1

Nr3c1_155 AAAGCCGTTTCACTGTCCAT Nr3c1

Nr3c1_156 AAAACTGGAATAGGTGCCAA Nr3c1

Ext2_157 TGTTTCGATGTCTACCGCTG Ext2

Ext2_158 CTGGAGGACTCAATGGAGTG Ext2

Ext2_159 TCCTGCAGAACATCCCACAG Ext2

Ext2_160 AGGGCAGTGTTGTAATCTGG Ext2

Pigc_161 TGTACTGACAGACTCCGTCA Pigc

Pigc_162 GAATAAAACATACCCAACCA Pigc

Pigc_163 TCCGGAAAAACATCTATGCC Pigc

Pigc_164 GGCCGACCTGAAGAGTACTC Pigc

Ehhadh_165 TTCATATGGATGCTTCACGG Ehhadh

Ehhadh_166 CCACATCATGAGGTTACTAG Ehhadh

Ehhadh_167 GTAAACCCATAGAACCCCGC Ehhadh

Ehhadh_168 TCACTATGGCTCTAACCGTA Ehhadh

Mogs_169 TCTAGGTCATTCTTCCCACG Mogs

Mogs_170 TCGGCAGCATATCCACGATG Mogs

Mogs_171 TGCCGAAATAGACGTGTGGG Mogs

Mogs_172 GAGGTCCTACTACCAGAGAT Mogs

Slc6a9_173 ATACCTCTGCTATCGCAACG Slc6a9

Slc6a9_174 GTAGTACATGATACCCGTGA Slc6a9

Slc6a9_175 ATGGTGGTGTCCACATACAT Slc6a9
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Name

Slc6a9_176 TGTGCTACCAGCGTCTACGC Slc6a9

Slc39a8_177 TCAGCTGCTGTAAGATCGCG Slc39a8

Slc39a8_178 AGGGGGTTAAAATCAATCCC Slc39a8

Slc39a8_179 CGTTAGGCTCAGTGACAGCG Slc39a8

Slc39a8_180 CGGCGCCAACCGGAGCCTGT Slc39a8

Mmaa_181 CGACCTACTCGAAATGTGAG Mmaa

Mmaa_182 AGGACAGAGAGCTTGCCTAG Mmaa

Mmaa_183 TCAGGCCCTCTCCTACCAGT Mmaa

Mmaa_184 ACTTGAGTGAAGGAGCCATG Mmaa

Lipe_185 GAGTATGTCACGCTACACAA Lipe

Lipe_186 CACTTAGAGAGTACGCTCAG Lipe

Lipe_187 TGCGGTTAGAAGCCACATAG Lipe

Lipe_188 AGAGCGGATATGCCTTGCAG Lipe

Hprt_189 CTAGAATGATCAGTCAACGG Hprt

Hprt_190 TATACCTAATCATTATGCCG Hprt

Hprt_191 AACAAATCTAGGTCATAACC Hprt

Hprt_192 AGCCCCCCTTGAGCACACAG Hprt

BRDN0000737505 AAAAAGTCCGCGATTACGTC NTC

BRDN0000737693 AAAACGGCTCGATCGGTGAT NTC

BRDN0000737637 AAAACGTAATTATACCGAGC NTC

BRDN0000738185 AAAATTGCACCTTCCCGGCC NTC

BRDN0000737801 AAACCCCCGCGCGGAGCGTC NTC

BRDN0000737467 AAACCTAGCGTAGATTCGGC NTC

BRDN0000737848 AAACGAGGCTGTTCGTACAC NTC

BRDN0000737609 AAACTCATACGTAGCGAATC NTC



Original Doc Name: IEM (Small#1) Library (Andrew)

Genes from IEM (all) screen

Depleted (25) Enriched (8) Neither (15)

Mat2a Pten Arsb

Tfrc Asah1 Piga

Atp6ap2 Mmadhc Coa5

Vcp Agps Adar

Atp6v1a Pex2 Pus1

Cog4 Mtm1 Dse

Nus1 Hprt (Hgprt) Nr3c1

Gmppb Esr2 Ext2

Ogt Pigc

Gfpt1 Ehhadh

Slc7a5 Mogs

Dhdds Slc6a9

Alg11 Mmaa

Pgm3 Slc39a8

Ddost Lipe

Rnf31

Ogdh

Slc35a2

Pisd

Umps

Gpx4

Gale

Alg13

Hcfc1

Slc25a22



Original Doc Name: IEM (Small#1) Library (Andrew)

Oligo Name Oligo Sequence 5' 3'

Mat2a_1 GGAAAGGACGAAACACCGCCTGATGCTAAAGTGGCTTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC GGAAAGGACGAAACACCG GTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mat2a_2 GGAAAGGACGAAACACCGGTGCAATATATGCAAGATCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mat2a_3 GGAAAGGACGAAACACCGACCAAGGCAATGTACCATTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mat2a_4 GGAAAGGACGAAACACCGATTTACCACCTACAGCCAAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Tfrc_5 GGAAAGGACGAAACACCGCTACACGCTTACAATAGCCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Tfrc_6 GGAAAGGACGAAACACCGGAATACATACACTCCTCGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Tfrc_7 GGAAAGGACGAAACACCGGGGCTCCTACTACAACATAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Tfrc_8 GGAAAGGACGAAACACCGAACCCTCGGGAGACTCCACTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Atp6ap2_9 GGAAAGGACGAAACACCGTTAGCATATTAAGATCGCCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Atp6ap2_10 GGAAAGGACGAAACACCGTGAACTTGGGAAGCGTTATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Atp6ap2_11 GGAAAGGACGAAACACCGCCGGTGGAATAGGTTACCCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Atp6ap2_12 GGAAAGGACGAAACACCGTGGACAGTGCAGCTACGTCTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Vcp_13 GGAAAGGACGAAACACCGACTGTCTTCACAGACTCATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Vcp_14 GGAAAGGACGAAACACCGTATAGGTCGCTTTGACAGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Vcp_15 GGAAAGGACGAAACACCGCCAATCGCCTTAAAGAGCGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Vcp_16 GGAAAGGACGAAACACCGCTTCAGGAGTTGGTTCAGGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Atp6v1a_17 GGAAAGGACGAAACACCGTGACTGCTGATATCCGACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Atp6v1a_18 GGAAAGGACGAAACACCGAGTCGGCCATCATACTGACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Atp6v1a_19 GGAAAGGACGAAACACCGATGTTGCCCCCACGTAACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Atp6v1a_20 GGAAAGGACGAAACACCGCTTACGGGAAAAGGGCATCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Cog4_21 GGAAAGGACGAAACACCGGGAAACTCACCAACCCATCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Cog4_22 GGAAAGGACGAAACACCGGCTGTGTACGAACGACTCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Cog4_23 GGAAAGGACGAAACACCGGCACAAGTAACGATGAATGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Cog4_24 GGAAAGGACGAAACACCGCAACAGAAAAAATTGAACCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Nus1_25 GGAAAGGACGAAACACCGGTGGTCGTAGACGCTAATGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Nus1_26 GGAAAGGACGAAACACCGTCCAGGTGCCGAAGCGAACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Nus1_27 GGAAAGGACGAAACACCGACAGCACCTTCACTGCCGAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Nus1_28 GGAAAGGACGAAACACCGCCAGCGCAGCCGAGGATGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gmppb_29 GGAAAGGACGAAACACCGGTGGCTTCTCAACAAAACGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gmppb_30 GGAAAGGACGAAACACCGGTGCCGATGAAACTGCACCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gmppb_31 GGAAAGGACGAAACACCGTTCCCAGTTATGGCCAAGGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gmppb_32 GGAAAGGACGAAACACCGGAGCACTCCGAAGCCATTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ogt_33 GGAAAGGACGAAACACCGTTTGAGCCCAAATCATGCGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ogt_34 GGAAAGGACGAAACACCGAGCATTATCGACATGCCTTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ogt_35 GGAAAGGACGAAACACCGACAGTGCACCACTAGTCCCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ogt_36 GGAAAGGACGAAACACCGGAAAGTTTGTACCATCATCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gfpt1_37 GGAAAGGACGAAACACCGTGTGGCACAAGTTACCACGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gfpt1_38 GGAAAGGACGAAACACCGAAGCTGCGGTCTTTCCCGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gfpt1_39 GGAAAGGACGAAACACCGGGAGAGAGGAGCCTTAACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gfpt1_40 GGAAAGGACGAAACACCGTCTGTTGTGAACACAATGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc7a5_41 GGAAAGGACGAAACACCGGCCCTCCTCGCAGTACATCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc7a5_42 GGAAAGGACGAAACACCGACCCCTACTTACGCACGCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc7a5_43 GGAAAGGACGAAACACCGAGCGGCCTCTTCGCCTACGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc7a5_44 GGAAAGGACGAAACACCGGTAGCAGAGTGCGCCCACGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Dhdds_45 GGAAAGGACGAAACACCGGGATGTCGGGATGAGGAGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Dhdds_46 GGAAAGGACGAAACACCGCTATGCCAAGAAGTGTCAGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Dhdds_47 GGAAAGGACGAAACACCGCTTCAAACGTTCCAAGAGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Dhdds_48 GGAAAGGACGAAACACCGGCAGCAGATGCAGATCACCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Alg11_49 GGAAAGGACGAAACACCGGGAAACCAGCAAATGCCCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Alg11_50 GGAAAGGACGAAACACCGTTTCCTGGACTGATGATATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Alg11_51 GGAAAGGACGAAACACCGAGTGAACATAGCTTCCGACTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Alg11_52 GGAAAGGACGAAACACCGTAAACCATATCCTCTCACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pgm3_53 GGAAAGGACGAAACACCGTACGGCCTCACATAACCCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pgm3_54 GGAAAGGACGAAACACCGAACTTCTTCAAGGTACCGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pgm3_55 GGAAAGGACGAAACACCGTACACCATGTAGTGCAACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pgm3_56 GGAAAGGACGAAACACCGCTGCTATGACATACCCTGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ddost_57 GGAAAGGACGAAACACCGGAACTCCCCGTACTTAATGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ddost_58 GGAAAGGACGAAACACCGCCCAGATAAACCAATCACCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ddost_59 GGAAAGGACGAAACACCGAGGCAACTATGAACTAGCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ddost_60 GGAAAGGACGAAACACCGGGTCAGAAACATCATAGTTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Rnf31_61 GGAAAGGACGAAACACCGGATGGATTGAGTTTCCCCGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Rnf31_62 GGAAAGGACGAAACACCGGAACTATGAGTTGTTGGACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Rnf31_63 GGAAAGGACGAAACACCGCTACCTCAACACCCTATCCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Rnf31_64 GGAAAGGACGAAACACCGGGAGGAACCAAGGTGTTGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ogdh_65 GGAAAGGACGAAACACCGTTGGCCCACTCATAGATACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ogdh_66 GGAAAGGACGAAACACCGGACTAGTTCGAACTATGTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ogdh_67 GGAAAGGACGAAACACCGGTAAGTGGAAGACCTTGTCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ogdh_68 GGAAAGGACGAAACACCGAAAGCTGAACAGTTCTACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc35a2_69 GGAAAGGACGAAACACCGTCACCCGCTGTAGTGGACCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc35a2_70 GGAAAGGACGAAACACCGCTGCTCTTCGCACAAAAGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc35a2_71 GGAAAGGACGAAACACCGCTGCAAGGTATAGATGAGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc35a2_72 GGAAAGGACGAAACACCGGGCCACTGGATCAGAACCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pisd_73 GGAAAGGACGAAACACCGCAAACTTGCTAGTCACTGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pisd_74 GGAAAGGACGAAACACCGGGTCCCCAGAAAATGGCGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pisd_75 GGAAAGGACGAAACACCGGGGCCCTCGAGCCAATACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pisd_76 GGAAAGGACGAAACACCGCGTATGTGGCTTGCACTGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Umps_77 GGAAAGGACGAAACACCGGAGCAGATAACTGTCGCCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Umps_78 GGAAAGGACGAAACACCGCCGCAGGTCGATGTAGACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Umps_79 GGAAAGGACGAAACACCGAGAGCGTGCACACGGCGTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Umps_80 GGAAAGGACGAAACACCGTCTGTCTGCCGATGTGTCGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gpx4_81 GGAAAGGACGAAACACCGCGTGTGCATCGTCACCAACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gpx4_82 GGAAAGGACGAAACACCGCATGCCCGATATGCTGAGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gpx4_83 GGAAAGGACGAAACACCGTGGTCTGGCAGGCACCATGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gpx4_84 GGAAAGGACGAAACACCGTAAGCCAGCACTGCTGTGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gale_85 GGAAAGGACGAAACACCGATCTTCACCGATGCGCCCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gale_86 GGAAAGGACGAAACACCGAGAACTTGGACTTGCCGTAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
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Gale_87 GGAAAGGACGAAACACCGTTAACTCTATAGTAGTCCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gale_88 GGAAAGGACGAAACACCGCTGGGGGTTCCCGTACACGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Alg13_89 GGAAAGGACGAAACACCGGATCTTGTCATTAGCCACGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Alg13_90 GGAAAGGACGAAACACCGGTGAATGACTCAGTACGGAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Alg13_91 GGAAAGGACGAAACACCGGGTTGTAACCCAGACTCTCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Alg13_92 GGAAAGGACGAAACACCGTTTCGACGAGCTCGTCGCACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Hcfc1_93 GGAAAGGACGAAACACCGGGTACCCTTCACAACCAATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Hcfc1_94 GGAAAGGACGAAACACCGACAGCAGTATGTGACTCCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Hcfc1_95 GGAAAGGACGAAACACCGTGGAAGGGCTAGTTGCACAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Hcfc1_96 GGAAAGGACGAAACACCGCCCAAGGTTAGCCACAACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc25a22_97 GGAAAGGACGAAACACCGGTGTCTTAGCCAGGTCGATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc25a22_98 GGAAAGGACGAAACACCGATACATGCCGAAGTAGCCCTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc25a22_99 GGAAAGGACGAAACACCGTGATTCAGGTTGGCAAACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc25a22_100 GGAAAGGACGAAACACCGGACACCAGCTCTCTAAGGATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pten_101 GGAAAGGACGAAACACCGCCTCCAATTCAGGACCCACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pten_102 GGAAAGGACGAAACACCGTGTGCATATTTATTGCATCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pten_103 GGAAAGGACGAAACACCGACTATTCCAATGTTCAGTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pten_104 GGAAAGGACGAAACACCGGGTTTGATAAGTTCTAGCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Asah1_105 GGAAAGGACGAAACACCGGCAAGGTGTACGTTACCTAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Asah1_106 GGAAAGGACGAAACACCGTAACATTTATAACATACCGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Asah1_107 GGAAAGGACGAAACACCGAGTGATAAACCCTACCCACTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Asah1_108 GGAAAGGACGAAACACCGGAATATAAATAATAACACTTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mmadhc_109 GGAAAGGACGAAACACCGTCTGTGAGGCAGTCCCATTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mmadhc_110 GGAAAGGACGAAACACCGGTGTGGCCTGATGAAACTATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mmadhc_111 GGAAAGGACGAAACACCGTCACTAAAGAACAAAATCCTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mmadhc_112 GGAAAGGACGAAACACCGTATGTAAATGAGTTTCAGGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Agps_113 GGAAAGGACGAAACACCGGTACCAATGAGTGCAAAGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Agps_114 GGAAAGGACGAAACACCGGTAAAACCAAGCCACTAAGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Agps_115 GGAAAGGACGAAACACCGTCAGAGAAGGGATGTTTGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Agps_116 GGAAAGGACGAAACACCGTCCCTGGAATTCAGCACCGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pex2_117 GGAAAGGACGAAACACCGGTATGCTGTGTGCACCATTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pex2_118 GGAAAGGACGAAACACCGTCCCAAAAGACGCTAAATGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pex2_119 GGAAAGGACGAAACACCGGTTCTGGGGCTTGCAAAATAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pex2_120 GGAAAGGACGAAACACCGATGAAAGCACTGAGTAAACTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mtm1_121 GGAAAGGACGAAACACCGAGGGAACCACCAAAAGAGCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mtm1_122 GGAAAGGACGAAACACCGTTACCACTCATACCGACAAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mtm1_123 GGAAAGGACGAAACACCGATGGGAGGCGCGACAAGTAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mtm1_124 GGAAAGGACGAAACACCGTCTGACCGGTGCCATTCAAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Esr2_125 GGAAAGGACGAAACACCGTGGCGCTTGGACTAGTAACAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Esr2_126 GGAAAGGACGAAACACCGTTCGTGACGGCTCTCTACATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Esr2_127 GGAAAGGACGAAACACCGGAAGTAGGAATGGTCAAGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Esr2_128 GGAAAGGACGAAACACCGCGGCTCACTAGCACATTGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Arsb_129 GGAAAGGACGAAACACCGGGTGGGCAGACTAGGTCTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Arsb_130 GGAAAGGACGAAACACCGGAATGTCTGCCGACACGCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Arsb_131 GGAAAGGACGAAACACCGAGCACAGACGTATTTATGCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Arsb_132 GGAAAGGACGAAACACCGGCCAGCACGAAGACCACATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Piga_133 GGAAAGGACGAAACACCGTCTTCCACGCCAAGACAATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Piga_134 GGAAAGGACGAAACACCGATGGGTGCAGGTCCTATCGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Piga_135 GGAAAGGACGAAACACCGCAGACTGTGAAAGAGAGTCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Piga_136 GGAAAGGACGAAACACCGCCATGCTTATGGAAATCGAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Coa5_137 GGAAAGGACGAAACACCGCCGGTATTATGAGGACAAGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Coa5_138 GGAAAGGACGAAACACCGATCCGCTACCTGGAGCACACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Coa5_139 GGAAAGGACGAAACACCGGCGGGCGTGAAGGAGGATCTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Coa5_140 GGAAAGGACGAAACACCGGCCGGAGGGCGGCGCGTGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Adar_141 GGAAAGGACGAAACACCGACTCCAACAAGCCGCCTACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Adar_142 GGAAAGGACGAAACACCGAGAGGTAACCCCAGTAACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Adar_143 GGAAAGGACGAAACACCGTTCTTGTAGGGTGAACACCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Adar_144 GGAAAGGACGAAACACCGTGTATCCAGGAATTCCCTAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pus1_145 GGAAAGGACGAAACACCGCCTGCAAAGAGGGTCAAGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pus1_146 GGAAAGGACGAAACACCGCTTACCCAGAATCCGAATGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pus1_147 GGAAAGGACGAAACACCGTACTCGGGCAAGGGCTACCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pus1_148 GGAAAGGACGAAACACCGTCCAGGCCCTCACGTACGAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Dse_149 GGAAAGGACGAAACACCGGTCAAAGTATAAGCATGACCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Dse_150 GGAAAGGACGAAACACCGCAGCACACAGAACATTGCCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Dse_151 GGAAAGGACGAAACACCGAGTTTCATACATATAGCCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Dse_152 GGAAAGGACGAAACACCGTAATGAACGGCACACCATTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Nr3c1_153 GGAAAGGACGAAACACCGCATTATGGGGTGCTGACGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Nr3c1_154 GGAAAGGACGAAACACCGAGCTTGCCTGGCAATAAACCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Nr3c1_155 GGAAAGGACGAAACACCGAAAGCCGTTTCACTGTCCATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Nr3c1_156 GGAAAGGACGAAACACCGAAAACTGGAATAGGTGCCAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ext2_157 GGAAAGGACGAAACACCGTGTTTCGATGTCTACCGCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ext2_158 GGAAAGGACGAAACACCGCTGGAGGACTCAATGGAGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ext2_159 GGAAAGGACGAAACACCGTCCTGCAGAACATCCCACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ext2_160 GGAAAGGACGAAACACCGAGGGCAGTGTTGTAATCTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pigc_161 GGAAAGGACGAAACACCGTGTACTGACAGACTCCGTCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pigc_162 GGAAAGGACGAAACACCGGAATAAAACATACCCAACCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pigc_163 GGAAAGGACGAAACACCGTCCGGAAAAACATCTATGCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pigc_164 GGAAAGGACGAAACACCGGGCCGACCTGAAGAGTACTCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ehhadh_165 GGAAAGGACGAAACACCGTTCATATGGATGCTTCACGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ehhadh_166 GGAAAGGACGAAACACCGCCACATCATGAGGTTACTAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ehhadh_167 GGAAAGGACGAAACACCGGTAAACCCATAGAACCCCGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ehhadh_168 GGAAAGGACGAAACACCGTCACTATGGCTCTAACCGTAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mogs_169 GGAAAGGACGAAACACCGTCTAGGTCATTCTTCCCACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mogs_170 GGAAAGGACGAAACACCGTCGGCAGCATATCCACGATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mogs_171 GGAAAGGACGAAACACCGTGCCGAAATAGACGTGTGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mogs_172 GGAAAGGACGAAACACCGGAGGTCCTACTACCAGAGATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc6a9_173 GGAAAGGACGAAACACCGATACCTCTGCTATCGCAACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
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Slc6a9_174 GGAAAGGACGAAACACCGGTAGTACATGATACCCGTGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc6a9_175 GGAAAGGACGAAACACCGATGGTGGTGTCCACATACATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc6a9_176 GGAAAGGACGAAACACCGTGTGCTACCAGCGTCTACGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc39a8_177 GGAAAGGACGAAACACCGTCAGCTGCTGTAAGATCGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc39a8_178 GGAAAGGACGAAACACCGAGGGGGTTAAAATCAATCCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc39a8_179 GGAAAGGACGAAACACCGCGTTAGGCTCAGTGACAGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc39a8_180 GGAAAGGACGAAACACCGCGGCGCCAACCGGAGCCTGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mmaa_181 GGAAAGGACGAAACACCGCGACCTACTCGAAATGTGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mmaa_182 GGAAAGGACGAAACACCGAGGACAGAGAGCTTGCCTAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mmaa_183 GGAAAGGACGAAACACCGTCAGGCCCTCTCCTACCAGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mmaa_184 GGAAAGGACGAAACACCGACTTGAGTGAAGGAGCCATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Lipe_185 GGAAAGGACGAAACACCGGAGTATGTCACGCTACACAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Lipe_186 GGAAAGGACGAAACACCGCACTTAGAGAGTACGCTCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Lipe_187 GGAAAGGACGAAACACCGTGCGGTTAGAAGCCACATAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Lipe_188 GGAAAGGACGAAACACCGAGAGCGGATATGCCTTGCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Hprt_189 GGAAAGGACGAAACACCGCTAGAATGATCAGTCAACGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Hprt_190 GGAAAGGACGAAACACCGTATACCTAATCATTATGCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Hprt_191 GGAAAGGACGAAACACCGAACAAATCTAGGTCATAACCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Hprt_192 GGAAAGGACGAAACACCGAGCCCCCCTTGAGCACACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

BRDN0000737505 GGAAAGGACGAAACACCGAAAAAGTCCGCGATTACGTCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

BRDN0000737693 GGAAAGGACGAAACACCGAAAACGGCTCGATCGGTGATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

BRDN0000737637 GGAAAGGACGAAACACCGAAAACGTAATTATACCGAGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

BRDN0000738185 GGAAAGGACGAAACACCGAAAATTGCACCTTCCCGGCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

BRDN0000737801 GGAAAGGACGAAACACCGAAACCCCCGCGCGGAGCGTCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

BRDN0000737467 GGAAAGGACGAAACACCGAAACCTAGCGTAGATTCGGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

BRDN0000737848 GGAAAGGACGAAACACCGAAACGAGGCTGTTCGTACACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

BRDN0000737609 GGAAAGGACGAAACACCGAAACTCATACGTAGCGAATCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mat2a_1 GGAAAGGACGAAACACCGCCTGATGCTAAAGTGGCTTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mat2a_2 GGAAAGGACGAAACACCGGTGCAATATATGCAAGATCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mat2a_3 GGAAAGGACGAAACACCGACCAAGGCAATGTACCATTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mat2a_4 GGAAAGGACGAAACACCGATTTACCACCTACAGCCAAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Tfrc_5 GGAAAGGACGAAACACCGCTACACGCTTACAATAGCCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Tfrc_6 GGAAAGGACGAAACACCGGAATACATACACTCCTCGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Tfrc_7 GGAAAGGACGAAACACCGGGGCTCCTACTACAACATAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Tfrc_8 GGAAAGGACGAAACACCGAACCCTCGGGAGACTCCACTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Atp6ap2_9 GGAAAGGACGAAACACCGTTAGCATATTAAGATCGCCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Atp6ap2_10 GGAAAGGACGAAACACCGTGAACTTGGGAAGCGTTATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Atp6ap2_11 GGAAAGGACGAAACACCGCCGGTGGAATAGGTTACCCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Atp6ap2_12 GGAAAGGACGAAACACCGTGGACAGTGCAGCTACGTCTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Vcp_13 GGAAAGGACGAAACACCGACTGTCTTCACAGACTCATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Vcp_14 GGAAAGGACGAAACACCGTATAGGTCGCTTTGACAGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Vcp_15 GGAAAGGACGAAACACCGCCAATCGCCTTAAAGAGCGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Vcp_16 GGAAAGGACGAAACACCGCTTCAGGAGTTGGTTCAGGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Atp6v1a_17 GGAAAGGACGAAACACCGTGACTGCTGATATCCGACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Atp6v1a_18 GGAAAGGACGAAACACCGAGTCGGCCATCATACTGACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Atp6v1a_19 GGAAAGGACGAAACACCGATGTTGCCCCCACGTAACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Atp6v1a_20 GGAAAGGACGAAACACCGCTTACGGGAAAAGGGCATCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Cog4_21 GGAAAGGACGAAACACCGGGAAACTCACCAACCCATCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Cog4_22 GGAAAGGACGAAACACCGGCTGTGTACGAACGACTCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Cog4_23 GGAAAGGACGAAACACCGGCACAAGTAACGATGAATGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Cog4_24 GGAAAGGACGAAACACCGCAACAGAAAAAATTGAACCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Nus1_25 GGAAAGGACGAAACACCGGTGGTCGTAGACGCTAATGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Nus1_26 GGAAAGGACGAAACACCGTCCAGGTGCCGAAGCGAACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Nus1_27 GGAAAGGACGAAACACCGACAGCACCTTCACTGCCGAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Nus1_28 GGAAAGGACGAAACACCGCCAGCGCAGCCGAGGATGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gmppb_29 GGAAAGGACGAAACACCGGTGGCTTCTCAACAAAACGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gmppb_30 GGAAAGGACGAAACACCGGTGCCGATGAAACTGCACCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gmppb_31 GGAAAGGACGAAACACCGTTCCCAGTTATGGCCAAGGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gmppb_32 GGAAAGGACGAAACACCGGAGCACTCCGAAGCCATTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ogt_33 GGAAAGGACGAAACACCGTTTGAGCCCAAATCATGCGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ogt_34 GGAAAGGACGAAACACCGAGCATTATCGACATGCCTTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ogt_35 GGAAAGGACGAAACACCGACAGTGCACCACTAGTCCCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ogt_36 GGAAAGGACGAAACACCGGAAAGTTTGTACCATCATCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gfpt1_37 GGAAAGGACGAAACACCGTGTGGCACAAGTTACCACGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gfpt1_38 GGAAAGGACGAAACACCGAAGCTGCGGTCTTTCCCGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gfpt1_39 GGAAAGGACGAAACACCGGGAGAGAGGAGCCTTAACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gfpt1_40 GGAAAGGACGAAACACCGTCTGTTGTGAACACAATGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc7a5_41 GGAAAGGACGAAACACCGGCCCTCCTCGCAGTACATCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc7a5_42 GGAAAGGACGAAACACCGACCCCTACTTACGCACGCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc7a5_43 GGAAAGGACGAAACACCGAGCGGCCTCTTCGCCTACGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc7a5_44 GGAAAGGACGAAACACCGGTAGCAGAGTGCGCCCACGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Dhdds_45 GGAAAGGACGAAACACCGGGATGTCGGGATGAGGAGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Dhdds_46 GGAAAGGACGAAACACCGCTATGCCAAGAAGTGTCAGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Dhdds_47 GGAAAGGACGAAACACCGCTTCAAACGTTCCAAGAGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Dhdds_48 GGAAAGGACGAAACACCGGCAGCAGATGCAGATCACCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Alg11_49 GGAAAGGACGAAACACCGGGAAACCAGCAAATGCCCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Alg11_50 GGAAAGGACGAAACACCGTTTCCTGGACTGATGATATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Alg11_51 GGAAAGGACGAAACACCGAGTGAACATAGCTTCCGACTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Alg11_52 GGAAAGGACGAAACACCGTAAACCATATCCTCTCACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pgm3_53 GGAAAGGACGAAACACCGTACGGCCTCACATAACCCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pgm3_54 GGAAAGGACGAAACACCGAACTTCTTCAAGGTACCGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pgm3_55 GGAAAGGACGAAACACCGTACACCATGTAGTGCAACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pgm3_56 GGAAAGGACGAAACACCGCTGCTATGACATACCCTGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ddost_57 GGAAAGGACGAAACACCGGAACTCCCCGTACTTAATGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ddost_58 GGAAAGGACGAAACACCGCCCAGATAAACCAATCACCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ddost_59 GGAAAGGACGAAACACCGAGGCAACTATGAACTAGCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ddost_60 GGAAAGGACGAAACACCGGGTCAGAAACATCATAGTTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
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Rnf31_61 GGAAAGGACGAAACACCGGATGGATTGAGTTTCCCCGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Rnf31_62 GGAAAGGACGAAACACCGGAACTATGAGTTGTTGGACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Rnf31_63 GGAAAGGACGAAACACCGCTACCTCAACACCCTATCCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Rnf31_64 GGAAAGGACGAAACACCGGGAGGAACCAAGGTGTTGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ogdh_65 GGAAAGGACGAAACACCGTTGGCCCACTCATAGATACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ogdh_66 GGAAAGGACGAAACACCGGACTAGTTCGAACTATGTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ogdh_67 GGAAAGGACGAAACACCGGTAAGTGGAAGACCTTGTCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ogdh_68 GGAAAGGACGAAACACCGAAAGCTGAACAGTTCTACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc35a2_69 GGAAAGGACGAAACACCGTCACCCGCTGTAGTGGACCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc35a2_70 GGAAAGGACGAAACACCGCTGCTCTTCGCACAAAAGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc35a2_71 GGAAAGGACGAAACACCGCTGCAAGGTATAGATGAGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc35a2_72 GGAAAGGACGAAACACCGGGCCACTGGATCAGAACCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pisd_73 GGAAAGGACGAAACACCGCAAACTTGCTAGTCACTGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pisd_74 GGAAAGGACGAAACACCGGGTCCCCAGAAAATGGCGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pisd_75 GGAAAGGACGAAACACCGGGGCCCTCGAGCCAATACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pisd_76 GGAAAGGACGAAACACCGCGTATGTGGCTTGCACTGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Umps_77 GGAAAGGACGAAACACCGGAGCAGATAACTGTCGCCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Umps_78 GGAAAGGACGAAACACCGCCGCAGGTCGATGTAGACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Umps_79 GGAAAGGACGAAACACCGAGAGCGTGCACACGGCGTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Umps_80 GGAAAGGACGAAACACCGTCTGTCTGCCGATGTGTCGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gpx4_81 GGAAAGGACGAAACACCGCGTGTGCATCGTCACCAACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gpx4_82 GGAAAGGACGAAACACCGCATGCCCGATATGCTGAGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gpx4_83 GGAAAGGACGAAACACCGTGGTCTGGCAGGCACCATGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gpx4_84 GGAAAGGACGAAACACCGTAAGCCAGCACTGCTGTGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gale_85 GGAAAGGACGAAACACCGATCTTCACCGATGCGCCCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gale_86 GGAAAGGACGAAACACCGAGAACTTGGACTTGCCGTAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gale_87 GGAAAGGACGAAACACCGTTAACTCTATAGTAGTCCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gale_88 GGAAAGGACGAAACACCGCTGGGGGTTCCCGTACACGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Alg13_89 GGAAAGGACGAAACACCGGATCTTGTCATTAGCCACGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Alg13_90 GGAAAGGACGAAACACCGGTGAATGACTCAGTACGGAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Alg13_91 GGAAAGGACGAAACACCGGGTTGTAACCCAGACTCTCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Alg13_92 GGAAAGGACGAAACACCGTTTCGACGAGCTCGTCGCACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Hcfc1_93 GGAAAGGACGAAACACCGGGTACCCTTCACAACCAATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Hcfc1_94 GGAAAGGACGAAACACCGACAGCAGTATGTGACTCCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Hcfc1_95 GGAAAGGACGAAACACCGTGGAAGGGCTAGTTGCACAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Hcfc1_96 GGAAAGGACGAAACACCGCCCAAGGTTAGCCACAACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc25a22_97 GGAAAGGACGAAACACCGGTGTCTTAGCCAGGTCGATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc25a22_98 GGAAAGGACGAAACACCGATACATGCCGAAGTAGCCCTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc25a22_99 GGAAAGGACGAAACACCGTGATTCAGGTTGGCAAACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc25a22_100 GGAAAGGACGAAACACCGGACACCAGCTCTCTAAGGATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pten_101 GGAAAGGACGAAACACCGCCTCCAATTCAGGACCCACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pten_102 GGAAAGGACGAAACACCGTGTGCATATTTATTGCATCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pten_103 GGAAAGGACGAAACACCGACTATTCCAATGTTCAGTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pten_104 GGAAAGGACGAAACACCGGGTTTGATAAGTTCTAGCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Asah1_105 GGAAAGGACGAAACACCGGCAAGGTGTACGTTACCTAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Asah1_106 GGAAAGGACGAAACACCGTAACATTTATAACATACCGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Asah1_107 GGAAAGGACGAAACACCGAGTGATAAACCCTACCCACTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Asah1_108 GGAAAGGACGAAACACCGGAATATAAATAATAACACTTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mmadhc_109 GGAAAGGACGAAACACCGTCTGTGAGGCAGTCCCATTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mmadhc_110 GGAAAGGACGAAACACCGGTGTGGCCTGATGAAACTATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mmadhc_111 GGAAAGGACGAAACACCGTCACTAAAGAACAAAATCCTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mmadhc_112 GGAAAGGACGAAACACCGTATGTAAATGAGTTTCAGGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Agps_113 GGAAAGGACGAAACACCGGTACCAATGAGTGCAAAGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Agps_114 GGAAAGGACGAAACACCGGTAAAACCAAGCCACTAAGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Agps_115 GGAAAGGACGAAACACCGTCAGAGAAGGGATGTTTGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Agps_116 GGAAAGGACGAAACACCGTCCCTGGAATTCAGCACCGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pex2_117 GGAAAGGACGAAACACCGGTATGCTGTGTGCACCATTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pex2_118 GGAAAGGACGAAACACCGTCCCAAAAGACGCTAAATGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pex2_119 GGAAAGGACGAAACACCGGTTCTGGGGCTTGCAAAATAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pex2_120 GGAAAGGACGAAACACCGATGAAAGCACTGAGTAAACTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mtm1_121 GGAAAGGACGAAACACCGAGGGAACCACCAAAAGAGCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mtm1_122 GGAAAGGACGAAACACCGTTACCACTCATACCGACAAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mtm1_123 GGAAAGGACGAAACACCGATGGGAGGCGCGACAAGTAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mtm1_124 GGAAAGGACGAAACACCGTCTGACCGGTGCCATTCAAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Esr2_125 GGAAAGGACGAAACACCGTGGCGCTTGGACTAGTAACAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Esr2_126 GGAAAGGACGAAACACCGTTCGTGACGGCTCTCTACATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Esr2_127 GGAAAGGACGAAACACCGGAAGTAGGAATGGTCAAGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Esr2_128 GGAAAGGACGAAACACCGCGGCTCACTAGCACATTGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Arsb_129 GGAAAGGACGAAACACCGGGTGGGCAGACTAGGTCTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Arsb_130 GGAAAGGACGAAACACCGGAATGTCTGCCGACACGCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Arsb_131 GGAAAGGACGAAACACCGAGCACAGACGTATTTATGCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Arsb_132 GGAAAGGACGAAACACCGGCCAGCACGAAGACCACATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Piga_133 GGAAAGGACGAAACACCGTCTTCCACGCCAAGACAATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Piga_134 GGAAAGGACGAAACACCGATGGGTGCAGGTCCTATCGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Piga_135 GGAAAGGACGAAACACCGCAGACTGTGAAAGAGAGTCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Piga_136 GGAAAGGACGAAACACCGCCATGCTTATGGAAATCGAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Coa5_137 GGAAAGGACGAAACACCGCCGGTATTATGAGGACAAGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Coa5_138 GGAAAGGACGAAACACCGATCCGCTACCTGGAGCACACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Coa5_139 GGAAAGGACGAAACACCGGCGGGCGTGAAGGAGGATCTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Coa5_140 GGAAAGGACGAAACACCGGCCGGAGGGCGGCGCGTGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Adar_141 GGAAAGGACGAAACACCGACTCCAACAAGCCGCCTACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Adar_142 GGAAAGGACGAAACACCGAGAGGTAACCCCAGTAACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Adar_143 GGAAAGGACGAAACACCGTTCTTGTAGGGTGAACACCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Adar_144 GGAAAGGACGAAACACCGTGTATCCAGGAATTCCCTAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pus1_145 GGAAAGGACGAAACACCGCCTGCAAAGAGGGTCAAGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pus1_146 GGAAAGGACGAAACACCGCTTACCCAGAATCCGAATGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pus1_147 GGAAAGGACGAAACACCGTACTCGGGCAAGGGCTACCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
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Pus1_148 GGAAAGGACGAAACACCGTCCAGGCCCTCACGTACGAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Dse_149 GGAAAGGACGAAACACCGGTCAAAGTATAAGCATGACCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Dse_150 GGAAAGGACGAAACACCGCAGCACACAGAACATTGCCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Dse_151 GGAAAGGACGAAACACCGAGTTTCATACATATAGCCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Dse_152 GGAAAGGACGAAACACCGTAATGAACGGCACACCATTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Nr3c1_153 GGAAAGGACGAAACACCGCATTATGGGGTGCTGACGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Nr3c1_154 GGAAAGGACGAAACACCGAGCTTGCCTGGCAATAAACCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Nr3c1_155 GGAAAGGACGAAACACCGAAAGCCGTTTCACTGTCCATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Nr3c1_156 GGAAAGGACGAAACACCGAAAACTGGAATAGGTGCCAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ext2_157 GGAAAGGACGAAACACCGTGTTTCGATGTCTACCGCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ext2_158 GGAAAGGACGAAACACCGCTGGAGGACTCAATGGAGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ext2_159 GGAAAGGACGAAACACCGTCCTGCAGAACATCCCACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ext2_160 GGAAAGGACGAAACACCGAGGGCAGTGTTGTAATCTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pigc_161 GGAAAGGACGAAACACCGTGTACTGACAGACTCCGTCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pigc_162 GGAAAGGACGAAACACCGGAATAAAACATACCCAACCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pigc_163 GGAAAGGACGAAACACCGTCCGGAAAAACATCTATGCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pigc_164 GGAAAGGACGAAACACCGGGCCGACCTGAAGAGTACTCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ehhadh_165 GGAAAGGACGAAACACCGTTCATATGGATGCTTCACGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ehhadh_166 GGAAAGGACGAAACACCGCCACATCATGAGGTTACTAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ehhadh_167 GGAAAGGACGAAACACCGGTAAACCCATAGAACCCCGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ehhadh_168 GGAAAGGACGAAACACCGTCACTATGGCTCTAACCGTAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mogs_169 GGAAAGGACGAAACACCGTCTAGGTCATTCTTCCCACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mogs_170 GGAAAGGACGAAACACCGTCGGCAGCATATCCACGATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mogs_171 GGAAAGGACGAAACACCGTGCCGAAATAGACGTGTGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mogs_172 GGAAAGGACGAAACACCGGAGGTCCTACTACCAGAGATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc6a9_173 GGAAAGGACGAAACACCGATACCTCTGCTATCGCAACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc6a9_174 GGAAAGGACGAAACACCGGTAGTACATGATACCCGTGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc6a9_175 GGAAAGGACGAAACACCGATGGTGGTGTCCACATACATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc6a9_176 GGAAAGGACGAAACACCGTGTGCTACCAGCGTCTACGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc39a8_177 GGAAAGGACGAAACACCGTCAGCTGCTGTAAGATCGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc39a8_178 GGAAAGGACGAAACACCGAGGGGGTTAAAATCAATCCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc39a8_179 GGAAAGGACGAAACACCGCGTTAGGCTCAGTGACAGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc39a8_180 GGAAAGGACGAAACACCGCGGCGCCAACCGGAGCCTGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mmaa_181 GGAAAGGACGAAACACCGCGACCTACTCGAAATGTGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mmaa_182 GGAAAGGACGAAACACCGAGGACAGAGAGCTTGCCTAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mmaa_183 GGAAAGGACGAAACACCGTCAGGCCCTCTCCTACCAGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mmaa_184 GGAAAGGACGAAACACCGACTTGAGTGAAGGAGCCATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Lipe_185 GGAAAGGACGAAACACCGGAGTATGTCACGCTACACAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Lipe_186 GGAAAGGACGAAACACCGCACTTAGAGAGTACGCTCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Lipe_187 GGAAAGGACGAAACACCGTGCGGTTAGAAGCCACATAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Lipe_188 GGAAAGGACGAAACACCGAGAGCGGATATGCCTTGCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Hprt_189 GGAAAGGACGAAACACCGCTAGAATGATCAGTCAACGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Hprt_190 GGAAAGGACGAAACACCGTATACCTAATCATTATGCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Hprt_191 GGAAAGGACGAAACACCGAACAAATCTAGGTCATAACCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Hprt_192 GGAAAGGACGAAACACCGAGCCCCCCTTGAGCACACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

BRDN0000737505 GGAAAGGACGAAACACCGAAAAAGTCCGCGATTACGTCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

BRDN0000737693 GGAAAGGACGAAACACCGAAAACGGCTCGATCGGTGATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

BRDN0000737637 GGAAAGGACGAAACACCGAAAACGTAATTATACCGAGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

BRDN0000738185 GGAAAGGACGAAACACCGAAAATTGCACCTTCCCGGCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

BRDN0000737801 GGAAAGGACGAAACACCGAAACCCCCGCGCGGAGCGTCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

BRDN0000737467 GGAAAGGACGAAACACCGAAACCTAGCGTAGATTCGGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

BRDN0000737848 GGAAAGGACGAAACACCGAAACGAGGCTGTTCGTACACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

BRDN0000737609 GGAAAGGACGAAACACCGAAACTCATACGTAGCGAATCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mat2a_1 GGAAAGGACGAAACACCGCCTGATGCTAAAGTGGCTTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mat2a_2 GGAAAGGACGAAACACCGGTGCAATATATGCAAGATCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mat2a_3 GGAAAGGACGAAACACCGACCAAGGCAATGTACCATTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mat2a_4 GGAAAGGACGAAACACCGATTTACCACCTACAGCCAAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Tfrc_5 GGAAAGGACGAAACACCGCTACACGCTTACAATAGCCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Tfrc_6 GGAAAGGACGAAACACCGGAATACATACACTCCTCGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Tfrc_7 GGAAAGGACGAAACACCGGGGCTCCTACTACAACATAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Tfrc_8 GGAAAGGACGAAACACCGAACCCTCGGGAGACTCCACTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Atp6ap2_9 GGAAAGGACGAAACACCGTTAGCATATTAAGATCGCCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Atp6ap2_10 GGAAAGGACGAAACACCGTGAACTTGGGAAGCGTTATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Atp6ap2_11 GGAAAGGACGAAACACCGCCGGTGGAATAGGTTACCCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Atp6ap2_12 GGAAAGGACGAAACACCGTGGACAGTGCAGCTACGTCTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Vcp_13 GGAAAGGACGAAACACCGACTGTCTTCACAGACTCATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Vcp_14 GGAAAGGACGAAACACCGTATAGGTCGCTTTGACAGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Vcp_15 GGAAAGGACGAAACACCGCCAATCGCCTTAAAGAGCGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Vcp_16 GGAAAGGACGAAACACCGCTTCAGGAGTTGGTTCAGGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Atp6v1a_17 GGAAAGGACGAAACACCGTGACTGCTGATATCCGACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Atp6v1a_18 GGAAAGGACGAAACACCGAGTCGGCCATCATACTGACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Atp6v1a_19 GGAAAGGACGAAACACCGATGTTGCCCCCACGTAACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Atp6v1a_20 GGAAAGGACGAAACACCGCTTACGGGAAAAGGGCATCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Cog4_21 GGAAAGGACGAAACACCGGGAAACTCACCAACCCATCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Cog4_22 GGAAAGGACGAAACACCGGCTGTGTACGAACGACTCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Cog4_23 GGAAAGGACGAAACACCGGCACAAGTAACGATGAATGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Cog4_24 GGAAAGGACGAAACACCGCAACAGAAAAAATTGAACCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Nus1_25 GGAAAGGACGAAACACCGGTGGTCGTAGACGCTAATGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Nus1_26 GGAAAGGACGAAACACCGTCCAGGTGCCGAAGCGAACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Nus1_27 GGAAAGGACGAAACACCGACAGCACCTTCACTGCCGAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Nus1_28 GGAAAGGACGAAACACCGCCAGCGCAGCCGAGGATGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gmppb_29 GGAAAGGACGAAACACCGGTGGCTTCTCAACAAAACGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gmppb_30 GGAAAGGACGAAACACCGGTGCCGATGAAACTGCACCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gmppb_31 GGAAAGGACGAAACACCGTTCCCAGTTATGGCCAAGGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gmppb_32 GGAAAGGACGAAACACCGGAGCACTCCGAAGCCATTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ogt_33 GGAAAGGACGAAACACCGTTTGAGCCCAAATCATGCGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ogt_34 GGAAAGGACGAAACACCGAGCATTATCGACATGCCTTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
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Ogt_35 GGAAAGGACGAAACACCGACAGTGCACCACTAGTCCCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ogt_36 GGAAAGGACGAAACACCGGAAAGTTTGTACCATCATCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gfpt1_37 GGAAAGGACGAAACACCGTGTGGCACAAGTTACCACGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gfpt1_38 GGAAAGGACGAAACACCGAAGCTGCGGTCTTTCCCGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gfpt1_39 GGAAAGGACGAAACACCGGGAGAGAGGAGCCTTAACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gfpt1_40 GGAAAGGACGAAACACCGTCTGTTGTGAACACAATGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc7a5_41 GGAAAGGACGAAACACCGGCCCTCCTCGCAGTACATCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc7a5_42 GGAAAGGACGAAACACCGACCCCTACTTACGCACGCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc7a5_43 GGAAAGGACGAAACACCGAGCGGCCTCTTCGCCTACGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc7a5_44 GGAAAGGACGAAACACCGGTAGCAGAGTGCGCCCACGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Dhdds_45 GGAAAGGACGAAACACCGGGATGTCGGGATGAGGAGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Dhdds_46 GGAAAGGACGAAACACCGCTATGCCAAGAAGTGTCAGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Dhdds_47 GGAAAGGACGAAACACCGCTTCAAACGTTCCAAGAGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Dhdds_48 GGAAAGGACGAAACACCGGCAGCAGATGCAGATCACCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Alg11_49 GGAAAGGACGAAACACCGGGAAACCAGCAAATGCCCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Alg11_50 GGAAAGGACGAAACACCGTTTCCTGGACTGATGATATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Alg11_51 GGAAAGGACGAAACACCGAGTGAACATAGCTTCCGACTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Alg11_52 GGAAAGGACGAAACACCGTAAACCATATCCTCTCACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pgm3_53 GGAAAGGACGAAACACCGTACGGCCTCACATAACCCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pgm3_54 GGAAAGGACGAAACACCGAACTTCTTCAAGGTACCGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pgm3_55 GGAAAGGACGAAACACCGTACACCATGTAGTGCAACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pgm3_56 GGAAAGGACGAAACACCGCTGCTATGACATACCCTGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ddost_57 GGAAAGGACGAAACACCGGAACTCCCCGTACTTAATGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ddost_58 GGAAAGGACGAAACACCGCCCAGATAAACCAATCACCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ddost_59 GGAAAGGACGAAACACCGAGGCAACTATGAACTAGCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ddost_60 GGAAAGGACGAAACACCGGGTCAGAAACATCATAGTTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Rnf31_61 GGAAAGGACGAAACACCGGATGGATTGAGTTTCCCCGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Rnf31_62 GGAAAGGACGAAACACCGGAACTATGAGTTGTTGGACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Rnf31_63 GGAAAGGACGAAACACCGCTACCTCAACACCCTATCCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Rnf31_64 GGAAAGGACGAAACACCGGGAGGAACCAAGGTGTTGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ogdh_65 GGAAAGGACGAAACACCGTTGGCCCACTCATAGATACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ogdh_66 GGAAAGGACGAAACACCGGACTAGTTCGAACTATGTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ogdh_67 GGAAAGGACGAAACACCGGTAAGTGGAAGACCTTGTCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ogdh_68 GGAAAGGACGAAACACCGAAAGCTGAACAGTTCTACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc35a2_69 GGAAAGGACGAAACACCGTCACCCGCTGTAGTGGACCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc35a2_70 GGAAAGGACGAAACACCGCTGCTCTTCGCACAAAAGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc35a2_71 GGAAAGGACGAAACACCGCTGCAAGGTATAGATGAGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc35a2_72 GGAAAGGACGAAACACCGGGCCACTGGATCAGAACCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pisd_73 GGAAAGGACGAAACACCGCAAACTTGCTAGTCACTGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pisd_74 GGAAAGGACGAAACACCGGGTCCCCAGAAAATGGCGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pisd_75 GGAAAGGACGAAACACCGGGGCCCTCGAGCCAATACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pisd_76 GGAAAGGACGAAACACCGCGTATGTGGCTTGCACTGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Umps_77 GGAAAGGACGAAACACCGGAGCAGATAACTGTCGCCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Umps_78 GGAAAGGACGAAACACCGCCGCAGGTCGATGTAGACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Umps_79 GGAAAGGACGAAACACCGAGAGCGTGCACACGGCGTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Umps_80 GGAAAGGACGAAACACCGTCTGTCTGCCGATGTGTCGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gpx4_81 GGAAAGGACGAAACACCGCGTGTGCATCGTCACCAACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gpx4_82 GGAAAGGACGAAACACCGCATGCCCGATATGCTGAGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gpx4_83 GGAAAGGACGAAACACCGTGGTCTGGCAGGCACCATGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gpx4_84 GGAAAGGACGAAACACCGTAAGCCAGCACTGCTGTGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gale_85 GGAAAGGACGAAACACCGATCTTCACCGATGCGCCCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gale_86 GGAAAGGACGAAACACCGAGAACTTGGACTTGCCGTAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gale_87 GGAAAGGACGAAACACCGTTAACTCTATAGTAGTCCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gale_88 GGAAAGGACGAAACACCGCTGGGGGTTCCCGTACACGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Alg13_89 GGAAAGGACGAAACACCGGATCTTGTCATTAGCCACGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Alg13_90 GGAAAGGACGAAACACCGGTGAATGACTCAGTACGGAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Alg13_91 GGAAAGGACGAAACACCGGGTTGTAACCCAGACTCTCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Alg13_92 GGAAAGGACGAAACACCGTTTCGACGAGCTCGTCGCACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Hcfc1_93 GGAAAGGACGAAACACCGGGTACCCTTCACAACCAATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Hcfc1_94 GGAAAGGACGAAACACCGACAGCAGTATGTGACTCCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Hcfc1_95 GGAAAGGACGAAACACCGTGGAAGGGCTAGTTGCACAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Hcfc1_96 GGAAAGGACGAAACACCGCCCAAGGTTAGCCACAACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc25a22_97 GGAAAGGACGAAACACCGGTGTCTTAGCCAGGTCGATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc25a22_98 GGAAAGGACGAAACACCGATACATGCCGAAGTAGCCCTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc25a22_99 GGAAAGGACGAAACACCGTGATTCAGGTTGGCAAACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc25a22_100 GGAAAGGACGAAACACCGGACACCAGCTCTCTAAGGATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pten_101 GGAAAGGACGAAACACCGCCTCCAATTCAGGACCCACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pten_102 GGAAAGGACGAAACACCGTGTGCATATTTATTGCATCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pten_103 GGAAAGGACGAAACACCGACTATTCCAATGTTCAGTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pten_104 GGAAAGGACGAAACACCGGGTTTGATAAGTTCTAGCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Asah1_105 GGAAAGGACGAAACACCGGCAAGGTGTACGTTACCTAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Asah1_106 GGAAAGGACGAAACACCGTAACATTTATAACATACCGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Asah1_107 GGAAAGGACGAAACACCGAGTGATAAACCCTACCCACTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Asah1_108 GGAAAGGACGAAACACCGGAATATAAATAATAACACTTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mmadhc_109 GGAAAGGACGAAACACCGTCTGTGAGGCAGTCCCATTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mmadhc_110 GGAAAGGACGAAACACCGGTGTGGCCTGATGAAACTATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mmadhc_111 GGAAAGGACGAAACACCGTCACTAAAGAACAAAATCCTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mmadhc_112 GGAAAGGACGAAACACCGTATGTAAATGAGTTTCAGGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Agps_113 GGAAAGGACGAAACACCGGTACCAATGAGTGCAAAGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Agps_114 GGAAAGGACGAAACACCGGTAAAACCAAGCCACTAAGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Agps_115 GGAAAGGACGAAACACCGTCAGAGAAGGGATGTTTGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Agps_116 GGAAAGGACGAAACACCGTCCCTGGAATTCAGCACCGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pex2_117 GGAAAGGACGAAACACCGGTATGCTGTGTGCACCATTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pex2_118 GGAAAGGACGAAACACCGTCCCAAAAGACGCTAAATGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pex2_119 GGAAAGGACGAAACACCGGTTCTGGGGCTTGCAAAATAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pex2_120 GGAAAGGACGAAACACCGATGAAAGCACTGAGTAAACTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mtm1_121 GGAAAGGACGAAACACCGAGGGAACCACCAAAAGAGCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
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Mtm1_122 GGAAAGGACGAAACACCGTTACCACTCATACCGACAAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mtm1_123 GGAAAGGACGAAACACCGATGGGAGGCGCGACAAGTAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mtm1_124 GGAAAGGACGAAACACCGTCTGACCGGTGCCATTCAAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Esr2_125 GGAAAGGACGAAACACCGTGGCGCTTGGACTAGTAACAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Esr2_126 GGAAAGGACGAAACACCGTTCGTGACGGCTCTCTACATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Esr2_127 GGAAAGGACGAAACACCGGAAGTAGGAATGGTCAAGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Esr2_128 GGAAAGGACGAAACACCGCGGCTCACTAGCACATTGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Arsb_129 GGAAAGGACGAAACACCGGGTGGGCAGACTAGGTCTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Arsb_130 GGAAAGGACGAAACACCGGAATGTCTGCCGACACGCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Arsb_131 GGAAAGGACGAAACACCGAGCACAGACGTATTTATGCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Arsb_132 GGAAAGGACGAAACACCGGCCAGCACGAAGACCACATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Piga_133 GGAAAGGACGAAACACCGTCTTCCACGCCAAGACAATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Piga_134 GGAAAGGACGAAACACCGATGGGTGCAGGTCCTATCGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Piga_135 GGAAAGGACGAAACACCGCAGACTGTGAAAGAGAGTCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Piga_136 GGAAAGGACGAAACACCGCCATGCTTATGGAAATCGAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Coa5_137 GGAAAGGACGAAACACCGCCGGTATTATGAGGACAAGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Coa5_138 GGAAAGGACGAAACACCGATCCGCTACCTGGAGCACACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Coa5_139 GGAAAGGACGAAACACCGGCGGGCGTGAAGGAGGATCTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Coa5_140 GGAAAGGACGAAACACCGGCCGGAGGGCGGCGCGTGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Adar_141 GGAAAGGACGAAACACCGACTCCAACAAGCCGCCTACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Adar_142 GGAAAGGACGAAACACCGAGAGGTAACCCCAGTAACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Adar_143 GGAAAGGACGAAACACCGTTCTTGTAGGGTGAACACCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Adar_144 GGAAAGGACGAAACACCGTGTATCCAGGAATTCCCTAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pus1_145 GGAAAGGACGAAACACCGCCTGCAAAGAGGGTCAAGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pus1_146 GGAAAGGACGAAACACCGCTTACCCAGAATCCGAATGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pus1_147 GGAAAGGACGAAACACCGTACTCGGGCAAGGGCTACCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pus1_148 GGAAAGGACGAAACACCGTCCAGGCCCTCACGTACGAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Dse_149 GGAAAGGACGAAACACCGGTCAAAGTATAAGCATGACCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Dse_150 GGAAAGGACGAAACACCGCAGCACACAGAACATTGCCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Dse_151 GGAAAGGACGAAACACCGAGTTTCATACATATAGCCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Dse_152 GGAAAGGACGAAACACCGTAATGAACGGCACACCATTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Nr3c1_153 GGAAAGGACGAAACACCGCATTATGGGGTGCTGACGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Nr3c1_154 GGAAAGGACGAAACACCGAGCTTGCCTGGCAATAAACCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Nr3c1_155 GGAAAGGACGAAACACCGAAAGCCGTTTCACTGTCCATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Nr3c1_156 GGAAAGGACGAAACACCGAAAACTGGAATAGGTGCCAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ext2_157 GGAAAGGACGAAACACCGTGTTTCGATGTCTACCGCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ext2_158 GGAAAGGACGAAACACCGCTGGAGGACTCAATGGAGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ext2_159 GGAAAGGACGAAACACCGTCCTGCAGAACATCCCACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ext2_160 GGAAAGGACGAAACACCGAGGGCAGTGTTGTAATCTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pigc_161 GGAAAGGACGAAACACCGTGTACTGACAGACTCCGTCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pigc_162 GGAAAGGACGAAACACCGGAATAAAACATACCCAACCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pigc_163 GGAAAGGACGAAACACCGTCCGGAAAAACATCTATGCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pigc_164 GGAAAGGACGAAACACCGGGCCGACCTGAAGAGTACTCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ehhadh_165 GGAAAGGACGAAACACCGTTCATATGGATGCTTCACGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ehhadh_166 GGAAAGGACGAAACACCGCCACATCATGAGGTTACTAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ehhadh_167 GGAAAGGACGAAACACCGGTAAACCCATAGAACCCCGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ehhadh_168 GGAAAGGACGAAACACCGTCACTATGGCTCTAACCGTAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mogs_169 GGAAAGGACGAAACACCGTCTAGGTCATTCTTCCCACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mogs_170 GGAAAGGACGAAACACCGTCGGCAGCATATCCACGATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mogs_171 GGAAAGGACGAAACACCGTGCCGAAATAGACGTGTGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mogs_172 GGAAAGGACGAAACACCGGAGGTCCTACTACCAGAGATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc6a9_173 GGAAAGGACGAAACACCGATACCTCTGCTATCGCAACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc6a9_174 GGAAAGGACGAAACACCGGTAGTACATGATACCCGTGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc6a9_175 GGAAAGGACGAAACACCGATGGTGGTGTCCACATACATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc6a9_176 GGAAAGGACGAAACACCGTGTGCTACCAGCGTCTACGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc39a8_177 GGAAAGGACGAAACACCGTCAGCTGCTGTAAGATCGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc39a8_178 GGAAAGGACGAAACACCGAGGGGGTTAAAATCAATCCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc39a8_179 GGAAAGGACGAAACACCGCGTTAGGCTCAGTGACAGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc39a8_180 GGAAAGGACGAAACACCGCGGCGCCAACCGGAGCCTGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mmaa_181 GGAAAGGACGAAACACCGCGACCTACTCGAAATGTGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mmaa_182 GGAAAGGACGAAACACCGAGGACAGAGAGCTTGCCTAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mmaa_183 GGAAAGGACGAAACACCGTCAGGCCCTCTCCTACCAGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mmaa_184 GGAAAGGACGAAACACCGACTTGAGTGAAGGAGCCATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Lipe_185 GGAAAGGACGAAACACCGGAGTATGTCACGCTACACAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Lipe_186 GGAAAGGACGAAACACCGCACTTAGAGAGTACGCTCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Lipe_187 GGAAAGGACGAAACACCGTGCGGTTAGAAGCCACATAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Lipe_188 GGAAAGGACGAAACACCGAGAGCGGATATGCCTTGCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Hprt_189 GGAAAGGACGAAACACCGCTAGAATGATCAGTCAACGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Hprt_190 GGAAAGGACGAAACACCGTATACCTAATCATTATGCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Hprt_191 GGAAAGGACGAAACACCGAACAAATCTAGGTCATAACCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Hprt_192 GGAAAGGACGAAACACCGAGCCCCCCTTGAGCACACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

BRDN0000737505 GGAAAGGACGAAACACCGAAAAAGTCCGCGATTACGTCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

BRDN0000737693 GGAAAGGACGAAACACCGAAAACGGCTCGATCGGTGATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

BRDN0000737637 GGAAAGGACGAAACACCGAAAACGTAATTATACCGAGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

BRDN0000738185 GGAAAGGACGAAACACCGAAAATTGCACCTTCCCGGCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

BRDN0000737801 GGAAAGGACGAAACACCGAAACCCCCGCGCGGAGCGTCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

BRDN0000737467 GGAAAGGACGAAACACCGAAACCTAGCGTAGATTCGGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

BRDN0000737848 GGAAAGGACGAAACACCGAAACGAGGCTGTTCGTACACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

BRDN0000737609 GGAAAGGACGAAACACCGAAACTCATACGTAGCGAATCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mat2a_1 GGAAAGGACGAAACACCGCCTGATGCTAAAGTGGCTTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mat2a_2 GGAAAGGACGAAACACCGGTGCAATATATGCAAGATCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mat2a_3 GGAAAGGACGAAACACCGACCAAGGCAATGTACCATTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mat2a_4 GGAAAGGACGAAACACCGATTTACCACCTACAGCCAAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Tfrc_5 GGAAAGGACGAAACACCGCTACACGCTTACAATAGCCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Tfrc_6 GGAAAGGACGAAACACCGGAATACATACACTCCTCGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Tfrc_7 GGAAAGGACGAAACACCGGGGCTCCTACTACAACATAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Tfrc_8 GGAAAGGACGAAACACCGAACCCTCGGGAGACTCCACTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
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Atp6ap2_9 GGAAAGGACGAAACACCGTTAGCATATTAAGATCGCCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Atp6ap2_10 GGAAAGGACGAAACACCGTGAACTTGGGAAGCGTTATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Atp6ap2_11 GGAAAGGACGAAACACCGCCGGTGGAATAGGTTACCCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Atp6ap2_12 GGAAAGGACGAAACACCGTGGACAGTGCAGCTACGTCTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Vcp_13 GGAAAGGACGAAACACCGACTGTCTTCACAGACTCATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Vcp_14 GGAAAGGACGAAACACCGTATAGGTCGCTTTGACAGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Vcp_15 GGAAAGGACGAAACACCGCCAATCGCCTTAAAGAGCGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Vcp_16 GGAAAGGACGAAACACCGCTTCAGGAGTTGGTTCAGGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Atp6v1a_17 GGAAAGGACGAAACACCGTGACTGCTGATATCCGACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Atp6v1a_18 GGAAAGGACGAAACACCGAGTCGGCCATCATACTGACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Atp6v1a_19 GGAAAGGACGAAACACCGATGTTGCCCCCACGTAACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Atp6v1a_20 GGAAAGGACGAAACACCGCTTACGGGAAAAGGGCATCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Cog4_21 GGAAAGGACGAAACACCGGGAAACTCACCAACCCATCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Cog4_22 GGAAAGGACGAAACACCGGCTGTGTACGAACGACTCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Cog4_23 GGAAAGGACGAAACACCGGCACAAGTAACGATGAATGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Cog4_24 GGAAAGGACGAAACACCGCAACAGAAAAAATTGAACCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Nus1_25 GGAAAGGACGAAACACCGGTGGTCGTAGACGCTAATGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Nus1_26 GGAAAGGACGAAACACCGTCCAGGTGCCGAAGCGAACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Nus1_27 GGAAAGGACGAAACACCGACAGCACCTTCACTGCCGAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Nus1_28 GGAAAGGACGAAACACCGCCAGCGCAGCCGAGGATGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gmppb_29 GGAAAGGACGAAACACCGGTGGCTTCTCAACAAAACGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gmppb_30 GGAAAGGACGAAACACCGGTGCCGATGAAACTGCACCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gmppb_31 GGAAAGGACGAAACACCGTTCCCAGTTATGGCCAAGGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gmppb_32 GGAAAGGACGAAACACCGGAGCACTCCGAAGCCATTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ogt_33 GGAAAGGACGAAACACCGTTTGAGCCCAAATCATGCGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ogt_34 GGAAAGGACGAAACACCGAGCATTATCGACATGCCTTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ogt_35 GGAAAGGACGAAACACCGACAGTGCACCACTAGTCCCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ogt_36 GGAAAGGACGAAACACCGGAAAGTTTGTACCATCATCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gfpt1_37 GGAAAGGACGAAACACCGTGTGGCACAAGTTACCACGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gfpt1_38 GGAAAGGACGAAACACCGAAGCTGCGGTCTTTCCCGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gfpt1_39 GGAAAGGACGAAACACCGGGAGAGAGGAGCCTTAACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gfpt1_40 GGAAAGGACGAAACACCGTCTGTTGTGAACACAATGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc7a5_41 GGAAAGGACGAAACACCGGCCCTCCTCGCAGTACATCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc7a5_42 GGAAAGGACGAAACACCGACCCCTACTTACGCACGCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc7a5_43 GGAAAGGACGAAACACCGAGCGGCCTCTTCGCCTACGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc7a5_44 GGAAAGGACGAAACACCGGTAGCAGAGTGCGCCCACGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Dhdds_45 GGAAAGGACGAAACACCGGGATGTCGGGATGAGGAGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Dhdds_46 GGAAAGGACGAAACACCGCTATGCCAAGAAGTGTCAGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Dhdds_47 GGAAAGGACGAAACACCGCTTCAAACGTTCCAAGAGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Dhdds_48 GGAAAGGACGAAACACCGGCAGCAGATGCAGATCACCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Alg11_49 GGAAAGGACGAAACACCGGGAAACCAGCAAATGCCCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Alg11_50 GGAAAGGACGAAACACCGTTTCCTGGACTGATGATATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Alg11_51 GGAAAGGACGAAACACCGAGTGAACATAGCTTCCGACTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Alg11_52 GGAAAGGACGAAACACCGTAAACCATATCCTCTCACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pgm3_53 GGAAAGGACGAAACACCGTACGGCCTCACATAACCCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pgm3_54 GGAAAGGACGAAACACCGAACTTCTTCAAGGTACCGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pgm3_55 GGAAAGGACGAAACACCGTACACCATGTAGTGCAACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pgm3_56 GGAAAGGACGAAACACCGCTGCTATGACATACCCTGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ddost_57 GGAAAGGACGAAACACCGGAACTCCCCGTACTTAATGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ddost_58 GGAAAGGACGAAACACCGCCCAGATAAACCAATCACCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ddost_59 GGAAAGGACGAAACACCGAGGCAACTATGAACTAGCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ddost_60 GGAAAGGACGAAACACCGGGTCAGAAACATCATAGTTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Rnf31_61 GGAAAGGACGAAACACCGGATGGATTGAGTTTCCCCGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Rnf31_62 GGAAAGGACGAAACACCGGAACTATGAGTTGTTGGACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Rnf31_63 GGAAAGGACGAAACACCGCTACCTCAACACCCTATCCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Rnf31_64 GGAAAGGACGAAACACCGGGAGGAACCAAGGTGTTGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ogdh_65 GGAAAGGACGAAACACCGTTGGCCCACTCATAGATACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ogdh_66 GGAAAGGACGAAACACCGGACTAGTTCGAACTATGTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ogdh_67 GGAAAGGACGAAACACCGGTAAGTGGAAGACCTTGTCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ogdh_68 GGAAAGGACGAAACACCGAAAGCTGAACAGTTCTACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc35a2_69 GGAAAGGACGAAACACCGTCACCCGCTGTAGTGGACCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc35a2_70 GGAAAGGACGAAACACCGCTGCTCTTCGCACAAAAGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc35a2_71 GGAAAGGACGAAACACCGCTGCAAGGTATAGATGAGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc35a2_72 GGAAAGGACGAAACACCGGGCCACTGGATCAGAACCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pisd_73 GGAAAGGACGAAACACCGCAAACTTGCTAGTCACTGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pisd_74 GGAAAGGACGAAACACCGGGTCCCCAGAAAATGGCGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pisd_75 GGAAAGGACGAAACACCGGGGCCCTCGAGCCAATACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pisd_76 GGAAAGGACGAAACACCGCGTATGTGGCTTGCACTGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Umps_77 GGAAAGGACGAAACACCGGAGCAGATAACTGTCGCCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Umps_78 GGAAAGGACGAAACACCGCCGCAGGTCGATGTAGACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Umps_79 GGAAAGGACGAAACACCGAGAGCGTGCACACGGCGTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Umps_80 GGAAAGGACGAAACACCGTCTGTCTGCCGATGTGTCGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gpx4_81 GGAAAGGACGAAACACCGCGTGTGCATCGTCACCAACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gpx4_82 GGAAAGGACGAAACACCGCATGCCCGATATGCTGAGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gpx4_83 GGAAAGGACGAAACACCGTGGTCTGGCAGGCACCATGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gpx4_84 GGAAAGGACGAAACACCGTAAGCCAGCACTGCTGTGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gale_85 GGAAAGGACGAAACACCGATCTTCACCGATGCGCCCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gale_86 GGAAAGGACGAAACACCGAGAACTTGGACTTGCCGTAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gale_87 GGAAAGGACGAAACACCGTTAACTCTATAGTAGTCCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gale_88 GGAAAGGACGAAACACCGCTGGGGGTTCCCGTACACGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Alg13_89 GGAAAGGACGAAACACCGGATCTTGTCATTAGCCACGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Alg13_90 GGAAAGGACGAAACACCGGTGAATGACTCAGTACGGAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Alg13_91 GGAAAGGACGAAACACCGGGTTGTAACCCAGACTCTCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Alg13_92 GGAAAGGACGAAACACCGTTTCGACGAGCTCGTCGCACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Hcfc1_93 GGAAAGGACGAAACACCGGGTACCCTTCACAACCAATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Hcfc1_94 GGAAAGGACGAAACACCGACAGCAGTATGTGACTCCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Hcfc1_95 GGAAAGGACGAAACACCGTGGAAGGGCTAGTTGCACAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
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Hcfc1_96 GGAAAGGACGAAACACCGCCCAAGGTTAGCCACAACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc25a22_97 GGAAAGGACGAAACACCGGTGTCTTAGCCAGGTCGATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc25a22_98 GGAAAGGACGAAACACCGATACATGCCGAAGTAGCCCTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc25a22_99 GGAAAGGACGAAACACCGTGATTCAGGTTGGCAAACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc25a22_100 GGAAAGGACGAAACACCGGACACCAGCTCTCTAAGGATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pten_101 GGAAAGGACGAAACACCGCCTCCAATTCAGGACCCACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pten_102 GGAAAGGACGAAACACCGTGTGCATATTTATTGCATCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pten_103 GGAAAGGACGAAACACCGACTATTCCAATGTTCAGTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pten_104 GGAAAGGACGAAACACCGGGTTTGATAAGTTCTAGCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Asah1_105 GGAAAGGACGAAACACCGGCAAGGTGTACGTTACCTAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Asah1_106 GGAAAGGACGAAACACCGTAACATTTATAACATACCGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Asah1_107 GGAAAGGACGAAACACCGAGTGATAAACCCTACCCACTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Asah1_108 GGAAAGGACGAAACACCGGAATATAAATAATAACACTTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mmadhc_109 GGAAAGGACGAAACACCGTCTGTGAGGCAGTCCCATTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mmadhc_110 GGAAAGGACGAAACACCGGTGTGGCCTGATGAAACTATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mmadhc_111 GGAAAGGACGAAACACCGTCACTAAAGAACAAAATCCTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mmadhc_112 GGAAAGGACGAAACACCGTATGTAAATGAGTTTCAGGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Agps_113 GGAAAGGACGAAACACCGGTACCAATGAGTGCAAAGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Agps_114 GGAAAGGACGAAACACCGGTAAAACCAAGCCACTAAGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Agps_115 GGAAAGGACGAAACACCGTCAGAGAAGGGATGTTTGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Agps_116 GGAAAGGACGAAACACCGTCCCTGGAATTCAGCACCGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pex2_117 GGAAAGGACGAAACACCGGTATGCTGTGTGCACCATTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pex2_118 GGAAAGGACGAAACACCGTCCCAAAAGACGCTAAATGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pex2_119 GGAAAGGACGAAACACCGGTTCTGGGGCTTGCAAAATAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pex2_120 GGAAAGGACGAAACACCGATGAAAGCACTGAGTAAACTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mtm1_121 GGAAAGGACGAAACACCGAGGGAACCACCAAAAGAGCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mtm1_122 GGAAAGGACGAAACACCGTTACCACTCATACCGACAAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mtm1_123 GGAAAGGACGAAACACCGATGGGAGGCGCGACAAGTAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mtm1_124 GGAAAGGACGAAACACCGTCTGACCGGTGCCATTCAAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Esr2_125 GGAAAGGACGAAACACCGTGGCGCTTGGACTAGTAACAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Esr2_126 GGAAAGGACGAAACACCGTTCGTGACGGCTCTCTACATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Esr2_127 GGAAAGGACGAAACACCGGAAGTAGGAATGGTCAAGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Esr2_128 GGAAAGGACGAAACACCGCGGCTCACTAGCACATTGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Arsb_129 GGAAAGGACGAAACACCGGGTGGGCAGACTAGGTCTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Arsb_130 GGAAAGGACGAAACACCGGAATGTCTGCCGACACGCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Arsb_131 GGAAAGGACGAAACACCGAGCACAGACGTATTTATGCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Arsb_132 GGAAAGGACGAAACACCGGCCAGCACGAAGACCACATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Piga_133 GGAAAGGACGAAACACCGTCTTCCACGCCAAGACAATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Piga_134 GGAAAGGACGAAACACCGATGGGTGCAGGTCCTATCGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Piga_135 GGAAAGGACGAAACACCGCAGACTGTGAAAGAGAGTCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Piga_136 GGAAAGGACGAAACACCGCCATGCTTATGGAAATCGAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Coa5_137 GGAAAGGACGAAACACCGCCGGTATTATGAGGACAAGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Coa5_138 GGAAAGGACGAAACACCGATCCGCTACCTGGAGCACACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Coa5_139 GGAAAGGACGAAACACCGGCGGGCGTGAAGGAGGATCTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Coa5_140 GGAAAGGACGAAACACCGGCCGGAGGGCGGCGCGTGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Adar_141 GGAAAGGACGAAACACCGACTCCAACAAGCCGCCTACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Adar_142 GGAAAGGACGAAACACCGAGAGGTAACCCCAGTAACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Adar_143 GGAAAGGACGAAACACCGTTCTTGTAGGGTGAACACCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Adar_144 GGAAAGGACGAAACACCGTGTATCCAGGAATTCCCTAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pus1_145 GGAAAGGACGAAACACCGCCTGCAAAGAGGGTCAAGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pus1_146 GGAAAGGACGAAACACCGCTTACCCAGAATCCGAATGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pus1_147 GGAAAGGACGAAACACCGTACTCGGGCAAGGGCTACCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pus1_148 GGAAAGGACGAAACACCGTCCAGGCCCTCACGTACGAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Dse_149 GGAAAGGACGAAACACCGGTCAAAGTATAAGCATGACCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Dse_150 GGAAAGGACGAAACACCGCAGCACACAGAACATTGCCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Dse_151 GGAAAGGACGAAACACCGAGTTTCATACATATAGCCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Dse_152 GGAAAGGACGAAACACCGTAATGAACGGCACACCATTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Nr3c1_153 GGAAAGGACGAAACACCGCATTATGGGGTGCTGACGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Nr3c1_154 GGAAAGGACGAAACACCGAGCTTGCCTGGCAATAAACCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Nr3c1_155 GGAAAGGACGAAACACCGAAAGCCGTTTCACTGTCCATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Nr3c1_156 GGAAAGGACGAAACACCGAAAACTGGAATAGGTGCCAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ext2_157 GGAAAGGACGAAACACCGTGTTTCGATGTCTACCGCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ext2_158 GGAAAGGACGAAACACCGCTGGAGGACTCAATGGAGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ext2_159 GGAAAGGACGAAACACCGTCCTGCAGAACATCCCACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ext2_160 GGAAAGGACGAAACACCGAGGGCAGTGTTGTAATCTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pigc_161 GGAAAGGACGAAACACCGTGTACTGACAGACTCCGTCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pigc_162 GGAAAGGACGAAACACCGGAATAAAACATACCCAACCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pigc_163 GGAAAGGACGAAACACCGTCCGGAAAAACATCTATGCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pigc_164 GGAAAGGACGAAACACCGGGCCGACCTGAAGAGTACTCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ehhadh_165 GGAAAGGACGAAACACCGTTCATATGGATGCTTCACGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ehhadh_166 GGAAAGGACGAAACACCGCCACATCATGAGGTTACTAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ehhadh_167 GGAAAGGACGAAACACCGGTAAACCCATAGAACCCCGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ehhadh_168 GGAAAGGACGAAACACCGTCACTATGGCTCTAACCGTAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mogs_169 GGAAAGGACGAAACACCGTCTAGGTCATTCTTCCCACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mogs_170 GGAAAGGACGAAACACCGTCGGCAGCATATCCACGATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mogs_171 GGAAAGGACGAAACACCGTGCCGAAATAGACGTGTGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mogs_172 GGAAAGGACGAAACACCGGAGGTCCTACTACCAGAGATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc6a9_173 GGAAAGGACGAAACACCGATACCTCTGCTATCGCAACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc6a9_174 GGAAAGGACGAAACACCGGTAGTACATGATACCCGTGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc6a9_175 GGAAAGGACGAAACACCGATGGTGGTGTCCACATACATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc6a9_176 GGAAAGGACGAAACACCGTGTGCTACCAGCGTCTACGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc39a8_177 GGAAAGGACGAAACACCGTCAGCTGCTGTAAGATCGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc39a8_178 GGAAAGGACGAAACACCGAGGGGGTTAAAATCAATCCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc39a8_179 GGAAAGGACGAAACACCGCGTTAGGCTCAGTGACAGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc39a8_180 GGAAAGGACGAAACACCGCGGCGCCAACCGGAGCCTGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mmaa_181 GGAAAGGACGAAACACCGCGACCTACTCGAAATGTGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mmaa_182 GGAAAGGACGAAACACCGAGGACAGAGAGCTTGCCTAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
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Mmaa_183 GGAAAGGACGAAACACCGTCAGGCCCTCTCCTACCAGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mmaa_184 GGAAAGGACGAAACACCGACTTGAGTGAAGGAGCCATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Lipe_185 GGAAAGGACGAAACACCGGAGTATGTCACGCTACACAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Lipe_186 GGAAAGGACGAAACACCGCACTTAGAGAGTACGCTCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Lipe_187 GGAAAGGACGAAACACCGTGCGGTTAGAAGCCACATAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Lipe_188 GGAAAGGACGAAACACCGAGAGCGGATATGCCTTGCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Hprt_189 GGAAAGGACGAAACACCGCTAGAATGATCAGTCAACGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Hprt_190 GGAAAGGACGAAACACCGTATACCTAATCATTATGCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Hprt_191 GGAAAGGACGAAACACCGAACAAATCTAGGTCATAACCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Hprt_192 GGAAAGGACGAAACACCGAGCCCCCCTTGAGCACACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

BRDN0000737505 GGAAAGGACGAAACACCGAAAAAGTCCGCGATTACGTCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

BRDN0000737693 GGAAAGGACGAAACACCGAAAACGGCTCGATCGGTGATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

BRDN0000737637 GGAAAGGACGAAACACCGAAAACGTAATTATACCGAGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

BRDN0000738185 GGAAAGGACGAAACACCGAAAATTGCACCTTCCCGGCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

BRDN0000737801 GGAAAGGACGAAACACCGAAACCCCCGCGCGGAGCGTCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

BRDN0000737467 GGAAAGGACGAAACACCGAAACCTAGCGTAGATTCGGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

BRDN0000737848 GGAAAGGACGAAACACCGAAACGAGGCTGTTCGTACACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

BRDN0000737609 GGAAAGGACGAAACACCGAAACTCATACGTAGCGAATCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mat2a_1 GGAAAGGACGAAACACCGCCTGATGCTAAAGTGGCTTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mat2a_2 GGAAAGGACGAAACACCGGTGCAATATATGCAAGATCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mat2a_3 GGAAAGGACGAAACACCGACCAAGGCAATGTACCATTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mat2a_4 GGAAAGGACGAAACACCGATTTACCACCTACAGCCAAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Tfrc_5 GGAAAGGACGAAACACCGCTACACGCTTACAATAGCCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Tfrc_6 GGAAAGGACGAAACACCGGAATACATACACTCCTCGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Tfrc_7 GGAAAGGACGAAACACCGGGGCTCCTACTACAACATAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Tfrc_8 GGAAAGGACGAAACACCGAACCCTCGGGAGACTCCACTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Atp6ap2_9 GGAAAGGACGAAACACCGTTAGCATATTAAGATCGCCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Atp6ap2_10 GGAAAGGACGAAACACCGTGAACTTGGGAAGCGTTATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Atp6ap2_11 GGAAAGGACGAAACACCGCCGGTGGAATAGGTTACCCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Atp6ap2_12 GGAAAGGACGAAACACCGTGGACAGTGCAGCTACGTCTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Vcp_13 GGAAAGGACGAAACACCGACTGTCTTCACAGACTCATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Vcp_14 GGAAAGGACGAAACACCGTATAGGTCGCTTTGACAGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Vcp_15 GGAAAGGACGAAACACCGCCAATCGCCTTAAAGAGCGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Vcp_16 GGAAAGGACGAAACACCGCTTCAGGAGTTGGTTCAGGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Atp6v1a_17 GGAAAGGACGAAACACCGTGACTGCTGATATCCGACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Atp6v1a_18 GGAAAGGACGAAACACCGAGTCGGCCATCATACTGACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Atp6v1a_19 GGAAAGGACGAAACACCGATGTTGCCCCCACGTAACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Atp6v1a_20 GGAAAGGACGAAACACCGCTTACGGGAAAAGGGCATCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Cog4_21 GGAAAGGACGAAACACCGGGAAACTCACCAACCCATCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Cog4_22 GGAAAGGACGAAACACCGGCTGTGTACGAACGACTCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Cog4_23 GGAAAGGACGAAACACCGGCACAAGTAACGATGAATGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Cog4_24 GGAAAGGACGAAACACCGCAACAGAAAAAATTGAACCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Nus1_25 GGAAAGGACGAAACACCGGTGGTCGTAGACGCTAATGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Nus1_26 GGAAAGGACGAAACACCGTCCAGGTGCCGAAGCGAACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Nus1_27 GGAAAGGACGAAACACCGACAGCACCTTCACTGCCGAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Nus1_28 GGAAAGGACGAAACACCGCCAGCGCAGCCGAGGATGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gmppb_29 GGAAAGGACGAAACACCGGTGGCTTCTCAACAAAACGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gmppb_30 GGAAAGGACGAAACACCGGTGCCGATGAAACTGCACCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gmppb_31 GGAAAGGACGAAACACCGTTCCCAGTTATGGCCAAGGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gmppb_32 GGAAAGGACGAAACACCGGAGCACTCCGAAGCCATTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ogt_33 GGAAAGGACGAAACACCGTTTGAGCCCAAATCATGCGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ogt_34 GGAAAGGACGAAACACCGAGCATTATCGACATGCCTTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ogt_35 GGAAAGGACGAAACACCGACAGTGCACCACTAGTCCCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ogt_36 GGAAAGGACGAAACACCGGAAAGTTTGTACCATCATCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gfpt1_37 GGAAAGGACGAAACACCGTGTGGCACAAGTTACCACGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gfpt1_38 GGAAAGGACGAAACACCGAAGCTGCGGTCTTTCCCGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gfpt1_39 GGAAAGGACGAAACACCGGGAGAGAGGAGCCTTAACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gfpt1_40 GGAAAGGACGAAACACCGTCTGTTGTGAACACAATGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc7a5_41 GGAAAGGACGAAACACCGGCCCTCCTCGCAGTACATCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc7a5_42 GGAAAGGACGAAACACCGACCCCTACTTACGCACGCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc7a5_43 GGAAAGGACGAAACACCGAGCGGCCTCTTCGCCTACGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc7a5_44 GGAAAGGACGAAACACCGGTAGCAGAGTGCGCCCACGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Dhdds_45 GGAAAGGACGAAACACCGGGATGTCGGGATGAGGAGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Dhdds_46 GGAAAGGACGAAACACCGCTATGCCAAGAAGTGTCAGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Dhdds_47 GGAAAGGACGAAACACCGCTTCAAACGTTCCAAGAGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Dhdds_48 GGAAAGGACGAAACACCGGCAGCAGATGCAGATCACCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Alg11_49 GGAAAGGACGAAACACCGGGAAACCAGCAAATGCCCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Alg11_50 GGAAAGGACGAAACACCGTTTCCTGGACTGATGATATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Alg11_51 GGAAAGGACGAAACACCGAGTGAACATAGCTTCCGACTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Alg11_52 GGAAAGGACGAAACACCGTAAACCATATCCTCTCACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pgm3_53 GGAAAGGACGAAACACCGTACGGCCTCACATAACCCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pgm3_54 GGAAAGGACGAAACACCGAACTTCTTCAAGGTACCGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pgm3_55 GGAAAGGACGAAACACCGTACACCATGTAGTGCAACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pgm3_56 GGAAAGGACGAAACACCGCTGCTATGACATACCCTGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ddost_57 GGAAAGGACGAAACACCGGAACTCCCCGTACTTAATGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ddost_58 GGAAAGGACGAAACACCGCCCAGATAAACCAATCACCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ddost_59 GGAAAGGACGAAACACCGAGGCAACTATGAACTAGCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ddost_60 GGAAAGGACGAAACACCGGGTCAGAAACATCATAGTTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Rnf31_61 GGAAAGGACGAAACACCGGATGGATTGAGTTTCCCCGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Rnf31_62 GGAAAGGACGAAACACCGGAACTATGAGTTGTTGGACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Rnf31_63 GGAAAGGACGAAACACCGCTACCTCAACACCCTATCCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Rnf31_64 GGAAAGGACGAAACACCGGGAGGAACCAAGGTGTTGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ogdh_65 GGAAAGGACGAAACACCGTTGGCCCACTCATAGATACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ogdh_66 GGAAAGGACGAAACACCGGACTAGTTCGAACTATGTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ogdh_67 GGAAAGGACGAAACACCGGTAAGTGGAAGACCTTGTCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ogdh_68 GGAAAGGACGAAACACCGAAAGCTGAACAGTTCTACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc35a2_69 GGAAAGGACGAAACACCGTCACCCGCTGTAGTGGACCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
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Slc35a2_70 GGAAAGGACGAAACACCGCTGCTCTTCGCACAAAAGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc35a2_71 GGAAAGGACGAAACACCGCTGCAAGGTATAGATGAGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc35a2_72 GGAAAGGACGAAACACCGGGCCACTGGATCAGAACCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pisd_73 GGAAAGGACGAAACACCGCAAACTTGCTAGTCACTGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pisd_74 GGAAAGGACGAAACACCGGGTCCCCAGAAAATGGCGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pisd_75 GGAAAGGACGAAACACCGGGGCCCTCGAGCCAATACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pisd_76 GGAAAGGACGAAACACCGCGTATGTGGCTTGCACTGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Umps_77 GGAAAGGACGAAACACCGGAGCAGATAACTGTCGCCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Umps_78 GGAAAGGACGAAACACCGCCGCAGGTCGATGTAGACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Umps_79 GGAAAGGACGAAACACCGAGAGCGTGCACACGGCGTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Umps_80 GGAAAGGACGAAACACCGTCTGTCTGCCGATGTGTCGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gpx4_81 GGAAAGGACGAAACACCGCGTGTGCATCGTCACCAACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gpx4_82 GGAAAGGACGAAACACCGCATGCCCGATATGCTGAGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gpx4_83 GGAAAGGACGAAACACCGTGGTCTGGCAGGCACCATGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gpx4_84 GGAAAGGACGAAACACCGTAAGCCAGCACTGCTGTGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gale_85 GGAAAGGACGAAACACCGATCTTCACCGATGCGCCCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gale_86 GGAAAGGACGAAACACCGAGAACTTGGACTTGCCGTAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gale_87 GGAAAGGACGAAACACCGTTAACTCTATAGTAGTCCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gale_88 GGAAAGGACGAAACACCGCTGGGGGTTCCCGTACACGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Alg13_89 GGAAAGGACGAAACACCGGATCTTGTCATTAGCCACGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Alg13_90 GGAAAGGACGAAACACCGGTGAATGACTCAGTACGGAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Alg13_91 GGAAAGGACGAAACACCGGGTTGTAACCCAGACTCTCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Alg13_92 GGAAAGGACGAAACACCGTTTCGACGAGCTCGTCGCACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Hcfc1_93 GGAAAGGACGAAACACCGGGTACCCTTCACAACCAATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Hcfc1_94 GGAAAGGACGAAACACCGACAGCAGTATGTGACTCCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Hcfc1_95 GGAAAGGACGAAACACCGTGGAAGGGCTAGTTGCACAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Hcfc1_96 GGAAAGGACGAAACACCGCCCAAGGTTAGCCACAACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc25a22_97 GGAAAGGACGAAACACCGGTGTCTTAGCCAGGTCGATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc25a22_98 GGAAAGGACGAAACACCGATACATGCCGAAGTAGCCCTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc25a22_99 GGAAAGGACGAAACACCGTGATTCAGGTTGGCAAACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc25a22_100 GGAAAGGACGAAACACCGGACACCAGCTCTCTAAGGATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pten_101 GGAAAGGACGAAACACCGCCTCCAATTCAGGACCCACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pten_102 GGAAAGGACGAAACACCGTGTGCATATTTATTGCATCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pten_103 GGAAAGGACGAAACACCGACTATTCCAATGTTCAGTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pten_104 GGAAAGGACGAAACACCGGGTTTGATAAGTTCTAGCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Asah1_105 GGAAAGGACGAAACACCGGCAAGGTGTACGTTACCTAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Asah1_106 GGAAAGGACGAAACACCGTAACATTTATAACATACCGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Asah1_107 GGAAAGGACGAAACACCGAGTGATAAACCCTACCCACTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Asah1_108 GGAAAGGACGAAACACCGGAATATAAATAATAACACTTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mmadhc_109 GGAAAGGACGAAACACCGTCTGTGAGGCAGTCCCATTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mmadhc_110 GGAAAGGACGAAACACCGGTGTGGCCTGATGAAACTATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mmadhc_111 GGAAAGGACGAAACACCGTCACTAAAGAACAAAATCCTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mmadhc_112 GGAAAGGACGAAACACCGTATGTAAATGAGTTTCAGGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Agps_113 GGAAAGGACGAAACACCGGTACCAATGAGTGCAAAGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Agps_114 GGAAAGGACGAAACACCGGTAAAACCAAGCCACTAAGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Agps_115 GGAAAGGACGAAACACCGTCAGAGAAGGGATGTTTGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Agps_116 GGAAAGGACGAAACACCGTCCCTGGAATTCAGCACCGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pex2_117 GGAAAGGACGAAACACCGGTATGCTGTGTGCACCATTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pex2_118 GGAAAGGACGAAACACCGTCCCAAAAGACGCTAAATGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pex2_119 GGAAAGGACGAAACACCGGTTCTGGGGCTTGCAAAATAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pex2_120 GGAAAGGACGAAACACCGATGAAAGCACTGAGTAAACTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mtm1_121 GGAAAGGACGAAACACCGAGGGAACCACCAAAAGAGCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mtm1_122 GGAAAGGACGAAACACCGTTACCACTCATACCGACAAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mtm1_123 GGAAAGGACGAAACACCGATGGGAGGCGCGACAAGTAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mtm1_124 GGAAAGGACGAAACACCGTCTGACCGGTGCCATTCAAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Esr2_125 GGAAAGGACGAAACACCGTGGCGCTTGGACTAGTAACAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Esr2_126 GGAAAGGACGAAACACCGTTCGTGACGGCTCTCTACATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Esr2_127 GGAAAGGACGAAACACCGGAAGTAGGAATGGTCAAGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Esr2_128 GGAAAGGACGAAACACCGCGGCTCACTAGCACATTGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Arsb_129 GGAAAGGACGAAACACCGGGTGGGCAGACTAGGTCTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Arsb_130 GGAAAGGACGAAACACCGGAATGTCTGCCGACACGCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Arsb_131 GGAAAGGACGAAACACCGAGCACAGACGTATTTATGCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Arsb_132 GGAAAGGACGAAACACCGGCCAGCACGAAGACCACATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Piga_133 GGAAAGGACGAAACACCGTCTTCCACGCCAAGACAATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Piga_134 GGAAAGGACGAAACACCGATGGGTGCAGGTCCTATCGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Piga_135 GGAAAGGACGAAACACCGCAGACTGTGAAAGAGAGTCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Piga_136 GGAAAGGACGAAACACCGCCATGCTTATGGAAATCGAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Coa5_137 GGAAAGGACGAAACACCGCCGGTATTATGAGGACAAGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Coa5_138 GGAAAGGACGAAACACCGATCCGCTACCTGGAGCACACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Coa5_139 GGAAAGGACGAAACACCGGCGGGCGTGAAGGAGGATCTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Coa5_140 GGAAAGGACGAAACACCGGCCGGAGGGCGGCGCGTGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Adar_141 GGAAAGGACGAAACACCGACTCCAACAAGCCGCCTACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Adar_142 GGAAAGGACGAAACACCGAGAGGTAACCCCAGTAACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Adar_143 GGAAAGGACGAAACACCGTTCTTGTAGGGTGAACACCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Adar_144 GGAAAGGACGAAACACCGTGTATCCAGGAATTCCCTAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pus1_145 GGAAAGGACGAAACACCGCCTGCAAAGAGGGTCAAGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pus1_146 GGAAAGGACGAAACACCGCTTACCCAGAATCCGAATGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pus1_147 GGAAAGGACGAAACACCGTACTCGGGCAAGGGCTACCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pus1_148 GGAAAGGACGAAACACCGTCCAGGCCCTCACGTACGAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Dse_149 GGAAAGGACGAAACACCGGTCAAAGTATAAGCATGACCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Dse_150 GGAAAGGACGAAACACCGCAGCACACAGAACATTGCCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Dse_151 GGAAAGGACGAAACACCGAGTTTCATACATATAGCCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Dse_152 GGAAAGGACGAAACACCGTAATGAACGGCACACCATTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Nr3c1_153 GGAAAGGACGAAACACCGCATTATGGGGTGCTGACGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Nr3c1_154 GGAAAGGACGAAACACCGAGCTTGCCTGGCAATAAACCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Nr3c1_155 GGAAAGGACGAAACACCGAAAGCCGTTTCACTGTCCATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Nr3c1_156 GGAAAGGACGAAACACCGAAAACTGGAATAGGTGCCAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
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Ext2_157 GGAAAGGACGAAACACCGTGTTTCGATGTCTACCGCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ext2_158 GGAAAGGACGAAACACCGCTGGAGGACTCAATGGAGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ext2_159 GGAAAGGACGAAACACCGTCCTGCAGAACATCCCACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ext2_160 GGAAAGGACGAAACACCGAGGGCAGTGTTGTAATCTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pigc_161 GGAAAGGACGAAACACCGTGTACTGACAGACTCCGTCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pigc_162 GGAAAGGACGAAACACCGGAATAAAACATACCCAACCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pigc_163 GGAAAGGACGAAACACCGTCCGGAAAAACATCTATGCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pigc_164 GGAAAGGACGAAACACCGGGCCGACCTGAAGAGTACTCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ehhadh_165 GGAAAGGACGAAACACCGTTCATATGGATGCTTCACGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ehhadh_166 GGAAAGGACGAAACACCGCCACATCATGAGGTTACTAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ehhadh_167 GGAAAGGACGAAACACCGGTAAACCCATAGAACCCCGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ehhadh_168 GGAAAGGACGAAACACCGTCACTATGGCTCTAACCGTAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mogs_169 GGAAAGGACGAAACACCGTCTAGGTCATTCTTCCCACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mogs_170 GGAAAGGACGAAACACCGTCGGCAGCATATCCACGATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mogs_171 GGAAAGGACGAAACACCGTGCCGAAATAGACGTGTGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mogs_172 GGAAAGGACGAAACACCGGAGGTCCTACTACCAGAGATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc6a9_173 GGAAAGGACGAAACACCGATACCTCTGCTATCGCAACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc6a9_174 GGAAAGGACGAAACACCGGTAGTACATGATACCCGTGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc6a9_175 GGAAAGGACGAAACACCGATGGTGGTGTCCACATACATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc6a9_176 GGAAAGGACGAAACACCGTGTGCTACCAGCGTCTACGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc39a8_177 GGAAAGGACGAAACACCGTCAGCTGCTGTAAGATCGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc39a8_178 GGAAAGGACGAAACACCGAGGGGGTTAAAATCAATCCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc39a8_179 GGAAAGGACGAAACACCGCGTTAGGCTCAGTGACAGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc39a8_180 GGAAAGGACGAAACACCGCGGCGCCAACCGGAGCCTGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mmaa_181 GGAAAGGACGAAACACCGCGACCTACTCGAAATGTGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mmaa_182 GGAAAGGACGAAACACCGAGGACAGAGAGCTTGCCTAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mmaa_183 GGAAAGGACGAAACACCGTCAGGCCCTCTCCTACCAGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mmaa_184 GGAAAGGACGAAACACCGACTTGAGTGAAGGAGCCATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Lipe_185 GGAAAGGACGAAACACCGGAGTATGTCACGCTACACAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Lipe_186 GGAAAGGACGAAACACCGCACTTAGAGAGTACGCTCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Lipe_187 GGAAAGGACGAAACACCGTGCGGTTAGAAGCCACATAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Lipe_188 GGAAAGGACGAAACACCGAGAGCGGATATGCCTTGCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Hprt_189 GGAAAGGACGAAACACCGCTAGAATGATCAGTCAACGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Hprt_190 GGAAAGGACGAAACACCGTATACCTAATCATTATGCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Hprt_191 GGAAAGGACGAAACACCGAACAAATCTAGGTCATAACCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Hprt_192 GGAAAGGACGAAACACCGAGCCCCCCTTGAGCACACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

BRDN0000737505 GGAAAGGACGAAACACCGAAAAAGTCCGCGATTACGTCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

BRDN0000737693 GGAAAGGACGAAACACCGAAAACGGCTCGATCGGTGATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

BRDN0000737637 GGAAAGGACGAAACACCGAAAACGTAATTATACCGAGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

BRDN0000738185 GGAAAGGACGAAACACCGAAAATTGCACCTTCCCGGCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

BRDN0000737801 GGAAAGGACGAAACACCGAAACCCCCGCGCGGAGCGTCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

BRDN0000737467 GGAAAGGACGAAACACCGAAACCTAGCGTAGATTCGGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

BRDN0000737848 GGAAAGGACGAAACACCGAAACGAGGCTGTTCGTACACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

BRDN0000737609 GGAAAGGACGAAACACCGAAACTCATACGTAGCGAATCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mat2a_1 GGAAAGGACGAAACACCGCCTGATGCTAAAGTGGCTTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mat2a_2 GGAAAGGACGAAACACCGGTGCAATATATGCAAGATCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mat2a_3 GGAAAGGACGAAACACCGACCAAGGCAATGTACCATTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mat2a_4 GGAAAGGACGAAACACCGATTTACCACCTACAGCCAAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Tfrc_5 GGAAAGGACGAAACACCGCTACACGCTTACAATAGCCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Tfrc_6 GGAAAGGACGAAACACCGGAATACATACACTCCTCGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Tfrc_7 GGAAAGGACGAAACACCGGGGCTCCTACTACAACATAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Tfrc_8 GGAAAGGACGAAACACCGAACCCTCGGGAGACTCCACTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Atp6ap2_9 GGAAAGGACGAAACACCGTTAGCATATTAAGATCGCCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Atp6ap2_10 GGAAAGGACGAAACACCGTGAACTTGGGAAGCGTTATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Atp6ap2_11 GGAAAGGACGAAACACCGCCGGTGGAATAGGTTACCCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Atp6ap2_12 GGAAAGGACGAAACACCGTGGACAGTGCAGCTACGTCTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Vcp_13 GGAAAGGACGAAACACCGACTGTCTTCACAGACTCATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Vcp_14 GGAAAGGACGAAACACCGTATAGGTCGCTTTGACAGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Vcp_15 GGAAAGGACGAAACACCGCCAATCGCCTTAAAGAGCGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Vcp_16 GGAAAGGACGAAACACCGCTTCAGGAGTTGGTTCAGGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Atp6v1a_17 GGAAAGGACGAAACACCGTGACTGCTGATATCCGACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Atp6v1a_18 GGAAAGGACGAAACACCGAGTCGGCCATCATACTGACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Atp6v1a_19 GGAAAGGACGAAACACCGATGTTGCCCCCACGTAACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Atp6v1a_20 GGAAAGGACGAAACACCGCTTACGGGAAAAGGGCATCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Cog4_21 GGAAAGGACGAAACACCGGGAAACTCACCAACCCATCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Cog4_22 GGAAAGGACGAAACACCGGCTGTGTACGAACGACTCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Cog4_23 GGAAAGGACGAAACACCGGCACAAGTAACGATGAATGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Cog4_24 GGAAAGGACGAAACACCGCAACAGAAAAAATTGAACCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Nus1_25 GGAAAGGACGAAACACCGGTGGTCGTAGACGCTAATGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Nus1_26 GGAAAGGACGAAACACCGTCCAGGTGCCGAAGCGAACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Nus1_27 GGAAAGGACGAAACACCGACAGCACCTTCACTGCCGAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Nus1_28 GGAAAGGACGAAACACCGCCAGCGCAGCCGAGGATGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gmppb_29 GGAAAGGACGAAACACCGGTGGCTTCTCAACAAAACGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gmppb_30 GGAAAGGACGAAACACCGGTGCCGATGAAACTGCACCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gmppb_31 GGAAAGGACGAAACACCGTTCCCAGTTATGGCCAAGGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gmppb_32 GGAAAGGACGAAACACCGGAGCACTCCGAAGCCATTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ogt_33 GGAAAGGACGAAACACCGTTTGAGCCCAAATCATGCGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ogt_34 GGAAAGGACGAAACACCGAGCATTATCGACATGCCTTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ogt_35 GGAAAGGACGAAACACCGACAGTGCACCACTAGTCCCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ogt_36 GGAAAGGACGAAACACCGGAAAGTTTGTACCATCATCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gfpt1_37 GGAAAGGACGAAACACCGTGTGGCACAAGTTACCACGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gfpt1_38 GGAAAGGACGAAACACCGAAGCTGCGGTCTTTCCCGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gfpt1_39 GGAAAGGACGAAACACCGGGAGAGAGGAGCCTTAACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gfpt1_40 GGAAAGGACGAAACACCGTCTGTTGTGAACACAATGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc7a5_41 GGAAAGGACGAAACACCGGCCCTCCTCGCAGTACATCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc7a5_42 GGAAAGGACGAAACACCGACCCCTACTTACGCACGCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc7a5_43 GGAAAGGACGAAACACCGAGCGGCCTCTTCGCCTACGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
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Slc7a5_44 GGAAAGGACGAAACACCGGTAGCAGAGTGCGCCCACGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Dhdds_45 GGAAAGGACGAAACACCGGGATGTCGGGATGAGGAGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Dhdds_46 GGAAAGGACGAAACACCGCTATGCCAAGAAGTGTCAGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Dhdds_47 GGAAAGGACGAAACACCGCTTCAAACGTTCCAAGAGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Dhdds_48 GGAAAGGACGAAACACCGGCAGCAGATGCAGATCACCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Alg11_49 GGAAAGGACGAAACACCGGGAAACCAGCAAATGCCCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Alg11_50 GGAAAGGACGAAACACCGTTTCCTGGACTGATGATATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Alg11_51 GGAAAGGACGAAACACCGAGTGAACATAGCTTCCGACTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Alg11_52 GGAAAGGACGAAACACCGTAAACCATATCCTCTCACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pgm3_53 GGAAAGGACGAAACACCGTACGGCCTCACATAACCCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pgm3_54 GGAAAGGACGAAACACCGAACTTCTTCAAGGTACCGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pgm3_55 GGAAAGGACGAAACACCGTACACCATGTAGTGCAACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pgm3_56 GGAAAGGACGAAACACCGCTGCTATGACATACCCTGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ddost_57 GGAAAGGACGAAACACCGGAACTCCCCGTACTTAATGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ddost_58 GGAAAGGACGAAACACCGCCCAGATAAACCAATCACCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ddost_59 GGAAAGGACGAAACACCGAGGCAACTATGAACTAGCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ddost_60 GGAAAGGACGAAACACCGGGTCAGAAACATCATAGTTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Rnf31_61 GGAAAGGACGAAACACCGGATGGATTGAGTTTCCCCGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Rnf31_62 GGAAAGGACGAAACACCGGAACTATGAGTTGTTGGACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Rnf31_63 GGAAAGGACGAAACACCGCTACCTCAACACCCTATCCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Rnf31_64 GGAAAGGACGAAACACCGGGAGGAACCAAGGTGTTGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ogdh_65 GGAAAGGACGAAACACCGTTGGCCCACTCATAGATACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ogdh_66 GGAAAGGACGAAACACCGGACTAGTTCGAACTATGTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ogdh_67 GGAAAGGACGAAACACCGGTAAGTGGAAGACCTTGTCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ogdh_68 GGAAAGGACGAAACACCGAAAGCTGAACAGTTCTACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc35a2_69 GGAAAGGACGAAACACCGTCACCCGCTGTAGTGGACCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc35a2_70 GGAAAGGACGAAACACCGCTGCTCTTCGCACAAAAGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc35a2_71 GGAAAGGACGAAACACCGCTGCAAGGTATAGATGAGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc35a2_72 GGAAAGGACGAAACACCGGGCCACTGGATCAGAACCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pisd_73 GGAAAGGACGAAACACCGCAAACTTGCTAGTCACTGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pisd_74 GGAAAGGACGAAACACCGGGTCCCCAGAAAATGGCGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pisd_75 GGAAAGGACGAAACACCGGGGCCCTCGAGCCAATACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pisd_76 GGAAAGGACGAAACACCGCGTATGTGGCTTGCACTGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Umps_77 GGAAAGGACGAAACACCGGAGCAGATAACTGTCGCCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Umps_78 GGAAAGGACGAAACACCGCCGCAGGTCGATGTAGACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Umps_79 GGAAAGGACGAAACACCGAGAGCGTGCACACGGCGTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Umps_80 GGAAAGGACGAAACACCGTCTGTCTGCCGATGTGTCGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gpx4_81 GGAAAGGACGAAACACCGCGTGTGCATCGTCACCAACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gpx4_82 GGAAAGGACGAAACACCGCATGCCCGATATGCTGAGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gpx4_83 GGAAAGGACGAAACACCGTGGTCTGGCAGGCACCATGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gpx4_84 GGAAAGGACGAAACACCGTAAGCCAGCACTGCTGTGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gale_85 GGAAAGGACGAAACACCGATCTTCACCGATGCGCCCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gale_86 GGAAAGGACGAAACACCGAGAACTTGGACTTGCCGTAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gale_87 GGAAAGGACGAAACACCGTTAACTCTATAGTAGTCCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gale_88 GGAAAGGACGAAACACCGCTGGGGGTTCCCGTACACGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Alg13_89 GGAAAGGACGAAACACCGGATCTTGTCATTAGCCACGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Alg13_90 GGAAAGGACGAAACACCGGTGAATGACTCAGTACGGAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Alg13_91 GGAAAGGACGAAACACCGGGTTGTAACCCAGACTCTCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Alg13_92 GGAAAGGACGAAACACCGTTTCGACGAGCTCGTCGCACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Hcfc1_93 GGAAAGGACGAAACACCGGGTACCCTTCACAACCAATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Hcfc1_94 GGAAAGGACGAAACACCGACAGCAGTATGTGACTCCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Hcfc1_95 GGAAAGGACGAAACACCGTGGAAGGGCTAGTTGCACAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Hcfc1_96 GGAAAGGACGAAACACCGCCCAAGGTTAGCCACAACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc25a22_97 GGAAAGGACGAAACACCGGTGTCTTAGCCAGGTCGATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc25a22_98 GGAAAGGACGAAACACCGATACATGCCGAAGTAGCCCTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc25a22_99 GGAAAGGACGAAACACCGTGATTCAGGTTGGCAAACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc25a22_100 GGAAAGGACGAAACACCGGACACCAGCTCTCTAAGGATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pten_101 GGAAAGGACGAAACACCGCCTCCAATTCAGGACCCACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pten_102 GGAAAGGACGAAACACCGTGTGCATATTTATTGCATCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pten_103 GGAAAGGACGAAACACCGACTATTCCAATGTTCAGTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pten_104 GGAAAGGACGAAACACCGGGTTTGATAAGTTCTAGCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Asah1_105 GGAAAGGACGAAACACCGGCAAGGTGTACGTTACCTAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Asah1_106 GGAAAGGACGAAACACCGTAACATTTATAACATACCGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Asah1_107 GGAAAGGACGAAACACCGAGTGATAAACCCTACCCACTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Asah1_108 GGAAAGGACGAAACACCGGAATATAAATAATAACACTTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mmadhc_109 GGAAAGGACGAAACACCGTCTGTGAGGCAGTCCCATTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mmadhc_110 GGAAAGGACGAAACACCGGTGTGGCCTGATGAAACTATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mmadhc_111 GGAAAGGACGAAACACCGTCACTAAAGAACAAAATCCTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mmadhc_112 GGAAAGGACGAAACACCGTATGTAAATGAGTTTCAGGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Agps_113 GGAAAGGACGAAACACCGGTACCAATGAGTGCAAAGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Agps_114 GGAAAGGACGAAACACCGGTAAAACCAAGCCACTAAGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Agps_115 GGAAAGGACGAAACACCGTCAGAGAAGGGATGTTTGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Agps_116 GGAAAGGACGAAACACCGTCCCTGGAATTCAGCACCGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pex2_117 GGAAAGGACGAAACACCGGTATGCTGTGTGCACCATTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pex2_118 GGAAAGGACGAAACACCGTCCCAAAAGACGCTAAATGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pex2_119 GGAAAGGACGAAACACCGGTTCTGGGGCTTGCAAAATAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pex2_120 GGAAAGGACGAAACACCGATGAAAGCACTGAGTAAACTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mtm1_121 GGAAAGGACGAAACACCGAGGGAACCACCAAAAGAGCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mtm1_122 GGAAAGGACGAAACACCGTTACCACTCATACCGACAAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mtm1_123 GGAAAGGACGAAACACCGATGGGAGGCGCGACAAGTAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mtm1_124 GGAAAGGACGAAACACCGTCTGACCGGTGCCATTCAAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Esr2_125 GGAAAGGACGAAACACCGTGGCGCTTGGACTAGTAACAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Esr2_126 GGAAAGGACGAAACACCGTTCGTGACGGCTCTCTACATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Esr2_127 GGAAAGGACGAAACACCGGAAGTAGGAATGGTCAAGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Esr2_128 GGAAAGGACGAAACACCGCGGCTCACTAGCACATTGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Arsb_129 GGAAAGGACGAAACACCGGGTGGGCAGACTAGGTCTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Arsb_130 GGAAAGGACGAAACACCGGAATGTCTGCCGACACGCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
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Arsb_131 GGAAAGGACGAAACACCGAGCACAGACGTATTTATGCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Arsb_132 GGAAAGGACGAAACACCGGCCAGCACGAAGACCACATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Piga_133 GGAAAGGACGAAACACCGTCTTCCACGCCAAGACAATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Piga_134 GGAAAGGACGAAACACCGATGGGTGCAGGTCCTATCGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Piga_135 GGAAAGGACGAAACACCGCAGACTGTGAAAGAGAGTCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Piga_136 GGAAAGGACGAAACACCGCCATGCTTATGGAAATCGAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Coa5_137 GGAAAGGACGAAACACCGCCGGTATTATGAGGACAAGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Coa5_138 GGAAAGGACGAAACACCGATCCGCTACCTGGAGCACACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Coa5_139 GGAAAGGACGAAACACCGGCGGGCGTGAAGGAGGATCTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Coa5_140 GGAAAGGACGAAACACCGGCCGGAGGGCGGCGCGTGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Adar_141 GGAAAGGACGAAACACCGACTCCAACAAGCCGCCTACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Adar_142 GGAAAGGACGAAACACCGAGAGGTAACCCCAGTAACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Adar_143 GGAAAGGACGAAACACCGTTCTTGTAGGGTGAACACCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Adar_144 GGAAAGGACGAAACACCGTGTATCCAGGAATTCCCTAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pus1_145 GGAAAGGACGAAACACCGCCTGCAAAGAGGGTCAAGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pus1_146 GGAAAGGACGAAACACCGCTTACCCAGAATCCGAATGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pus1_147 GGAAAGGACGAAACACCGTACTCGGGCAAGGGCTACCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pus1_148 GGAAAGGACGAAACACCGTCCAGGCCCTCACGTACGAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Dse_149 GGAAAGGACGAAACACCGGTCAAAGTATAAGCATGACCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Dse_150 GGAAAGGACGAAACACCGCAGCACACAGAACATTGCCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Dse_151 GGAAAGGACGAAACACCGAGTTTCATACATATAGCCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Dse_152 GGAAAGGACGAAACACCGTAATGAACGGCACACCATTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Nr3c1_153 GGAAAGGACGAAACACCGCATTATGGGGTGCTGACGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Nr3c1_154 GGAAAGGACGAAACACCGAGCTTGCCTGGCAATAAACCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Nr3c1_155 GGAAAGGACGAAACACCGAAAGCCGTTTCACTGTCCATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Nr3c1_156 GGAAAGGACGAAACACCGAAAACTGGAATAGGTGCCAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ext2_157 GGAAAGGACGAAACACCGTGTTTCGATGTCTACCGCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ext2_158 GGAAAGGACGAAACACCGCTGGAGGACTCAATGGAGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ext2_159 GGAAAGGACGAAACACCGTCCTGCAGAACATCCCACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ext2_160 GGAAAGGACGAAACACCGAGGGCAGTGTTGTAATCTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pigc_161 GGAAAGGACGAAACACCGTGTACTGACAGACTCCGTCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pigc_162 GGAAAGGACGAAACACCGGAATAAAACATACCCAACCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pigc_163 GGAAAGGACGAAACACCGTCCGGAAAAACATCTATGCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pigc_164 GGAAAGGACGAAACACCGGGCCGACCTGAAGAGTACTCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ehhadh_165 GGAAAGGACGAAACACCGTTCATATGGATGCTTCACGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ehhadh_166 GGAAAGGACGAAACACCGCCACATCATGAGGTTACTAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ehhadh_167 GGAAAGGACGAAACACCGGTAAACCCATAGAACCCCGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ehhadh_168 GGAAAGGACGAAACACCGTCACTATGGCTCTAACCGTAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mogs_169 GGAAAGGACGAAACACCGTCTAGGTCATTCTTCCCACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mogs_170 GGAAAGGACGAAACACCGTCGGCAGCATATCCACGATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mogs_171 GGAAAGGACGAAACACCGTGCCGAAATAGACGTGTGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mogs_172 GGAAAGGACGAAACACCGGAGGTCCTACTACCAGAGATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc6a9_173 GGAAAGGACGAAACACCGATACCTCTGCTATCGCAACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc6a9_174 GGAAAGGACGAAACACCGGTAGTACATGATACCCGTGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc6a9_175 GGAAAGGACGAAACACCGATGGTGGTGTCCACATACATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc6a9_176 GGAAAGGACGAAACACCGTGTGCTACCAGCGTCTACGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc39a8_177 GGAAAGGACGAAACACCGTCAGCTGCTGTAAGATCGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc39a8_178 GGAAAGGACGAAACACCGAGGGGGTTAAAATCAATCCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc39a8_179 GGAAAGGACGAAACACCGCGTTAGGCTCAGTGACAGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc39a8_180 GGAAAGGACGAAACACCGCGGCGCCAACCGGAGCCTGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mmaa_181 GGAAAGGACGAAACACCGCGACCTACTCGAAATGTGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mmaa_182 GGAAAGGACGAAACACCGAGGACAGAGAGCTTGCCTAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mmaa_183 GGAAAGGACGAAACACCGTCAGGCCCTCTCCTACCAGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mmaa_184 GGAAAGGACGAAACACCGACTTGAGTGAAGGAGCCATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Lipe_185 GGAAAGGACGAAACACCGGAGTATGTCACGCTACACAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Lipe_186 GGAAAGGACGAAACACCGCACTTAGAGAGTACGCTCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Lipe_187 GGAAAGGACGAAACACCGTGCGGTTAGAAGCCACATAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Lipe_188 GGAAAGGACGAAACACCGAGAGCGGATATGCCTTGCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Hprt_189 GGAAAGGACGAAACACCGCTAGAATGATCAGTCAACGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Hprt_190 GGAAAGGACGAAACACCGTATACCTAATCATTATGCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Hprt_191 GGAAAGGACGAAACACCGAACAAATCTAGGTCATAACCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Hprt_192 GGAAAGGACGAAACACCGAGCCCCCCTTGAGCACACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

BRDN0000737505 GGAAAGGACGAAACACCGAAAAAGTCCGCGATTACGTCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

BRDN0000737693 GGAAAGGACGAAACACCGAAAACGGCTCGATCGGTGATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

BRDN0000737637 GGAAAGGACGAAACACCGAAAACGTAATTATACCGAGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

BRDN0000738185 GGAAAGGACGAAACACCGAAAATTGCACCTTCCCGGCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

BRDN0000737801 GGAAAGGACGAAACACCGAAACCCCCGCGCGGAGCGTCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

BRDN0000737467 GGAAAGGACGAAACACCGAAACCTAGCGTAGATTCGGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

BRDN0000737848 GGAAAGGACGAAACACCGAAACGAGGCTGTTCGTACACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

BRDN0000737609 GGAAAGGACGAAACACCGAAACTCATACGTAGCGAATCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mat2a_1 GGAAAGGACGAAACACCGCCTGATGCTAAAGTGGCTTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mat2a_2 GGAAAGGACGAAACACCGGTGCAATATATGCAAGATCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mat2a_3 GGAAAGGACGAAACACCGACCAAGGCAATGTACCATTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mat2a_4 GGAAAGGACGAAACACCGATTTACCACCTACAGCCAAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Tfrc_5 GGAAAGGACGAAACACCGCTACACGCTTACAATAGCCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Tfrc_6 GGAAAGGACGAAACACCGGAATACATACACTCCTCGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Tfrc_7 GGAAAGGACGAAACACCGGGGCTCCTACTACAACATAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Tfrc_8 GGAAAGGACGAAACACCGAACCCTCGGGAGACTCCACTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Atp6ap2_9 GGAAAGGACGAAACACCGTTAGCATATTAAGATCGCCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Atp6ap2_10 GGAAAGGACGAAACACCGTGAACTTGGGAAGCGTTATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Atp6ap2_11 GGAAAGGACGAAACACCGCCGGTGGAATAGGTTACCCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Atp6ap2_12 GGAAAGGACGAAACACCGTGGACAGTGCAGCTACGTCTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Vcp_13 GGAAAGGACGAAACACCGACTGTCTTCACAGACTCATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Vcp_14 GGAAAGGACGAAACACCGTATAGGTCGCTTTGACAGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Vcp_15 GGAAAGGACGAAACACCGCCAATCGCCTTAAAGAGCGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Vcp_16 GGAAAGGACGAAACACCGCTTCAGGAGTTGGTTCAGGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Atp6v1a_17 GGAAAGGACGAAACACCGTGACTGCTGATATCCGACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
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Atp6v1a_18 GGAAAGGACGAAACACCGAGTCGGCCATCATACTGACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Atp6v1a_19 GGAAAGGACGAAACACCGATGTTGCCCCCACGTAACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Atp6v1a_20 GGAAAGGACGAAACACCGCTTACGGGAAAAGGGCATCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Cog4_21 GGAAAGGACGAAACACCGGGAAACTCACCAACCCATCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Cog4_22 GGAAAGGACGAAACACCGGCTGTGTACGAACGACTCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Cog4_23 GGAAAGGACGAAACACCGGCACAAGTAACGATGAATGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Cog4_24 GGAAAGGACGAAACACCGCAACAGAAAAAATTGAACCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Nus1_25 GGAAAGGACGAAACACCGGTGGTCGTAGACGCTAATGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Nus1_26 GGAAAGGACGAAACACCGTCCAGGTGCCGAAGCGAACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Nus1_27 GGAAAGGACGAAACACCGACAGCACCTTCACTGCCGAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Nus1_28 GGAAAGGACGAAACACCGCCAGCGCAGCCGAGGATGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gmppb_29 GGAAAGGACGAAACACCGGTGGCTTCTCAACAAAACGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gmppb_30 GGAAAGGACGAAACACCGGTGCCGATGAAACTGCACCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gmppb_31 GGAAAGGACGAAACACCGTTCCCAGTTATGGCCAAGGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gmppb_32 GGAAAGGACGAAACACCGGAGCACTCCGAAGCCATTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ogt_33 GGAAAGGACGAAACACCGTTTGAGCCCAAATCATGCGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ogt_34 GGAAAGGACGAAACACCGAGCATTATCGACATGCCTTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ogt_35 GGAAAGGACGAAACACCGACAGTGCACCACTAGTCCCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ogt_36 GGAAAGGACGAAACACCGGAAAGTTTGTACCATCATCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gfpt1_37 GGAAAGGACGAAACACCGTGTGGCACAAGTTACCACGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gfpt1_38 GGAAAGGACGAAACACCGAAGCTGCGGTCTTTCCCGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gfpt1_39 GGAAAGGACGAAACACCGGGAGAGAGGAGCCTTAACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gfpt1_40 GGAAAGGACGAAACACCGTCTGTTGTGAACACAATGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc7a5_41 GGAAAGGACGAAACACCGGCCCTCCTCGCAGTACATCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc7a5_42 GGAAAGGACGAAACACCGACCCCTACTTACGCACGCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc7a5_43 GGAAAGGACGAAACACCGAGCGGCCTCTTCGCCTACGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc7a5_44 GGAAAGGACGAAACACCGGTAGCAGAGTGCGCCCACGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Dhdds_45 GGAAAGGACGAAACACCGGGATGTCGGGATGAGGAGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Dhdds_46 GGAAAGGACGAAACACCGCTATGCCAAGAAGTGTCAGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Dhdds_47 GGAAAGGACGAAACACCGCTTCAAACGTTCCAAGAGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Dhdds_48 GGAAAGGACGAAACACCGGCAGCAGATGCAGATCACCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Alg11_49 GGAAAGGACGAAACACCGGGAAACCAGCAAATGCCCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Alg11_50 GGAAAGGACGAAACACCGTTTCCTGGACTGATGATATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Alg11_51 GGAAAGGACGAAACACCGAGTGAACATAGCTTCCGACTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Alg11_52 GGAAAGGACGAAACACCGTAAACCATATCCTCTCACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pgm3_53 GGAAAGGACGAAACACCGTACGGCCTCACATAACCCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pgm3_54 GGAAAGGACGAAACACCGAACTTCTTCAAGGTACCGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pgm3_55 GGAAAGGACGAAACACCGTACACCATGTAGTGCAACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pgm3_56 GGAAAGGACGAAACACCGCTGCTATGACATACCCTGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ddost_57 GGAAAGGACGAAACACCGGAACTCCCCGTACTTAATGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ddost_58 GGAAAGGACGAAACACCGCCCAGATAAACCAATCACCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ddost_59 GGAAAGGACGAAACACCGAGGCAACTATGAACTAGCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ddost_60 GGAAAGGACGAAACACCGGGTCAGAAACATCATAGTTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Rnf31_61 GGAAAGGACGAAACACCGGATGGATTGAGTTTCCCCGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Rnf31_62 GGAAAGGACGAAACACCGGAACTATGAGTTGTTGGACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Rnf31_63 GGAAAGGACGAAACACCGCTACCTCAACACCCTATCCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Rnf31_64 GGAAAGGACGAAACACCGGGAGGAACCAAGGTGTTGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ogdh_65 GGAAAGGACGAAACACCGTTGGCCCACTCATAGATACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ogdh_66 GGAAAGGACGAAACACCGGACTAGTTCGAACTATGTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ogdh_67 GGAAAGGACGAAACACCGGTAAGTGGAAGACCTTGTCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ogdh_68 GGAAAGGACGAAACACCGAAAGCTGAACAGTTCTACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc35a2_69 GGAAAGGACGAAACACCGTCACCCGCTGTAGTGGACCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc35a2_70 GGAAAGGACGAAACACCGCTGCTCTTCGCACAAAAGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc35a2_71 GGAAAGGACGAAACACCGCTGCAAGGTATAGATGAGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc35a2_72 GGAAAGGACGAAACACCGGGCCACTGGATCAGAACCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pisd_73 GGAAAGGACGAAACACCGCAAACTTGCTAGTCACTGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pisd_74 GGAAAGGACGAAACACCGGGTCCCCAGAAAATGGCGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pisd_75 GGAAAGGACGAAACACCGGGGCCCTCGAGCCAATACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pisd_76 GGAAAGGACGAAACACCGCGTATGTGGCTTGCACTGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Umps_77 GGAAAGGACGAAACACCGGAGCAGATAACTGTCGCCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Umps_78 GGAAAGGACGAAACACCGCCGCAGGTCGATGTAGACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Umps_79 GGAAAGGACGAAACACCGAGAGCGTGCACACGGCGTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Umps_80 GGAAAGGACGAAACACCGTCTGTCTGCCGATGTGTCGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gpx4_81 GGAAAGGACGAAACACCGCGTGTGCATCGTCACCAACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gpx4_82 GGAAAGGACGAAACACCGCATGCCCGATATGCTGAGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gpx4_83 GGAAAGGACGAAACACCGTGGTCTGGCAGGCACCATGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gpx4_84 GGAAAGGACGAAACACCGTAAGCCAGCACTGCTGTGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gale_85 GGAAAGGACGAAACACCGATCTTCACCGATGCGCCCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gale_86 GGAAAGGACGAAACACCGAGAACTTGGACTTGCCGTAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gale_87 GGAAAGGACGAAACACCGTTAACTCTATAGTAGTCCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gale_88 GGAAAGGACGAAACACCGCTGGGGGTTCCCGTACACGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Alg13_89 GGAAAGGACGAAACACCGGATCTTGTCATTAGCCACGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Alg13_90 GGAAAGGACGAAACACCGGTGAATGACTCAGTACGGAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Alg13_91 GGAAAGGACGAAACACCGGGTTGTAACCCAGACTCTCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Alg13_92 GGAAAGGACGAAACACCGTTTCGACGAGCTCGTCGCACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Hcfc1_93 GGAAAGGACGAAACACCGGGTACCCTTCACAACCAATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Hcfc1_94 GGAAAGGACGAAACACCGACAGCAGTATGTGACTCCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Hcfc1_95 GGAAAGGACGAAACACCGTGGAAGGGCTAGTTGCACAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Hcfc1_96 GGAAAGGACGAAACACCGCCCAAGGTTAGCCACAACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc25a22_97 GGAAAGGACGAAACACCGGTGTCTTAGCCAGGTCGATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc25a22_98 GGAAAGGACGAAACACCGATACATGCCGAAGTAGCCCTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc25a22_99 GGAAAGGACGAAACACCGTGATTCAGGTTGGCAAACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc25a22_100 GGAAAGGACGAAACACCGGACACCAGCTCTCTAAGGATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pten_101 GGAAAGGACGAAACACCGCCTCCAATTCAGGACCCACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pten_102 GGAAAGGACGAAACACCGTGTGCATATTTATTGCATCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pten_103 GGAAAGGACGAAACACCGACTATTCCAATGTTCAGTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pten_104 GGAAAGGACGAAACACCGGGTTTGATAAGTTCTAGCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
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Asah1_105 GGAAAGGACGAAACACCGGCAAGGTGTACGTTACCTAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Asah1_106 GGAAAGGACGAAACACCGTAACATTTATAACATACCGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Asah1_107 GGAAAGGACGAAACACCGAGTGATAAACCCTACCCACTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Asah1_108 GGAAAGGACGAAACACCGGAATATAAATAATAACACTTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mmadhc_109 GGAAAGGACGAAACACCGTCTGTGAGGCAGTCCCATTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mmadhc_110 GGAAAGGACGAAACACCGGTGTGGCCTGATGAAACTATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mmadhc_111 GGAAAGGACGAAACACCGTCACTAAAGAACAAAATCCTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mmadhc_112 GGAAAGGACGAAACACCGTATGTAAATGAGTTTCAGGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Agps_113 GGAAAGGACGAAACACCGGTACCAATGAGTGCAAAGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Agps_114 GGAAAGGACGAAACACCGGTAAAACCAAGCCACTAAGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Agps_115 GGAAAGGACGAAACACCGTCAGAGAAGGGATGTTTGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Agps_116 GGAAAGGACGAAACACCGTCCCTGGAATTCAGCACCGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pex2_117 GGAAAGGACGAAACACCGGTATGCTGTGTGCACCATTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pex2_118 GGAAAGGACGAAACACCGTCCCAAAAGACGCTAAATGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pex2_119 GGAAAGGACGAAACACCGGTTCTGGGGCTTGCAAAATAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pex2_120 GGAAAGGACGAAACACCGATGAAAGCACTGAGTAAACTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mtm1_121 GGAAAGGACGAAACACCGAGGGAACCACCAAAAGAGCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mtm1_122 GGAAAGGACGAAACACCGTTACCACTCATACCGACAAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mtm1_123 GGAAAGGACGAAACACCGATGGGAGGCGCGACAAGTAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mtm1_124 GGAAAGGACGAAACACCGTCTGACCGGTGCCATTCAAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Esr2_125 GGAAAGGACGAAACACCGTGGCGCTTGGACTAGTAACAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Esr2_126 GGAAAGGACGAAACACCGTTCGTGACGGCTCTCTACATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Esr2_127 GGAAAGGACGAAACACCGGAAGTAGGAATGGTCAAGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Esr2_128 GGAAAGGACGAAACACCGCGGCTCACTAGCACATTGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Arsb_129 GGAAAGGACGAAACACCGGGTGGGCAGACTAGGTCTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Arsb_130 GGAAAGGACGAAACACCGGAATGTCTGCCGACACGCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Arsb_131 GGAAAGGACGAAACACCGAGCACAGACGTATTTATGCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Arsb_132 GGAAAGGACGAAACACCGGCCAGCACGAAGACCACATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Piga_133 GGAAAGGACGAAACACCGTCTTCCACGCCAAGACAATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Piga_134 GGAAAGGACGAAACACCGATGGGTGCAGGTCCTATCGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Piga_135 GGAAAGGACGAAACACCGCAGACTGTGAAAGAGAGTCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Piga_136 GGAAAGGACGAAACACCGCCATGCTTATGGAAATCGAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Coa5_137 GGAAAGGACGAAACACCGCCGGTATTATGAGGACAAGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Coa5_138 GGAAAGGACGAAACACCGATCCGCTACCTGGAGCACACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Coa5_139 GGAAAGGACGAAACACCGGCGGGCGTGAAGGAGGATCTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Coa5_140 GGAAAGGACGAAACACCGGCCGGAGGGCGGCGCGTGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Adar_141 GGAAAGGACGAAACACCGACTCCAACAAGCCGCCTACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Adar_142 GGAAAGGACGAAACACCGAGAGGTAACCCCAGTAACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Adar_143 GGAAAGGACGAAACACCGTTCTTGTAGGGTGAACACCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Adar_144 GGAAAGGACGAAACACCGTGTATCCAGGAATTCCCTAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pus1_145 GGAAAGGACGAAACACCGCCTGCAAAGAGGGTCAAGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pus1_146 GGAAAGGACGAAACACCGCTTACCCAGAATCCGAATGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pus1_147 GGAAAGGACGAAACACCGTACTCGGGCAAGGGCTACCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pus1_148 GGAAAGGACGAAACACCGTCCAGGCCCTCACGTACGAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Dse_149 GGAAAGGACGAAACACCGGTCAAAGTATAAGCATGACCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Dse_150 GGAAAGGACGAAACACCGCAGCACACAGAACATTGCCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Dse_151 GGAAAGGACGAAACACCGAGTTTCATACATATAGCCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Dse_152 GGAAAGGACGAAACACCGTAATGAACGGCACACCATTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Nr3c1_153 GGAAAGGACGAAACACCGCATTATGGGGTGCTGACGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Nr3c1_154 GGAAAGGACGAAACACCGAGCTTGCCTGGCAATAAACCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Nr3c1_155 GGAAAGGACGAAACACCGAAAGCCGTTTCACTGTCCATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Nr3c1_156 GGAAAGGACGAAACACCGAAAACTGGAATAGGTGCCAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ext2_157 GGAAAGGACGAAACACCGTGTTTCGATGTCTACCGCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ext2_158 GGAAAGGACGAAACACCGCTGGAGGACTCAATGGAGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ext2_159 GGAAAGGACGAAACACCGTCCTGCAGAACATCCCACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ext2_160 GGAAAGGACGAAACACCGAGGGCAGTGTTGTAATCTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pigc_161 GGAAAGGACGAAACACCGTGTACTGACAGACTCCGTCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pigc_162 GGAAAGGACGAAACACCGGAATAAAACATACCCAACCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pigc_163 GGAAAGGACGAAACACCGTCCGGAAAAACATCTATGCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pigc_164 GGAAAGGACGAAACACCGGGCCGACCTGAAGAGTACTCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ehhadh_165 GGAAAGGACGAAACACCGTTCATATGGATGCTTCACGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ehhadh_166 GGAAAGGACGAAACACCGCCACATCATGAGGTTACTAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ehhadh_167 GGAAAGGACGAAACACCGGTAAACCCATAGAACCCCGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ehhadh_168 GGAAAGGACGAAACACCGTCACTATGGCTCTAACCGTAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mogs_169 GGAAAGGACGAAACACCGTCTAGGTCATTCTTCCCACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mogs_170 GGAAAGGACGAAACACCGTCGGCAGCATATCCACGATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mogs_171 GGAAAGGACGAAACACCGTGCCGAAATAGACGTGTGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mogs_172 GGAAAGGACGAAACACCGGAGGTCCTACTACCAGAGATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc6a9_173 GGAAAGGACGAAACACCGATACCTCTGCTATCGCAACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc6a9_174 GGAAAGGACGAAACACCGGTAGTACATGATACCCGTGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc6a9_175 GGAAAGGACGAAACACCGATGGTGGTGTCCACATACATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc6a9_176 GGAAAGGACGAAACACCGTGTGCTACCAGCGTCTACGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc39a8_177 GGAAAGGACGAAACACCGTCAGCTGCTGTAAGATCGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc39a8_178 GGAAAGGACGAAACACCGAGGGGGTTAAAATCAATCCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc39a8_179 GGAAAGGACGAAACACCGCGTTAGGCTCAGTGACAGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc39a8_180 GGAAAGGACGAAACACCGCGGCGCCAACCGGAGCCTGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mmaa_181 GGAAAGGACGAAACACCGCGACCTACTCGAAATGTGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mmaa_182 GGAAAGGACGAAACACCGAGGACAGAGAGCTTGCCTAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mmaa_183 GGAAAGGACGAAACACCGTCAGGCCCTCTCCTACCAGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mmaa_184 GGAAAGGACGAAACACCGACTTGAGTGAAGGAGCCATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Lipe_185 GGAAAGGACGAAACACCGGAGTATGTCACGCTACACAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Lipe_186 GGAAAGGACGAAACACCGCACTTAGAGAGTACGCTCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Lipe_187 GGAAAGGACGAAACACCGTGCGGTTAGAAGCCACATAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Lipe_188 GGAAAGGACGAAACACCGAGAGCGGATATGCCTTGCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Hprt_189 GGAAAGGACGAAACACCGCTAGAATGATCAGTCAACGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Hprt_190 GGAAAGGACGAAACACCGTATACCTAATCATTATGCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Hprt_191 GGAAAGGACGAAACACCGAACAAATCTAGGTCATAACCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
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Hprt_192 GGAAAGGACGAAACACCGAGCCCCCCTTGAGCACACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

BRDN0000737505 GGAAAGGACGAAACACCGAAAAAGTCCGCGATTACGTCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

BRDN0000737693 GGAAAGGACGAAACACCGAAAACGGCTCGATCGGTGATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

BRDN0000737637 GGAAAGGACGAAACACCGAAAACGTAATTATACCGAGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

BRDN0000738185 GGAAAGGACGAAACACCGAAAATTGCACCTTCCCGGCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

BRDN0000737801 GGAAAGGACGAAACACCGAAACCCCCGCGCGGAGCGTCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

BRDN0000737467 GGAAAGGACGAAACACCGAAACCTAGCGTAGATTCGGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

BRDN0000737848 GGAAAGGACGAAACACCGAAACGAGGCTGTTCGTACACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

BRDN0000737609 GGAAAGGACGAAACACCGAAACTCATACGTAGCGAATCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mat2a_1 GGAAAGGACGAAACACCGCCTGATGCTAAAGTGGCTTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mat2a_2 GGAAAGGACGAAACACCGGTGCAATATATGCAAGATCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mat2a_3 GGAAAGGACGAAACACCGACCAAGGCAATGTACCATTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mat2a_4 GGAAAGGACGAAACACCGATTTACCACCTACAGCCAAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Tfrc_5 GGAAAGGACGAAACACCGCTACACGCTTACAATAGCCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Tfrc_6 GGAAAGGACGAAACACCGGAATACATACACTCCTCGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Tfrc_7 GGAAAGGACGAAACACCGGGGCTCCTACTACAACATAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Tfrc_8 GGAAAGGACGAAACACCGAACCCTCGGGAGACTCCACTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Atp6ap2_9 GGAAAGGACGAAACACCGTTAGCATATTAAGATCGCCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Atp6ap2_10 GGAAAGGACGAAACACCGTGAACTTGGGAAGCGTTATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Atp6ap2_11 GGAAAGGACGAAACACCGCCGGTGGAATAGGTTACCCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Atp6ap2_12 GGAAAGGACGAAACACCGTGGACAGTGCAGCTACGTCTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Vcp_13 GGAAAGGACGAAACACCGACTGTCTTCACAGACTCATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Vcp_14 GGAAAGGACGAAACACCGTATAGGTCGCTTTGACAGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Vcp_15 GGAAAGGACGAAACACCGCCAATCGCCTTAAAGAGCGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Vcp_16 GGAAAGGACGAAACACCGCTTCAGGAGTTGGTTCAGGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Atp6v1a_17 GGAAAGGACGAAACACCGTGACTGCTGATATCCGACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Atp6v1a_18 GGAAAGGACGAAACACCGAGTCGGCCATCATACTGACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Atp6v1a_19 GGAAAGGACGAAACACCGATGTTGCCCCCACGTAACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Atp6v1a_20 GGAAAGGACGAAACACCGCTTACGGGAAAAGGGCATCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Cog4_21 GGAAAGGACGAAACACCGGGAAACTCACCAACCCATCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Cog4_22 GGAAAGGACGAAACACCGGCTGTGTACGAACGACTCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Cog4_23 GGAAAGGACGAAACACCGGCACAAGTAACGATGAATGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Cog4_24 GGAAAGGACGAAACACCGCAACAGAAAAAATTGAACCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Nus1_25 GGAAAGGACGAAACACCGGTGGTCGTAGACGCTAATGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Nus1_26 GGAAAGGACGAAACACCGTCCAGGTGCCGAAGCGAACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Nus1_27 GGAAAGGACGAAACACCGACAGCACCTTCACTGCCGAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Nus1_28 GGAAAGGACGAAACACCGCCAGCGCAGCCGAGGATGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gmppb_29 GGAAAGGACGAAACACCGGTGGCTTCTCAACAAAACGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gmppb_30 GGAAAGGACGAAACACCGGTGCCGATGAAACTGCACCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gmppb_31 GGAAAGGACGAAACACCGTTCCCAGTTATGGCCAAGGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gmppb_32 GGAAAGGACGAAACACCGGAGCACTCCGAAGCCATTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ogt_33 GGAAAGGACGAAACACCGTTTGAGCCCAAATCATGCGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ogt_34 GGAAAGGACGAAACACCGAGCATTATCGACATGCCTTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ogt_35 GGAAAGGACGAAACACCGACAGTGCACCACTAGTCCCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ogt_36 GGAAAGGACGAAACACCGGAAAGTTTGTACCATCATCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gfpt1_37 GGAAAGGACGAAACACCGTGTGGCACAAGTTACCACGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gfpt1_38 GGAAAGGACGAAACACCGAAGCTGCGGTCTTTCCCGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gfpt1_39 GGAAAGGACGAAACACCGGGAGAGAGGAGCCTTAACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gfpt1_40 GGAAAGGACGAAACACCGTCTGTTGTGAACACAATGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc7a5_41 GGAAAGGACGAAACACCGGCCCTCCTCGCAGTACATCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc7a5_42 GGAAAGGACGAAACACCGACCCCTACTTACGCACGCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc7a5_43 GGAAAGGACGAAACACCGAGCGGCCTCTTCGCCTACGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc7a5_44 GGAAAGGACGAAACACCGGTAGCAGAGTGCGCCCACGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Dhdds_45 GGAAAGGACGAAACACCGGGATGTCGGGATGAGGAGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Dhdds_46 GGAAAGGACGAAACACCGCTATGCCAAGAAGTGTCAGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Dhdds_47 GGAAAGGACGAAACACCGCTTCAAACGTTCCAAGAGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Dhdds_48 GGAAAGGACGAAACACCGGCAGCAGATGCAGATCACCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Alg11_49 GGAAAGGACGAAACACCGGGAAACCAGCAAATGCCCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Alg11_50 GGAAAGGACGAAACACCGTTTCCTGGACTGATGATATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Alg11_51 GGAAAGGACGAAACACCGAGTGAACATAGCTTCCGACTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Alg11_52 GGAAAGGACGAAACACCGTAAACCATATCCTCTCACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pgm3_53 GGAAAGGACGAAACACCGTACGGCCTCACATAACCCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pgm3_54 GGAAAGGACGAAACACCGAACTTCTTCAAGGTACCGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pgm3_55 GGAAAGGACGAAACACCGTACACCATGTAGTGCAACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pgm3_56 GGAAAGGACGAAACACCGCTGCTATGACATACCCTGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ddost_57 GGAAAGGACGAAACACCGGAACTCCCCGTACTTAATGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ddost_58 GGAAAGGACGAAACACCGCCCAGATAAACCAATCACCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ddost_59 GGAAAGGACGAAACACCGAGGCAACTATGAACTAGCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ddost_60 GGAAAGGACGAAACACCGGGTCAGAAACATCATAGTTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Rnf31_61 GGAAAGGACGAAACACCGGATGGATTGAGTTTCCCCGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Rnf31_62 GGAAAGGACGAAACACCGGAACTATGAGTTGTTGGACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Rnf31_63 GGAAAGGACGAAACACCGCTACCTCAACACCCTATCCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Rnf31_64 GGAAAGGACGAAACACCGGGAGGAACCAAGGTGTTGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ogdh_65 GGAAAGGACGAAACACCGTTGGCCCACTCATAGATACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ogdh_66 GGAAAGGACGAAACACCGGACTAGTTCGAACTATGTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ogdh_67 GGAAAGGACGAAACACCGGTAAGTGGAAGACCTTGTCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ogdh_68 GGAAAGGACGAAACACCGAAAGCTGAACAGTTCTACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc35a2_69 GGAAAGGACGAAACACCGTCACCCGCTGTAGTGGACCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc35a2_70 GGAAAGGACGAAACACCGCTGCTCTTCGCACAAAAGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc35a2_71 GGAAAGGACGAAACACCGCTGCAAGGTATAGATGAGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc35a2_72 GGAAAGGACGAAACACCGGGCCACTGGATCAGAACCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pisd_73 GGAAAGGACGAAACACCGCAAACTTGCTAGTCACTGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pisd_74 GGAAAGGACGAAACACCGGGTCCCCAGAAAATGGCGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pisd_75 GGAAAGGACGAAACACCGGGGCCCTCGAGCCAATACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pisd_76 GGAAAGGACGAAACACCGCGTATGTGGCTTGCACTGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Umps_77 GGAAAGGACGAAACACCGGAGCAGATAACTGTCGCCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Umps_78 GGAAAGGACGAAACACCGCCGCAGGTCGATGTAGACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
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Umps_79 GGAAAGGACGAAACACCGAGAGCGTGCACACGGCGTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Umps_80 GGAAAGGACGAAACACCGTCTGTCTGCCGATGTGTCGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gpx4_81 GGAAAGGACGAAACACCGCGTGTGCATCGTCACCAACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gpx4_82 GGAAAGGACGAAACACCGCATGCCCGATATGCTGAGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gpx4_83 GGAAAGGACGAAACACCGTGGTCTGGCAGGCACCATGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gpx4_84 GGAAAGGACGAAACACCGTAAGCCAGCACTGCTGTGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gale_85 GGAAAGGACGAAACACCGATCTTCACCGATGCGCCCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gale_86 GGAAAGGACGAAACACCGAGAACTTGGACTTGCCGTAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gale_87 GGAAAGGACGAAACACCGTTAACTCTATAGTAGTCCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gale_88 GGAAAGGACGAAACACCGCTGGGGGTTCCCGTACACGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Alg13_89 GGAAAGGACGAAACACCGGATCTTGTCATTAGCCACGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Alg13_90 GGAAAGGACGAAACACCGGTGAATGACTCAGTACGGAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Alg13_91 GGAAAGGACGAAACACCGGGTTGTAACCCAGACTCTCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Alg13_92 GGAAAGGACGAAACACCGTTTCGACGAGCTCGTCGCACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Hcfc1_93 GGAAAGGACGAAACACCGGGTACCCTTCACAACCAATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Hcfc1_94 GGAAAGGACGAAACACCGACAGCAGTATGTGACTCCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Hcfc1_95 GGAAAGGACGAAACACCGTGGAAGGGCTAGTTGCACAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Hcfc1_96 GGAAAGGACGAAACACCGCCCAAGGTTAGCCACAACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc25a22_97 GGAAAGGACGAAACACCGGTGTCTTAGCCAGGTCGATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc25a22_98 GGAAAGGACGAAACACCGATACATGCCGAAGTAGCCCTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc25a22_99 GGAAAGGACGAAACACCGTGATTCAGGTTGGCAAACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc25a22_100 GGAAAGGACGAAACACCGGACACCAGCTCTCTAAGGATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pten_101 GGAAAGGACGAAACACCGCCTCCAATTCAGGACCCACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pten_102 GGAAAGGACGAAACACCGTGTGCATATTTATTGCATCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pten_103 GGAAAGGACGAAACACCGACTATTCCAATGTTCAGTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pten_104 GGAAAGGACGAAACACCGGGTTTGATAAGTTCTAGCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Asah1_105 GGAAAGGACGAAACACCGGCAAGGTGTACGTTACCTAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Asah1_106 GGAAAGGACGAAACACCGTAACATTTATAACATACCGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Asah1_107 GGAAAGGACGAAACACCGAGTGATAAACCCTACCCACTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Asah1_108 GGAAAGGACGAAACACCGGAATATAAATAATAACACTTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mmadhc_109 GGAAAGGACGAAACACCGTCTGTGAGGCAGTCCCATTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mmadhc_110 GGAAAGGACGAAACACCGGTGTGGCCTGATGAAACTATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mmadhc_111 GGAAAGGACGAAACACCGTCACTAAAGAACAAAATCCTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mmadhc_112 GGAAAGGACGAAACACCGTATGTAAATGAGTTTCAGGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Agps_113 GGAAAGGACGAAACACCGGTACCAATGAGTGCAAAGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Agps_114 GGAAAGGACGAAACACCGGTAAAACCAAGCCACTAAGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Agps_115 GGAAAGGACGAAACACCGTCAGAGAAGGGATGTTTGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Agps_116 GGAAAGGACGAAACACCGTCCCTGGAATTCAGCACCGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pex2_117 GGAAAGGACGAAACACCGGTATGCTGTGTGCACCATTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pex2_118 GGAAAGGACGAAACACCGTCCCAAAAGACGCTAAATGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pex2_119 GGAAAGGACGAAACACCGGTTCTGGGGCTTGCAAAATAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pex2_120 GGAAAGGACGAAACACCGATGAAAGCACTGAGTAAACTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mtm1_121 GGAAAGGACGAAACACCGAGGGAACCACCAAAAGAGCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mtm1_122 GGAAAGGACGAAACACCGTTACCACTCATACCGACAAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mtm1_123 GGAAAGGACGAAACACCGATGGGAGGCGCGACAAGTAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mtm1_124 GGAAAGGACGAAACACCGTCTGACCGGTGCCATTCAAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Esr2_125 GGAAAGGACGAAACACCGTGGCGCTTGGACTAGTAACAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Esr2_126 GGAAAGGACGAAACACCGTTCGTGACGGCTCTCTACATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Esr2_127 GGAAAGGACGAAACACCGGAAGTAGGAATGGTCAAGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Esr2_128 GGAAAGGACGAAACACCGCGGCTCACTAGCACATTGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Arsb_129 GGAAAGGACGAAACACCGGGTGGGCAGACTAGGTCTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Arsb_130 GGAAAGGACGAAACACCGGAATGTCTGCCGACACGCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Arsb_131 GGAAAGGACGAAACACCGAGCACAGACGTATTTATGCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Arsb_132 GGAAAGGACGAAACACCGGCCAGCACGAAGACCACATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Piga_133 GGAAAGGACGAAACACCGTCTTCCACGCCAAGACAATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Piga_134 GGAAAGGACGAAACACCGATGGGTGCAGGTCCTATCGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Piga_135 GGAAAGGACGAAACACCGCAGACTGTGAAAGAGAGTCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Piga_136 GGAAAGGACGAAACACCGCCATGCTTATGGAAATCGAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Coa5_137 GGAAAGGACGAAACACCGCCGGTATTATGAGGACAAGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Coa5_138 GGAAAGGACGAAACACCGATCCGCTACCTGGAGCACACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Coa5_139 GGAAAGGACGAAACACCGGCGGGCGTGAAGGAGGATCTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Coa5_140 GGAAAGGACGAAACACCGGCCGGAGGGCGGCGCGTGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Adar_141 GGAAAGGACGAAACACCGACTCCAACAAGCCGCCTACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Adar_142 GGAAAGGACGAAACACCGAGAGGTAACCCCAGTAACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Adar_143 GGAAAGGACGAAACACCGTTCTTGTAGGGTGAACACCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Adar_144 GGAAAGGACGAAACACCGTGTATCCAGGAATTCCCTAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pus1_145 GGAAAGGACGAAACACCGCCTGCAAAGAGGGTCAAGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pus1_146 GGAAAGGACGAAACACCGCTTACCCAGAATCCGAATGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pus1_147 GGAAAGGACGAAACACCGTACTCGGGCAAGGGCTACCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pus1_148 GGAAAGGACGAAACACCGTCCAGGCCCTCACGTACGAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Dse_149 GGAAAGGACGAAACACCGGTCAAAGTATAAGCATGACCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Dse_150 GGAAAGGACGAAACACCGCAGCACACAGAACATTGCCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Dse_151 GGAAAGGACGAAACACCGAGTTTCATACATATAGCCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Dse_152 GGAAAGGACGAAACACCGTAATGAACGGCACACCATTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Nr3c1_153 GGAAAGGACGAAACACCGCATTATGGGGTGCTGACGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Nr3c1_154 GGAAAGGACGAAACACCGAGCTTGCCTGGCAATAAACCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Nr3c1_155 GGAAAGGACGAAACACCGAAAGCCGTTTCACTGTCCATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Nr3c1_156 GGAAAGGACGAAACACCGAAAACTGGAATAGGTGCCAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ext2_157 GGAAAGGACGAAACACCGTGTTTCGATGTCTACCGCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ext2_158 GGAAAGGACGAAACACCGCTGGAGGACTCAATGGAGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ext2_159 GGAAAGGACGAAACACCGTCCTGCAGAACATCCCACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ext2_160 GGAAAGGACGAAACACCGAGGGCAGTGTTGTAATCTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pigc_161 GGAAAGGACGAAACACCGTGTACTGACAGACTCCGTCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pigc_162 GGAAAGGACGAAACACCGGAATAAAACATACCCAACCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pigc_163 GGAAAGGACGAAACACCGTCCGGAAAAACATCTATGCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pigc_164 GGAAAGGACGAAACACCGGGCCGACCTGAAGAGTACTCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ehhadh_165 GGAAAGGACGAAACACCGTTCATATGGATGCTTCACGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
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Ehhadh_166 GGAAAGGACGAAACACCGCCACATCATGAGGTTACTAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ehhadh_167 GGAAAGGACGAAACACCGGTAAACCCATAGAACCCCGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ehhadh_168 GGAAAGGACGAAACACCGTCACTATGGCTCTAACCGTAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mogs_169 GGAAAGGACGAAACACCGTCTAGGTCATTCTTCCCACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mogs_170 GGAAAGGACGAAACACCGTCGGCAGCATATCCACGATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mogs_171 GGAAAGGACGAAACACCGTGCCGAAATAGACGTGTGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mogs_172 GGAAAGGACGAAACACCGGAGGTCCTACTACCAGAGATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc6a9_173 GGAAAGGACGAAACACCGATACCTCTGCTATCGCAACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc6a9_174 GGAAAGGACGAAACACCGGTAGTACATGATACCCGTGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc6a9_175 GGAAAGGACGAAACACCGATGGTGGTGTCCACATACATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc6a9_176 GGAAAGGACGAAACACCGTGTGCTACCAGCGTCTACGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc39a8_177 GGAAAGGACGAAACACCGTCAGCTGCTGTAAGATCGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc39a8_178 GGAAAGGACGAAACACCGAGGGGGTTAAAATCAATCCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc39a8_179 GGAAAGGACGAAACACCGCGTTAGGCTCAGTGACAGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc39a8_180 GGAAAGGACGAAACACCGCGGCGCCAACCGGAGCCTGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mmaa_181 GGAAAGGACGAAACACCGCGACCTACTCGAAATGTGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mmaa_182 GGAAAGGACGAAACACCGAGGACAGAGAGCTTGCCTAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mmaa_183 GGAAAGGACGAAACACCGTCAGGCCCTCTCCTACCAGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mmaa_184 GGAAAGGACGAAACACCGACTTGAGTGAAGGAGCCATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Lipe_185 GGAAAGGACGAAACACCGGAGTATGTCACGCTACACAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Lipe_186 GGAAAGGACGAAACACCGCACTTAGAGAGTACGCTCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Lipe_187 GGAAAGGACGAAACACCGTGCGGTTAGAAGCCACATAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Lipe_188 GGAAAGGACGAAACACCGAGAGCGGATATGCCTTGCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Hprt_189 GGAAAGGACGAAACACCGCTAGAATGATCAGTCAACGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Hprt_190 GGAAAGGACGAAACACCGTATACCTAATCATTATGCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Hprt_191 GGAAAGGACGAAACACCGAACAAATCTAGGTCATAACCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Hprt_192 GGAAAGGACGAAACACCGAGCCCCCCTTGAGCACACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

BRDN0000737505 GGAAAGGACGAAACACCGAAAAAGTCCGCGATTACGTCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

BRDN0000737693 GGAAAGGACGAAACACCGAAAACGGCTCGATCGGTGATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

BRDN0000737637 GGAAAGGACGAAACACCGAAAACGTAATTATACCGAGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

BRDN0000738185 GGAAAGGACGAAACACCGAAAATTGCACCTTCCCGGCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

BRDN0000737801 GGAAAGGACGAAACACCGAAACCCCCGCGCGGAGCGTCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

BRDN0000737467 GGAAAGGACGAAACACCGAAACCTAGCGTAGATTCGGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

BRDN0000737848 GGAAAGGACGAAACACCGAAACGAGGCTGTTCGTACACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

BRDN0000737609 GGAAAGGACGAAACACCGAAACTCATACGTAGCGAATCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mat2a_1 GGAAAGGACGAAACACCGCCTGATGCTAAAGTGGCTTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mat2a_2 GGAAAGGACGAAACACCGGTGCAATATATGCAAGATCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mat2a_3 GGAAAGGACGAAACACCGACCAAGGCAATGTACCATTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mat2a_4 GGAAAGGACGAAACACCGATTTACCACCTACAGCCAAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Tfrc_5 GGAAAGGACGAAACACCGCTACACGCTTACAATAGCCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Tfrc_6 GGAAAGGACGAAACACCGGAATACATACACTCCTCGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Tfrc_7 GGAAAGGACGAAACACCGGGGCTCCTACTACAACATAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Tfrc_8 GGAAAGGACGAAACACCGAACCCTCGGGAGACTCCACTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Atp6ap2_9 GGAAAGGACGAAACACCGTTAGCATATTAAGATCGCCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Atp6ap2_10 GGAAAGGACGAAACACCGTGAACTTGGGAAGCGTTATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Atp6ap2_11 GGAAAGGACGAAACACCGCCGGTGGAATAGGTTACCCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Atp6ap2_12 GGAAAGGACGAAACACCGTGGACAGTGCAGCTACGTCTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Vcp_13 GGAAAGGACGAAACACCGACTGTCTTCACAGACTCATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Vcp_14 GGAAAGGACGAAACACCGTATAGGTCGCTTTGACAGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Vcp_15 GGAAAGGACGAAACACCGCCAATCGCCTTAAAGAGCGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Vcp_16 GGAAAGGACGAAACACCGCTTCAGGAGTTGGTTCAGGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Atp6v1a_17 GGAAAGGACGAAACACCGTGACTGCTGATATCCGACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Atp6v1a_18 GGAAAGGACGAAACACCGAGTCGGCCATCATACTGACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Atp6v1a_19 GGAAAGGACGAAACACCGATGTTGCCCCCACGTAACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Atp6v1a_20 GGAAAGGACGAAACACCGCTTACGGGAAAAGGGCATCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Cog4_21 GGAAAGGACGAAACACCGGGAAACTCACCAACCCATCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Cog4_22 GGAAAGGACGAAACACCGGCTGTGTACGAACGACTCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Cog4_23 GGAAAGGACGAAACACCGGCACAAGTAACGATGAATGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Cog4_24 GGAAAGGACGAAACACCGCAACAGAAAAAATTGAACCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Nus1_25 GGAAAGGACGAAACACCGGTGGTCGTAGACGCTAATGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Nus1_26 GGAAAGGACGAAACACCGTCCAGGTGCCGAAGCGAACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Nus1_27 GGAAAGGACGAAACACCGACAGCACCTTCACTGCCGAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Nus1_28 GGAAAGGACGAAACACCGCCAGCGCAGCCGAGGATGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gmppb_29 GGAAAGGACGAAACACCGGTGGCTTCTCAACAAAACGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gmppb_30 GGAAAGGACGAAACACCGGTGCCGATGAAACTGCACCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gmppb_31 GGAAAGGACGAAACACCGTTCCCAGTTATGGCCAAGGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gmppb_32 GGAAAGGACGAAACACCGGAGCACTCCGAAGCCATTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ogt_33 GGAAAGGACGAAACACCGTTTGAGCCCAAATCATGCGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ogt_34 GGAAAGGACGAAACACCGAGCATTATCGACATGCCTTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ogt_35 GGAAAGGACGAAACACCGACAGTGCACCACTAGTCCCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ogt_36 GGAAAGGACGAAACACCGGAAAGTTTGTACCATCATCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gfpt1_37 GGAAAGGACGAAACACCGTGTGGCACAAGTTACCACGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gfpt1_38 GGAAAGGACGAAACACCGAAGCTGCGGTCTTTCCCGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gfpt1_39 GGAAAGGACGAAACACCGGGAGAGAGGAGCCTTAACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gfpt1_40 GGAAAGGACGAAACACCGTCTGTTGTGAACACAATGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc7a5_41 GGAAAGGACGAAACACCGGCCCTCCTCGCAGTACATCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc7a5_42 GGAAAGGACGAAACACCGACCCCTACTTACGCACGCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc7a5_43 GGAAAGGACGAAACACCGAGCGGCCTCTTCGCCTACGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc7a5_44 GGAAAGGACGAAACACCGGTAGCAGAGTGCGCCCACGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Dhdds_45 GGAAAGGACGAAACACCGGGATGTCGGGATGAGGAGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Dhdds_46 GGAAAGGACGAAACACCGCTATGCCAAGAAGTGTCAGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Dhdds_47 GGAAAGGACGAAACACCGCTTCAAACGTTCCAAGAGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Dhdds_48 GGAAAGGACGAAACACCGGCAGCAGATGCAGATCACCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Alg11_49 GGAAAGGACGAAACACCGGGAAACCAGCAAATGCCCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Alg11_50 GGAAAGGACGAAACACCGTTTCCTGGACTGATGATATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Alg11_51 GGAAAGGACGAAACACCGAGTGAACATAGCTTCCGACTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Alg11_52 GGAAAGGACGAAACACCGTAAACCATATCCTCTCACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
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Pgm3_53 GGAAAGGACGAAACACCGTACGGCCTCACATAACCCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pgm3_54 GGAAAGGACGAAACACCGAACTTCTTCAAGGTACCGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pgm3_55 GGAAAGGACGAAACACCGTACACCATGTAGTGCAACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pgm3_56 GGAAAGGACGAAACACCGCTGCTATGACATACCCTGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ddost_57 GGAAAGGACGAAACACCGGAACTCCCCGTACTTAATGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ddost_58 GGAAAGGACGAAACACCGCCCAGATAAACCAATCACCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ddost_59 GGAAAGGACGAAACACCGAGGCAACTATGAACTAGCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ddost_60 GGAAAGGACGAAACACCGGGTCAGAAACATCATAGTTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Rnf31_61 GGAAAGGACGAAACACCGGATGGATTGAGTTTCCCCGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Rnf31_62 GGAAAGGACGAAACACCGGAACTATGAGTTGTTGGACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Rnf31_63 GGAAAGGACGAAACACCGCTACCTCAACACCCTATCCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Rnf31_64 GGAAAGGACGAAACACCGGGAGGAACCAAGGTGTTGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ogdh_65 GGAAAGGACGAAACACCGTTGGCCCACTCATAGATACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ogdh_66 GGAAAGGACGAAACACCGGACTAGTTCGAACTATGTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ogdh_67 GGAAAGGACGAAACACCGGTAAGTGGAAGACCTTGTCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ogdh_68 GGAAAGGACGAAACACCGAAAGCTGAACAGTTCTACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc35a2_69 GGAAAGGACGAAACACCGTCACCCGCTGTAGTGGACCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc35a2_70 GGAAAGGACGAAACACCGCTGCTCTTCGCACAAAAGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc35a2_71 GGAAAGGACGAAACACCGCTGCAAGGTATAGATGAGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc35a2_72 GGAAAGGACGAAACACCGGGCCACTGGATCAGAACCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pisd_73 GGAAAGGACGAAACACCGCAAACTTGCTAGTCACTGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pisd_74 GGAAAGGACGAAACACCGGGTCCCCAGAAAATGGCGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pisd_75 GGAAAGGACGAAACACCGGGGCCCTCGAGCCAATACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pisd_76 GGAAAGGACGAAACACCGCGTATGTGGCTTGCACTGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Umps_77 GGAAAGGACGAAACACCGGAGCAGATAACTGTCGCCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Umps_78 GGAAAGGACGAAACACCGCCGCAGGTCGATGTAGACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Umps_79 GGAAAGGACGAAACACCGAGAGCGTGCACACGGCGTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Umps_80 GGAAAGGACGAAACACCGTCTGTCTGCCGATGTGTCGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gpx4_81 GGAAAGGACGAAACACCGCGTGTGCATCGTCACCAACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gpx4_82 GGAAAGGACGAAACACCGCATGCCCGATATGCTGAGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gpx4_83 GGAAAGGACGAAACACCGTGGTCTGGCAGGCACCATGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gpx4_84 GGAAAGGACGAAACACCGTAAGCCAGCACTGCTGTGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gale_85 GGAAAGGACGAAACACCGATCTTCACCGATGCGCCCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gale_86 GGAAAGGACGAAACACCGAGAACTTGGACTTGCCGTAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gale_87 GGAAAGGACGAAACACCGTTAACTCTATAGTAGTCCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gale_88 GGAAAGGACGAAACACCGCTGGGGGTTCCCGTACACGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Alg13_89 GGAAAGGACGAAACACCGGATCTTGTCATTAGCCACGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Alg13_90 GGAAAGGACGAAACACCGGTGAATGACTCAGTACGGAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Alg13_91 GGAAAGGACGAAACACCGGGTTGTAACCCAGACTCTCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Alg13_92 GGAAAGGACGAAACACCGTTTCGACGAGCTCGTCGCACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Hcfc1_93 GGAAAGGACGAAACACCGGGTACCCTTCACAACCAATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Hcfc1_94 GGAAAGGACGAAACACCGACAGCAGTATGTGACTCCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Hcfc1_95 GGAAAGGACGAAACACCGTGGAAGGGCTAGTTGCACAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Hcfc1_96 GGAAAGGACGAAACACCGCCCAAGGTTAGCCACAACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc25a22_97 GGAAAGGACGAAACACCGGTGTCTTAGCCAGGTCGATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc25a22_98 GGAAAGGACGAAACACCGATACATGCCGAAGTAGCCCTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc25a22_99 GGAAAGGACGAAACACCGTGATTCAGGTTGGCAAACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc25a22_100 GGAAAGGACGAAACACCGGACACCAGCTCTCTAAGGATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pten_101 GGAAAGGACGAAACACCGCCTCCAATTCAGGACCCACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pten_102 GGAAAGGACGAAACACCGTGTGCATATTTATTGCATCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pten_103 GGAAAGGACGAAACACCGACTATTCCAATGTTCAGTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pten_104 GGAAAGGACGAAACACCGGGTTTGATAAGTTCTAGCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Asah1_105 GGAAAGGACGAAACACCGGCAAGGTGTACGTTACCTAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Asah1_106 GGAAAGGACGAAACACCGTAACATTTATAACATACCGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Asah1_107 GGAAAGGACGAAACACCGAGTGATAAACCCTACCCACTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Asah1_108 GGAAAGGACGAAACACCGGAATATAAATAATAACACTTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mmadhc_109 GGAAAGGACGAAACACCGTCTGTGAGGCAGTCCCATTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mmadhc_110 GGAAAGGACGAAACACCGGTGTGGCCTGATGAAACTATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mmadhc_111 GGAAAGGACGAAACACCGTCACTAAAGAACAAAATCCTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mmadhc_112 GGAAAGGACGAAACACCGTATGTAAATGAGTTTCAGGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Agps_113 GGAAAGGACGAAACACCGGTACCAATGAGTGCAAAGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Agps_114 GGAAAGGACGAAACACCGGTAAAACCAAGCCACTAAGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Agps_115 GGAAAGGACGAAACACCGTCAGAGAAGGGATGTTTGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Agps_116 GGAAAGGACGAAACACCGTCCCTGGAATTCAGCACCGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pex2_117 GGAAAGGACGAAACACCGGTATGCTGTGTGCACCATTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pex2_118 GGAAAGGACGAAACACCGTCCCAAAAGACGCTAAATGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pex2_119 GGAAAGGACGAAACACCGGTTCTGGGGCTTGCAAAATAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pex2_120 GGAAAGGACGAAACACCGATGAAAGCACTGAGTAAACTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mtm1_121 GGAAAGGACGAAACACCGAGGGAACCACCAAAAGAGCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mtm1_122 GGAAAGGACGAAACACCGTTACCACTCATACCGACAAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mtm1_123 GGAAAGGACGAAACACCGATGGGAGGCGCGACAAGTAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mtm1_124 GGAAAGGACGAAACACCGTCTGACCGGTGCCATTCAAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Esr2_125 GGAAAGGACGAAACACCGTGGCGCTTGGACTAGTAACAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Esr2_126 GGAAAGGACGAAACACCGTTCGTGACGGCTCTCTACATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Esr2_127 GGAAAGGACGAAACACCGGAAGTAGGAATGGTCAAGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Esr2_128 GGAAAGGACGAAACACCGCGGCTCACTAGCACATTGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Arsb_129 GGAAAGGACGAAACACCGGGTGGGCAGACTAGGTCTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Arsb_130 GGAAAGGACGAAACACCGGAATGTCTGCCGACACGCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Arsb_131 GGAAAGGACGAAACACCGAGCACAGACGTATTTATGCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Arsb_132 GGAAAGGACGAAACACCGGCCAGCACGAAGACCACATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Piga_133 GGAAAGGACGAAACACCGTCTTCCACGCCAAGACAATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Piga_134 GGAAAGGACGAAACACCGATGGGTGCAGGTCCTATCGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Piga_135 GGAAAGGACGAAACACCGCAGACTGTGAAAGAGAGTCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Piga_136 GGAAAGGACGAAACACCGCCATGCTTATGGAAATCGAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Coa5_137 GGAAAGGACGAAACACCGCCGGTATTATGAGGACAAGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Coa5_138 GGAAAGGACGAAACACCGATCCGCTACCTGGAGCACACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Coa5_139 GGAAAGGACGAAACACCGGCGGGCGTGAAGGAGGATCTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
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Coa5_140 GGAAAGGACGAAACACCGGCCGGAGGGCGGCGCGTGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Adar_141 GGAAAGGACGAAACACCGACTCCAACAAGCCGCCTACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Adar_142 GGAAAGGACGAAACACCGAGAGGTAACCCCAGTAACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Adar_143 GGAAAGGACGAAACACCGTTCTTGTAGGGTGAACACCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Adar_144 GGAAAGGACGAAACACCGTGTATCCAGGAATTCCCTAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pus1_145 GGAAAGGACGAAACACCGCCTGCAAAGAGGGTCAAGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pus1_146 GGAAAGGACGAAACACCGCTTACCCAGAATCCGAATGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pus1_147 GGAAAGGACGAAACACCGTACTCGGGCAAGGGCTACCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pus1_148 GGAAAGGACGAAACACCGTCCAGGCCCTCACGTACGAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Dse_149 GGAAAGGACGAAACACCGGTCAAAGTATAAGCATGACCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Dse_150 GGAAAGGACGAAACACCGCAGCACACAGAACATTGCCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Dse_151 GGAAAGGACGAAACACCGAGTTTCATACATATAGCCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Dse_152 GGAAAGGACGAAACACCGTAATGAACGGCACACCATTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Nr3c1_153 GGAAAGGACGAAACACCGCATTATGGGGTGCTGACGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Nr3c1_154 GGAAAGGACGAAACACCGAGCTTGCCTGGCAATAAACCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Nr3c1_155 GGAAAGGACGAAACACCGAAAGCCGTTTCACTGTCCATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Nr3c1_156 GGAAAGGACGAAACACCGAAAACTGGAATAGGTGCCAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ext2_157 GGAAAGGACGAAACACCGTGTTTCGATGTCTACCGCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ext2_158 GGAAAGGACGAAACACCGCTGGAGGACTCAATGGAGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ext2_159 GGAAAGGACGAAACACCGTCCTGCAGAACATCCCACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ext2_160 GGAAAGGACGAAACACCGAGGGCAGTGTTGTAATCTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pigc_161 GGAAAGGACGAAACACCGTGTACTGACAGACTCCGTCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pigc_162 GGAAAGGACGAAACACCGGAATAAAACATACCCAACCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pigc_163 GGAAAGGACGAAACACCGTCCGGAAAAACATCTATGCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pigc_164 GGAAAGGACGAAACACCGGGCCGACCTGAAGAGTACTCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ehhadh_165 GGAAAGGACGAAACACCGTTCATATGGATGCTTCACGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ehhadh_166 GGAAAGGACGAAACACCGCCACATCATGAGGTTACTAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ehhadh_167 GGAAAGGACGAAACACCGGTAAACCCATAGAACCCCGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ehhadh_168 GGAAAGGACGAAACACCGTCACTATGGCTCTAACCGTAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mogs_169 GGAAAGGACGAAACACCGTCTAGGTCATTCTTCCCACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mogs_170 GGAAAGGACGAAACACCGTCGGCAGCATATCCACGATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mogs_171 GGAAAGGACGAAACACCGTGCCGAAATAGACGTGTGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mogs_172 GGAAAGGACGAAACACCGGAGGTCCTACTACCAGAGATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc6a9_173 GGAAAGGACGAAACACCGATACCTCTGCTATCGCAACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc6a9_174 GGAAAGGACGAAACACCGGTAGTACATGATACCCGTGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc6a9_175 GGAAAGGACGAAACACCGATGGTGGTGTCCACATACATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc6a9_176 GGAAAGGACGAAACACCGTGTGCTACCAGCGTCTACGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc39a8_177 GGAAAGGACGAAACACCGTCAGCTGCTGTAAGATCGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc39a8_178 GGAAAGGACGAAACACCGAGGGGGTTAAAATCAATCCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc39a8_179 GGAAAGGACGAAACACCGCGTTAGGCTCAGTGACAGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc39a8_180 GGAAAGGACGAAACACCGCGGCGCCAACCGGAGCCTGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mmaa_181 GGAAAGGACGAAACACCGCGACCTACTCGAAATGTGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mmaa_182 GGAAAGGACGAAACACCGAGGACAGAGAGCTTGCCTAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mmaa_183 GGAAAGGACGAAACACCGTCAGGCCCTCTCCTACCAGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mmaa_184 GGAAAGGACGAAACACCGACTTGAGTGAAGGAGCCATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Lipe_185 GGAAAGGACGAAACACCGGAGTATGTCACGCTACACAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Lipe_186 GGAAAGGACGAAACACCGCACTTAGAGAGTACGCTCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Lipe_187 GGAAAGGACGAAACACCGTGCGGTTAGAAGCCACATAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Lipe_188 GGAAAGGACGAAACACCGAGAGCGGATATGCCTTGCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Hprt_189 GGAAAGGACGAAACACCGCTAGAATGATCAGTCAACGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Hprt_190 GGAAAGGACGAAACACCGTATACCTAATCATTATGCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Hprt_191 GGAAAGGACGAAACACCGAACAAATCTAGGTCATAACCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Hprt_192 GGAAAGGACGAAACACCGAGCCCCCCTTGAGCACACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

BRDN0000737505 GGAAAGGACGAAACACCGAAAAAGTCCGCGATTACGTCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

BRDN0000737693 GGAAAGGACGAAACACCGAAAACGGCTCGATCGGTGATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

BRDN0000737637 GGAAAGGACGAAACACCGAAAACGTAATTATACCGAGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

BRDN0000738185 GGAAAGGACGAAACACCGAAAATTGCACCTTCCCGGCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

BRDN0000737801 GGAAAGGACGAAACACCGAAACCCCCGCGCGGAGCGTCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

BRDN0000737467 GGAAAGGACGAAACACCGAAACCTAGCGTAGATTCGGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

BRDN0000737848 GGAAAGGACGAAACACCGAAACGAGGCTGTTCGTACACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

BRDN0000737609 GGAAAGGACGAAACACCGAAACTCATACGTAGCGAATCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mat2a_1 GGAAAGGACGAAACACCGCCTGATGCTAAAGTGGCTTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mat2a_2 GGAAAGGACGAAACACCGGTGCAATATATGCAAGATCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mat2a_3 GGAAAGGACGAAACACCGACCAAGGCAATGTACCATTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mat2a_4 GGAAAGGACGAAACACCGATTTACCACCTACAGCCAAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Tfrc_5 GGAAAGGACGAAACACCGCTACACGCTTACAATAGCCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Tfrc_6 GGAAAGGACGAAACACCGGAATACATACACTCCTCGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Tfrc_7 GGAAAGGACGAAACACCGGGGCTCCTACTACAACATAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Tfrc_8 GGAAAGGACGAAACACCGAACCCTCGGGAGACTCCACTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Atp6ap2_9 GGAAAGGACGAAACACCGTTAGCATATTAAGATCGCCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Atp6ap2_10 GGAAAGGACGAAACACCGTGAACTTGGGAAGCGTTATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Atp6ap2_11 GGAAAGGACGAAACACCGCCGGTGGAATAGGTTACCCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Atp6ap2_12 GGAAAGGACGAAACACCGTGGACAGTGCAGCTACGTCTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Vcp_13 GGAAAGGACGAAACACCGACTGTCTTCACAGACTCATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Vcp_14 GGAAAGGACGAAACACCGTATAGGTCGCTTTGACAGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Vcp_15 GGAAAGGACGAAACACCGCCAATCGCCTTAAAGAGCGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Vcp_16 GGAAAGGACGAAACACCGCTTCAGGAGTTGGTTCAGGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Atp6v1a_17 GGAAAGGACGAAACACCGTGACTGCTGATATCCGACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Atp6v1a_18 GGAAAGGACGAAACACCGAGTCGGCCATCATACTGACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Atp6v1a_19 GGAAAGGACGAAACACCGATGTTGCCCCCACGTAACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Atp6v1a_20 GGAAAGGACGAAACACCGCTTACGGGAAAAGGGCATCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Cog4_21 GGAAAGGACGAAACACCGGGAAACTCACCAACCCATCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Cog4_22 GGAAAGGACGAAACACCGGCTGTGTACGAACGACTCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Cog4_23 GGAAAGGACGAAACACCGGCACAAGTAACGATGAATGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Cog4_24 GGAAAGGACGAAACACCGCAACAGAAAAAATTGAACCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Nus1_25 GGAAAGGACGAAACACCGGTGGTCGTAGACGCTAATGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Nus1_26 GGAAAGGACGAAACACCGTCCAGGTGCCGAAGCGAACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
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Nus1_27 GGAAAGGACGAAACACCGACAGCACCTTCACTGCCGAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Nus1_28 GGAAAGGACGAAACACCGCCAGCGCAGCCGAGGATGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gmppb_29 GGAAAGGACGAAACACCGGTGGCTTCTCAACAAAACGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gmppb_30 GGAAAGGACGAAACACCGGTGCCGATGAAACTGCACCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gmppb_31 GGAAAGGACGAAACACCGTTCCCAGTTATGGCCAAGGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gmppb_32 GGAAAGGACGAAACACCGGAGCACTCCGAAGCCATTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ogt_33 GGAAAGGACGAAACACCGTTTGAGCCCAAATCATGCGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ogt_34 GGAAAGGACGAAACACCGAGCATTATCGACATGCCTTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ogt_35 GGAAAGGACGAAACACCGACAGTGCACCACTAGTCCCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ogt_36 GGAAAGGACGAAACACCGGAAAGTTTGTACCATCATCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gfpt1_37 GGAAAGGACGAAACACCGTGTGGCACAAGTTACCACGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gfpt1_38 GGAAAGGACGAAACACCGAAGCTGCGGTCTTTCCCGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gfpt1_39 GGAAAGGACGAAACACCGGGAGAGAGGAGCCTTAACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gfpt1_40 GGAAAGGACGAAACACCGTCTGTTGTGAACACAATGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc7a5_41 GGAAAGGACGAAACACCGGCCCTCCTCGCAGTACATCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc7a5_42 GGAAAGGACGAAACACCGACCCCTACTTACGCACGCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc7a5_43 GGAAAGGACGAAACACCGAGCGGCCTCTTCGCCTACGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc7a5_44 GGAAAGGACGAAACACCGGTAGCAGAGTGCGCCCACGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Dhdds_45 GGAAAGGACGAAACACCGGGATGTCGGGATGAGGAGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Dhdds_46 GGAAAGGACGAAACACCGCTATGCCAAGAAGTGTCAGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Dhdds_47 GGAAAGGACGAAACACCGCTTCAAACGTTCCAAGAGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Dhdds_48 GGAAAGGACGAAACACCGGCAGCAGATGCAGATCACCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Alg11_49 GGAAAGGACGAAACACCGGGAAACCAGCAAATGCCCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Alg11_50 GGAAAGGACGAAACACCGTTTCCTGGACTGATGATATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Alg11_51 GGAAAGGACGAAACACCGAGTGAACATAGCTTCCGACTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Alg11_52 GGAAAGGACGAAACACCGTAAACCATATCCTCTCACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pgm3_53 GGAAAGGACGAAACACCGTACGGCCTCACATAACCCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pgm3_54 GGAAAGGACGAAACACCGAACTTCTTCAAGGTACCGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pgm3_55 GGAAAGGACGAAACACCGTACACCATGTAGTGCAACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pgm3_56 GGAAAGGACGAAACACCGCTGCTATGACATACCCTGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ddost_57 GGAAAGGACGAAACACCGGAACTCCCCGTACTTAATGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ddost_58 GGAAAGGACGAAACACCGCCCAGATAAACCAATCACCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ddost_59 GGAAAGGACGAAACACCGAGGCAACTATGAACTAGCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ddost_60 GGAAAGGACGAAACACCGGGTCAGAAACATCATAGTTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Rnf31_61 GGAAAGGACGAAACACCGGATGGATTGAGTTTCCCCGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Rnf31_62 GGAAAGGACGAAACACCGGAACTATGAGTTGTTGGACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Rnf31_63 GGAAAGGACGAAACACCGCTACCTCAACACCCTATCCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Rnf31_64 GGAAAGGACGAAACACCGGGAGGAACCAAGGTGTTGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ogdh_65 GGAAAGGACGAAACACCGTTGGCCCACTCATAGATACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ogdh_66 GGAAAGGACGAAACACCGGACTAGTTCGAACTATGTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ogdh_67 GGAAAGGACGAAACACCGGTAAGTGGAAGACCTTGTCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ogdh_68 GGAAAGGACGAAACACCGAAAGCTGAACAGTTCTACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc35a2_69 GGAAAGGACGAAACACCGTCACCCGCTGTAGTGGACCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc35a2_70 GGAAAGGACGAAACACCGCTGCTCTTCGCACAAAAGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc35a2_71 GGAAAGGACGAAACACCGCTGCAAGGTATAGATGAGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc35a2_72 GGAAAGGACGAAACACCGGGCCACTGGATCAGAACCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pisd_73 GGAAAGGACGAAACACCGCAAACTTGCTAGTCACTGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pisd_74 GGAAAGGACGAAACACCGGGTCCCCAGAAAATGGCGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pisd_75 GGAAAGGACGAAACACCGGGGCCCTCGAGCCAATACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pisd_76 GGAAAGGACGAAACACCGCGTATGTGGCTTGCACTGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Umps_77 GGAAAGGACGAAACACCGGAGCAGATAACTGTCGCCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Umps_78 GGAAAGGACGAAACACCGCCGCAGGTCGATGTAGACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Umps_79 GGAAAGGACGAAACACCGAGAGCGTGCACACGGCGTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Umps_80 GGAAAGGACGAAACACCGTCTGTCTGCCGATGTGTCGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gpx4_81 GGAAAGGACGAAACACCGCGTGTGCATCGTCACCAACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gpx4_82 GGAAAGGACGAAACACCGCATGCCCGATATGCTGAGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gpx4_83 GGAAAGGACGAAACACCGTGGTCTGGCAGGCACCATGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gpx4_84 GGAAAGGACGAAACACCGTAAGCCAGCACTGCTGTGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gale_85 GGAAAGGACGAAACACCGATCTTCACCGATGCGCCCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gale_86 GGAAAGGACGAAACACCGAGAACTTGGACTTGCCGTAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gale_87 GGAAAGGACGAAACACCGTTAACTCTATAGTAGTCCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Gale_88 GGAAAGGACGAAACACCGCTGGGGGTTCCCGTACACGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Alg13_89 GGAAAGGACGAAACACCGGATCTTGTCATTAGCCACGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Alg13_90 GGAAAGGACGAAACACCGGTGAATGACTCAGTACGGAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Alg13_91 GGAAAGGACGAAACACCGGGTTGTAACCCAGACTCTCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Alg13_92 GGAAAGGACGAAACACCGTTTCGACGAGCTCGTCGCACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Hcfc1_93 GGAAAGGACGAAACACCGGGTACCCTTCACAACCAATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Hcfc1_94 GGAAAGGACGAAACACCGACAGCAGTATGTGACTCCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Hcfc1_95 GGAAAGGACGAAACACCGTGGAAGGGCTAGTTGCACAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Hcfc1_96 GGAAAGGACGAAACACCGCCCAAGGTTAGCCACAACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc25a22_97 GGAAAGGACGAAACACCGGTGTCTTAGCCAGGTCGATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc25a22_98 GGAAAGGACGAAACACCGATACATGCCGAAGTAGCCCTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc25a22_99 GGAAAGGACGAAACACCGTGATTCAGGTTGGCAAACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc25a22_100 GGAAAGGACGAAACACCGGACACCAGCTCTCTAAGGATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pten_101 GGAAAGGACGAAACACCGCCTCCAATTCAGGACCCACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pten_102 GGAAAGGACGAAACACCGTGTGCATATTTATTGCATCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pten_103 GGAAAGGACGAAACACCGACTATTCCAATGTTCAGTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pten_104 GGAAAGGACGAAACACCGGGTTTGATAAGTTCTAGCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Asah1_105 GGAAAGGACGAAACACCGGCAAGGTGTACGTTACCTAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Asah1_106 GGAAAGGACGAAACACCGTAACATTTATAACATACCGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Asah1_107 GGAAAGGACGAAACACCGAGTGATAAACCCTACCCACTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Asah1_108 GGAAAGGACGAAACACCGGAATATAAATAATAACACTTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mmadhc_109 GGAAAGGACGAAACACCGTCTGTGAGGCAGTCCCATTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mmadhc_110 GGAAAGGACGAAACACCGGTGTGGCCTGATGAAACTATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mmadhc_111 GGAAAGGACGAAACACCGTCACTAAAGAACAAAATCCTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mmadhc_112 GGAAAGGACGAAACACCGTATGTAAATGAGTTTCAGGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Agps_113 GGAAAGGACGAAACACCGGTACCAATGAGTGCAAAGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
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Agps_114 GGAAAGGACGAAACACCGGTAAAACCAAGCCACTAAGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Agps_115 GGAAAGGACGAAACACCGTCAGAGAAGGGATGTTTGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Agps_116 GGAAAGGACGAAACACCGTCCCTGGAATTCAGCACCGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pex2_117 GGAAAGGACGAAACACCGGTATGCTGTGTGCACCATTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pex2_118 GGAAAGGACGAAACACCGTCCCAAAAGACGCTAAATGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pex2_119 GGAAAGGACGAAACACCGGTTCTGGGGCTTGCAAAATAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pex2_120 GGAAAGGACGAAACACCGATGAAAGCACTGAGTAAACTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mtm1_121 GGAAAGGACGAAACACCGAGGGAACCACCAAAAGAGCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mtm1_122 GGAAAGGACGAAACACCGTTACCACTCATACCGACAAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mtm1_123 GGAAAGGACGAAACACCGATGGGAGGCGCGACAAGTAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mtm1_124 GGAAAGGACGAAACACCGTCTGACCGGTGCCATTCAAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Esr2_125 GGAAAGGACGAAACACCGTGGCGCTTGGACTAGTAACAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Esr2_126 GGAAAGGACGAAACACCGTTCGTGACGGCTCTCTACATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Esr2_127 GGAAAGGACGAAACACCGGAAGTAGGAATGGTCAAGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Esr2_128 GGAAAGGACGAAACACCGCGGCTCACTAGCACATTGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Arsb_129 GGAAAGGACGAAACACCGGGTGGGCAGACTAGGTCTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Arsb_130 GGAAAGGACGAAACACCGGAATGTCTGCCGACACGCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Arsb_131 GGAAAGGACGAAACACCGAGCACAGACGTATTTATGCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Arsb_132 GGAAAGGACGAAACACCGGCCAGCACGAAGACCACATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Piga_133 GGAAAGGACGAAACACCGTCTTCCACGCCAAGACAATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Piga_134 GGAAAGGACGAAACACCGATGGGTGCAGGTCCTATCGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Piga_135 GGAAAGGACGAAACACCGCAGACTGTGAAAGAGAGTCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Piga_136 GGAAAGGACGAAACACCGCCATGCTTATGGAAATCGAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Coa5_137 GGAAAGGACGAAACACCGCCGGTATTATGAGGACAAGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Coa5_138 GGAAAGGACGAAACACCGATCCGCTACCTGGAGCACACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Coa5_139 GGAAAGGACGAAACACCGGCGGGCGTGAAGGAGGATCTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Coa5_140 GGAAAGGACGAAACACCGGCCGGAGGGCGGCGCGTGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Adar_141 GGAAAGGACGAAACACCGACTCCAACAAGCCGCCTACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Adar_142 GGAAAGGACGAAACACCGAGAGGTAACCCCAGTAACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Adar_143 GGAAAGGACGAAACACCGTTCTTGTAGGGTGAACACCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Adar_144 GGAAAGGACGAAACACCGTGTATCCAGGAATTCCCTAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pus1_145 GGAAAGGACGAAACACCGCCTGCAAAGAGGGTCAAGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pus1_146 GGAAAGGACGAAACACCGCTTACCCAGAATCCGAATGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pus1_147 GGAAAGGACGAAACACCGTACTCGGGCAAGGGCTACCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pus1_148 GGAAAGGACGAAACACCGTCCAGGCCCTCACGTACGAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Dse_149 GGAAAGGACGAAACACCGGTCAAAGTATAAGCATGACCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Dse_150 GGAAAGGACGAAACACCGCAGCACACAGAACATTGCCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Dse_151 GGAAAGGACGAAACACCGAGTTTCATACATATAGCCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Dse_152 GGAAAGGACGAAACACCGTAATGAACGGCACACCATTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Nr3c1_153 GGAAAGGACGAAACACCGCATTATGGGGTGCTGACGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Nr3c1_154 GGAAAGGACGAAACACCGAGCTTGCCTGGCAATAAACCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Nr3c1_155 GGAAAGGACGAAACACCGAAAGCCGTTTCACTGTCCATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Nr3c1_156 GGAAAGGACGAAACACCGAAAACTGGAATAGGTGCCAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ext2_157 GGAAAGGACGAAACACCGTGTTTCGATGTCTACCGCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ext2_158 GGAAAGGACGAAACACCGCTGGAGGACTCAATGGAGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ext2_159 GGAAAGGACGAAACACCGTCCTGCAGAACATCCCACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ext2_160 GGAAAGGACGAAACACCGAGGGCAGTGTTGTAATCTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pigc_161 GGAAAGGACGAAACACCGTGTACTGACAGACTCCGTCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pigc_162 GGAAAGGACGAAACACCGGAATAAAACATACCCAACCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pigc_163 GGAAAGGACGAAACACCGTCCGGAAAAACATCTATGCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Pigc_164 GGAAAGGACGAAACACCGGGCCGACCTGAAGAGTACTCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ehhadh_165 GGAAAGGACGAAACACCGTTCATATGGATGCTTCACGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ehhadh_166 GGAAAGGACGAAACACCGCCACATCATGAGGTTACTAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ehhadh_167 GGAAAGGACGAAACACCGGTAAACCCATAGAACCCCGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Ehhadh_168 GGAAAGGACGAAACACCGTCACTATGGCTCTAACCGTAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mogs_169 GGAAAGGACGAAACACCGTCTAGGTCATTCTTCCCACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mogs_170 GGAAAGGACGAAACACCGTCGGCAGCATATCCACGATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mogs_171 GGAAAGGACGAAACACCGTGCCGAAATAGACGTGTGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mogs_172 GGAAAGGACGAAACACCGGAGGTCCTACTACCAGAGATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc6a9_173 GGAAAGGACGAAACACCGATACCTCTGCTATCGCAACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc6a9_174 GGAAAGGACGAAACACCGGTAGTACATGATACCCGTGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc6a9_175 GGAAAGGACGAAACACCGATGGTGGTGTCCACATACATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc6a9_176 GGAAAGGACGAAACACCGTGTGCTACCAGCGTCTACGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc39a8_177 GGAAAGGACGAAACACCGTCAGCTGCTGTAAGATCGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc39a8_178 GGAAAGGACGAAACACCGAGGGGGTTAAAATCAATCCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc39a8_179 GGAAAGGACGAAACACCGCGTTAGGCTCAGTGACAGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Slc39a8_180 GGAAAGGACGAAACACCGCGGCGCCAACCGGAGCCTGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mmaa_181 GGAAAGGACGAAACACCGCGACCTACTCGAAATGTGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mmaa_182 GGAAAGGACGAAACACCGAGGACAGAGAGCTTGCCTAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mmaa_183 GGAAAGGACGAAACACCGTCAGGCCCTCTCCTACCAGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Mmaa_184 GGAAAGGACGAAACACCGACTTGAGTGAAGGAGCCATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Lipe_185 GGAAAGGACGAAACACCGGAGTATGTCACGCTACACAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Lipe_186 GGAAAGGACGAAACACCGCACTTAGAGAGTACGCTCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Lipe_187 GGAAAGGACGAAACACCGTGCGGTTAGAAGCCACATAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Lipe_188 GGAAAGGACGAAACACCGAGAGCGGATATGCCTTGCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Hprt_189 GGAAAGGACGAAACACCGCTAGAATGATCAGTCAACGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Hprt_190 GGAAAGGACGAAACACCGTATACCTAATCATTATGCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Hprt_191 GGAAAGGACGAAACACCGAACAAATCTAGGTCATAACCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

Hprt_192 GGAAAGGACGAAACACCGAGCCCCCCTTGAGCACACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

BRDN0000737505 GGAAAGGACGAAACACCGAAAAAGTCCGCGATTACGTCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

BRDN0000737693 GGAAAGGACGAAACACCGAAAACGGCTCGATCGGTGATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

BRDN0000737637 GGAAAGGACGAAACACCGAAAACGTAATTATACCGAGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

BRDN0000738185 GGAAAGGACGAAACACCGAAAATTGCACCTTCCCGGCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

BRDN0000737801 GGAAAGGACGAAACACCGAAACCCCCGCGCGGAGCGTCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

BRDN0000737467 GGAAAGGACGAAACACCGAAACCTAGCGTAGATTCGGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

BRDN0000737848 GGAAAGGACGAAACACCGAAACGAGGCTGTTCGTACACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

BRDN0000737609 GGAAAGGACGAAACACCGAAACTCATACGTAGCGAATCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC


