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CRISPR/Cas9 Knockout of genes associated with Inborn Errors of 

Immunity/Primary immune deficiencys in mouse T cells to look at 

effects on immunometabolism.

Note 2: This library does not include genes added to the IEI list by IUIS after 2017. See their 2022 

publication for a more updated list.

The Inborn Errors of Immunity Genes Library was designed from genes that cause IEI when 

mutated as identified by the IUIS in 2017 (DOI: 10.1007/s10875-017-0464-9). Genes without 

mouse orthologs, genes linked with causative Gain-of-Function (GOF) mutations, and genes 

without guides in the Brie or Gecko libraries were excluded. 30 NTCs (~2.3%) were added from 

the Brie library controls.

While no genes were included specifically as positive controls, this library included several genes 

involved in TCR and IL-2 signaling that we would predict to be either enriched or depleted following 

certain stimulation protocols.



Number Target Gene Symbol sgRNA.Target.Sequence

1 Acp5 ATACCAGGGGATGTTGCGAA

2 Acp5 TCCACGTACAAACATAACTG

3 Acp5 TACCTGGAACCTCTTGTCGC

4 Acp5 ACAGCCACAAATCTCAGGGT

5 Actb AATGCCTGTGGTACGACCAG

6 Actb ATGGAGGGGAATACAGCCCG

7 Actb GGACTCCTATGTGGGTGACG

8 Actb CAGCACAGGGTGCTCCTCAG

9 Ada GTTGTGGATCTTGTGAACCA

10 Ada ATTCATCGGACCGTCCACGC

11 Ada CTTCATCTCCACAAACTCGT

12 Ada GCTGCGCAACATTATCGGCA

13 Adam17 GGTGTGTGGCAACTCCAGGG

14 Adam17 ACACGTCGTGGGATAATGCA

15 Adam17 CATCGACGTACGGCACACAC

16 Adam17 GCCCCAAATGAGGACCAAGG

17 Cfd TCTCACGTGGGGACCCAACG

18 Cfd CCCCGAGGCCGGATTCTGGG

19 Cfd TTGACACTCTGAGTTGATGC

20 Cfd CCCCTGAACCCTACAAGCGA

21 Aicda GTAGGAACAACAATTCCACG

22 Aicda TTCACAGAAGTAGAGGCGCG

23 Aicda ACCAGGTGACGCGGTAACAC

24 Aicda TGAGACCTACCTCTGCTACG

25 Aire TGTGCCGTGTGCCACGACGG

26 Aire CTCTCCAGGAATTCAGACCA

27 Aire ACAGAACCTGTCCCAGCCTG

28 Aire GGTAGAGATGAGCAGAAAGT

29 Ak2 TGAAGGCGACAATGGATGCA

30 Ak2 GGTAGGACCGGCCACTCTTG

31 Ak2 TCCGAACCGGAGATTCCGAA

32 Ak2 TCAGCCAGTTTGGGTGCCTG

33 Ap3b1 TGTGGCCAGTAAAAACATCG

34 Ap3b1 GCTGCCTAATAAATCGTGTG

35 Ap3b1 ATATGCTAACAAGATACGCT

36 Ap3b1 TTGGCACATCTCACCCAAGT

37 Ap3d1 CCAACGCAATGGTATCTGTG

38 Ap3d1 AGCACATCACCAACTTCGAG

39 Ap3d1 TCTTCACAGTAAAGTACCTG

40 Ap3d1 TGTCCTCATCGCTCTCCGTG

41 Xiap TTTCAGACACCATATACCCG

42 Xiap AGCACTAGCTAACTCTCTGG
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43 Xiap CTTGGGAACAGCATGCGAAG

44 Xiap ATGGACATCCTCAGTTAACA

45 Arpc1b CACAATGCGGTTACTCTCAG

46 Arpc1b CAATGAGAACAAGTTCGCCG

47 Arpc1b CCAGTCCAGGCTGAGCACTG

48 Arpc1b GAAGCGAGCACTCACGTGTA

49 Rab27a TGGTTAAGCTACGAAACCTA

50 Rab27a AGTGTACTGGTAGAGTACAC

51 Rab27a AACCCAGATATAGTGCTGTG

52 Rab27a CCTGAAATCAATGCCCACTG

53 Atm TAAGTCATATAGGAAGCCGA

54 Atm GAGTATAAATAACATCGCGA

55 Atm AAGACTTGAACACCGGACAA

56 Atm TGCAAGATACACATGAATCG

57 B2m ATTTGGATTTCAATGTGAGG

58 B2m ACTCACTCTGGATAGCATAC

59 B2m TGAGTATACTTGAATTTGAG

60 B2m TCGGCTTCCCATTCTCCGGT

61 Bach2 TGGACAGACGAAAGATGACT

62 Bach2 AATTACGGACAGCCCCACGT

63 Bach2 CTCCTCGTATTCCTACGCAG

64 Bach2 TCTCTGTTCGGTATAACGAA

65 Bcl10 CTCCGGGTGGTACATGACAG

66 Bcl10 GATTCAGAAGATAACGGATG

67 Bcl10 ATAAAACTGGAGCACCTCAA

68 Bcl10 CCTGGTGGAATCCATCCGCA

69 Blm TTACCTGGAACATTTCAACG

70 Blm GGTGGGTAAACATTCCTCAG

71 Blm CCTGCAAGTGGATTTAACGA

72 Blm CCTTCACCGACTTACACCTG

73 Btk AATCCGGTACAATAGTGACC

74 Btk TATGAATATGACTTTGAACG

75 Btk TGGAGGAGAGCAACCTACCG

76 Btk AGATTTAGCAAACACAGACA

77 Serping1 GCTCTGAGATGCATTCACAT

78 Serping1 ACAATAACAAATGACACCAT

79 Serping1 AGAACTCATCAACACCTGGG

80 Serping1 GGACACAGGCAAAATCCTTG

81 C1qa CACAGATGAAGCGACCCGTG

82 C1qa CCCAATGACGCTTGGCAACG

83 C1qa TTCAGCCACTGTCCATACTA

84 C1qa AGGCAATCCAGGCAATATCA
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85 C1qb AGGCACTCCAGGGATAAAGG

86 C1qb TGACCTGGTTCGGTCGCAAG

87 C1qb GAATCGCCTTTGGGACCGCG

88 C1qb CAGGTGAACTTGCCGTTGCG

89 C1qc GGGTGACTGTGAATACCGAC

90 C1qc CTGTGGTCACCAACCCTCAG

91 C1qc ATCATGCCCGTCCTTCCCAG

92 C1qc GCTCCCCCGGAGGCCCCCTG

93 C2 GTTCTAGGAAAGTCCAACAT

94 C2 GTGTGATGTGAGCTAGACCT

95 C2 AGTCAATACCATATTTGAGG

96 C2 TTGGGGCGACAGTACCGCAC

97 Ciita AGCTCGACTAAGGCTCCGGG

98 Ciita AGGTCCTTGATTATATCGTG

99 Ciita TCCAGTGTCCTAATCTACCA

100 Ciita AGCAGGCCAAGACTTACATG

101 C9 CTACAACGGACTCTGTGACC

102 C9 TTTCCCATTAAACTGTCCGA

103 C9 ATTCTGCAGTCTATCGGTAT

104 C9 TTGAGAGGAGTGGTCCAACT

105 Hyou1 ACAGGCGGATAACCCTCATG

106 Hyou1 ACATCGTACTCACTTGCCCA

107 Hyou1 TGGAATTGATATCTTTCCGG

108 Hyou1 TGGCGTGCTCAGTTTAGACA

109 Casp8 GATTATGAAAGATCAAGCAC

110 Casp8 CTTCCTAGACTGCAACCGAG

111 Casp8 ATGATCAGACAGTATCCCCG

112 Casp8 CAAGAAGCAGGAGACCATCG

113 Ctla4 TGTGATGGTGAATATTCACA

114 Ctla4 GGACTGAGAGCTGTTGACAC

115 Ctla4 ACAGGTGACCCAACCTTCAG

116 Ctla4 TGCCCACAAAGTATGGCGGT

117 Cd19 GAATGACTGACCCCGCCAGG

118 Cd19 AATGTCTCAGACCATATGGG

119 Cd19 GGCACCTATTATTGTCTCCG

120 Cd19 TTTAGCCCACACATACAGCT

121 Ms4a1 GTTACAGTACTGTGTAGATG

122 Ms4a1 TACCATACACTCAAACAGAT

123 Ms4a1 CAGTCGTAGATATCAACATA

124 Ms4a1 CCACACAAAGCTTCTTCATG

125 Cd3d TTACACAGATATATCCCTCG

126 Cd3d TCCATCTAGATGCATGACGC
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127 Cd3d AAGAATAAAACACTCAACTT

128 Cd3d GATACAAGTGACCGAATATG

129 Cd3e AGGGCACGTCAACTCTACAC

130 Cd3e TTCTCGGAAGTCGAGGACAG

131 Cd3e TACTTGTACCTGAAAGCTCG

132 Cd3e TCAGAAGCATGATAAGCACC

133 Cd3g TGACACTGATACGTGCCTCG

134 Cd3g TTCTGTAATACACTTGCAGG

135 Cd3g AACTGCATTGAGCTAAACAT

136 Cd3g GTACAAGTGGATGGCAGCCG

137 Cd247 GCTCGGGATCCAGAGATGGG

138 Cd247 GCTCAATCTAGGGCGAAGAG

139 Cd247 CTCCTGGGAACCGCACGTGG

140 Cd247 CATTGTATACGCCTTCCTGG

141 Cd79a GGAACCCTAATATCACATGG

142 Cd79a CCTACTCACTGCGCACGCGG

143 Cd79a CGAAGTAAACAAGAACCACA

144 Cd79a AGGCGTATGACAAGAAGAGG

145 Cd81 GCAACCACAGAGCTACACCT

146 Cd81 GGGCTTCGTAAACAAAGACC

147 Cd81 ATCCATCACAGCTTGCTGAA

148 Cd81 GGCAAACAGGATCACAAGGC

149 Cd8a TGGGTGAGTCGATTATCCTG

150 Cd8a ATCCCACAACAAGATAACGT

151 Cd8a GTGTTGGGGTCCGTTTCGCA

152 Cd8a GGACGCCGAACTTGGTCAGA

153 Cfh ATTTACGCATAACTCCACCA

154 Cfh CAAGTGTTCGGTATCCAGGG

155 Cfh GAAATTGATTACCGTGAATG

156 Cfh CATATTTCACCACTTCACCA

157 Cfi CTTGTGGATTACCTTCACAA

158 Cfi TGTTATTACACAGGTTGCCG

159 Cfi AAGGTCGACGCAGGCCACGT

160 Cfi TGCCTGCATGTACATTGCCG

161 Cftr GCCGTGTGACTGACATACGT

162 Cftr TTCTAACTGAGACCTTACGC

163 Cftr GTGGCGATCATGTTGCTGCG

164 Cftr TATGGAGAGTAAAATATCGT

165 Coro1a TGACACGAACTCGCTTGTCA

166 Coro1a ACCAGGCGATGTCTAGCACA

167 Coro1a AGAAGGGAAGATTCTAACCA

168 Coro1a GCCACAGAGGTAGACAATGT
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169 Tpp1 TGAGTTTCATCGCTATGTAG

170 Tpp1 TTATGGTAGAAGGTTACCTG

171 Tpp1 AACCTGACAGCCAAAGATGT

172 Tpp1 GATCGAGGCCAGTCTAGATG

173 Copa CTTGCGGTTACAGATCACAA

174 Copa CTCTCTCTGACACATCACCT

175 Copa CACCAGAAATATCCCAAACG

176 Copa GAATGTCTAGGTACTCCACA

177 Cr2 ATGTTGACCAGTTTGTTGCG

178 Cr2 CTATACATTGCACCCCTGAG

179 Cr2 AGACGGATTTCTATAAACCA

180 Cr2 ATGCAATGCTCATGGCACAT

181 Csf2ra AGGACGCGGTGACGTCACGT

182 Csf2ra CCTACTTGGTCGTGACCGGT

183 Csf2ra CTAGCGTCACTAACCCAGAA

184 Csf2ra TGACATCCAGCGTGACACCG

185 Csf2rb TACACTTGGAAGACTGACTG

186 Csf2rb TGATGGAAAATCGTGTATAG

187 Csf2rb GAAGAAATCGGACAGCTGGG

188 Csf2rb TGGAGACTGTAGGCATCCTG

189 Csf3r TCAGCTCTACAGAATTACAG

190 Csf3r TGAGGCAGGATAGGTTTGAG

191 Csf3r TGAGCTGCGTGGTGTTGCAA

192 Csf3r CTTTGCCACACAATCCGGGA

193 Ctsc CTGCAAGATACAACCTCCTG

194 Ctsc GGCAGTAACTGATAGCTGTG

195 Ctsc TCACAACCACAACTTTGTGA

196 Ctsc CTGTATTTCATCAGTCATCG

197 Cyba AGTAGAAGGATACATAGAGT

198 Cyba AATGACTTACCATCGCTCCA

199 Cyba GGACGTAGTAATTCCTGGTG

200 Cyba CAGATAGATCACACTGGCAA

201 Cybb CCTCTACCAAAACCATTCGG

202 Cybb TTTACCAGACGAATTGTACG

203 Cybb ATTCTAACTTGGATACCTTG

204 Cybb TTATACTCGAAAACTCCTTG

205 Cd55 CTCTTATACGTATAGCCAGG

206 Cd55 CTGCTGTCCCCAACTGTACG

207 Cd55 TGTGACAGAACAGAAAGTAG

208 Cd55 CGAAAACAACCTCCACTCCC

209 Dnase1l3 TCTCGGGAGTTGTGTGCAAG

210 Dnase1l3 TCACACTCACTTGTAGACGA
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211 Dnase1l3 TTCATGGGTGATTTCAACGC

212 Dnase1l3 CACTACCATGACTATCAGGA

213 Dnase2a TACACCGTCTTGCCAACCGT

214 Dnase2a AGGCCAGGTGTATGCACCAG

215 Dnase2a CGAAGCCCTGAGCTGCTATG

216 Dnase2a GAAATTACCTGACCTAGAGA

217 Dnmt3b TGGTAGCCGGAAACTCCACA

218 Dnmt3b CAGCCTTCTGAATTACACGC

219 Dnmt3b GGAGGGTATGGATACCACAC

220 Dnmt3b CAGTAGGCTTGAAGCCACCG

221 Fadd TAGATCGTGTCGGCGCAGCG

222 Fadd AAGCTGGAGCGCGTGCAGAG

223 Fadd TTCGTTTGCTCACGCGCTCG

224 Fadd GCGCCTGGACGACTTCGAGG

225 Fas CAGTTAAGAGTTCATACTCA

226 Fas TATTTATATATCGAAAGTAC

227 Fas CATTTGCATACTCACACGAC

228 Fas GAGGACTGCAAAATGAATGG

229 Fasl AGGACCACAACACAAATCTG

230 Fasl CTTCACTCCAGAGATCAGAG

231 Fasl CCTCTGAAAAAAAAGAGCCG

232 Fasl GGAACTGGCAGAACTCCGTG

233 Fcgr3 TGGTGACACTGATGTGCGAA

234 Fcgr3 ATGCACACTCTGGAAGCCAA

235 Fcgr3 TGGTGAAACTGGACCCCCCA

236 Fcgr3 TGCTGCTCCAGACCCCTCAG

237 Fpr1 AGAAGGTAATCATCGTACCC

238 Fpr1 TGGTGACAGTGTGTTTCATG

239 Fpr1 GGCAATGTAAAATGGCAAAG

240 Fpr1 GATGCAGAACACAAATACAG

241 G6pdx AGAGGTGGAAACTGACAACG

242 G6pdx TGCCCGCTCACGACTCACAG

243 G6pdx ATGACCCCACAGTACCCCAT

244 G6pdx AGAGATGGTCCAGAATCTCA

245 Slc37a4 CTACGTTGACCAGACCAACC

246 Slc37a4 TCTTTACTCCGAAGACCACG

247 Slc37a4 CACAAACTTGCTGATGGCGT

248 Slc37a4 CAGAGCGATCTCATCCACCA

249 Gata2 CCTGGGCTGTGCAACAAGTG

250 Gata2 GGCCGGGAGTGTGTCAACTG

251 Gata2 ACAGCTGCTGCCTCCCGACG

252 Gata2 GGCACATAGGAGGGATAGGT
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253 Gfi1 CAAATGCATCAAATGCAGCA

254 Gfi1 CCCCGACTCTCAGCTTACCG

255 Gfi1 CTGCACGCGGACAAGAGCGT

256 Gfi1 CTACGGCGACTTCGCGCCTG

257 Ostm1 CATCAGCCGAAACATCGGGG

258 Ostm1 TTGCCTAACAAACAATGGTG

259 Ostm1 AGCGCTGCGCACCATACAGG

260 Ostm1 CAGAATGCAGATAGTTCTCA

261 Hc GCAGATGACTCCCATTATCG

262 Hc AGACAAACCTGTTTACACGC

263 Hc ACCCTAAGGGAATTCGTGGT

264 Hc GAACCTCCCATCAAATGTGA

265 Hells TCTGCGGTACCGAATTTCAG

266 Hells ACGGTCATTAAAACTTACAG

267 Hells GCTGTATCATGGAACCCGGG

268 Hells ACAACTACTTCTCGCTTAGG

269 Foxn1 CCAGGTACTTACGTTCTGTG

270 Foxn1 GAACAGTACATATGTTGCAA

271 Foxn1 CACCTCACTATCCCTATCAG

272 Foxn1 CCACAGACAGCCCTTTCGAG

273 Hmox1 TCGTGCTCGAATGAACACTC

274 Hmox1 TCAGGACCTGACCCCCTGAG

275 Hmox1 ACGCTTTACATAGTGCTGTG

276 Hmox1 TTCCTTGTACCATATCTACA

277 Irf8 AGTTTACCGAATTGTCCCCG

278 Irf8 TCGACAGCAGCATGTACCCG

279 Irf8 GCGTAACCTCGTCTTCCACG

280 Irf8 CAAGCAGGATTACAATCAGG

281 Ifnar2 CAAAGACGAAAATCTGACGA

282 Ifnar2 GCCATCGTCATAGTGCACAG

283 Ifnar2 TAACCTGGATAATCCCTGAA

284 Ifnar2 ACTGTGGAATTACGATTATG

285 Ifngr1 TATGTGGAGCATAACCGGAG

286 Ifngr1 GGTATTCCCAGCATACGACA

287 Ifngr1 TTCAGGGTGAAATACGAGGA

288 Ifngr1 TATACCAATACGCAAATACC

289 Ifngr2 AGGGAACCTCACTTCCAAGT

290 Ifngr2 TGGACCTCCGAAAAACATCT

291 Ifngr2 TCCCTTTGATGTGTTCCACG

292 Ifngr2 TGATGAGCAGATTCTAACTT

293 Cd79b TGACCTGGTTCCGAAAGCGA

294 Cd79b TCCCCCAGGATTCAGCACGT



Number Target Gene Symbol sgRNA.Target.Sequence

295 Cd79b CATAATGTCACCGACAGCTG

296 Cd79b CGAGGTTTGCAGCCAAAAAG

297 Igll1 CTGTTCCAGATCATCCCACG

298 Igll1 GCTCACCAAACACACTAGTG

299 Igll1 CCAAAGACATACCAAAACTG

300 Igll1 GGAGAACTTCACACTGCCTG

301 Ikbkb TCACACATACCCCGTGACGG

302 Ikbkb CAAGATCCATGTCCAACGTG

303 Ikbkb ATGTGGCACCCTCGGCAAAG

304 Ikbkb GAAGCCAGTGATGCACTCGA

305 Ikbkg AAGGATCGGCAAGCTTTAGA

306 Ikbkg AGGCTGCCTTGCGAATGGAG

307 Ikbkg TGGGTGAAGAATCTTCTCTG

308 Ikbkg GCTCAGGTGACATCATTGCT

309 Il10 GCTAACCGACTCCTTAATGC

310 Il10 AACTGCACCCACTTCCCAGT

311 Il10 AAGGAGCATTTGAATTCCCT

312 Il10 ACTGGCATGAGGATCAGCAG

313 Il10ra GCAGTGTTTACTTATCACGA

314 Il10ra GTGGGGACAACACGGACAGT

315 Il10ra GGTGAACGTTGTGAGATCAC

316 Il10ra TCTGGCTTCAAACCACACAT

317 Il10rb TGGCGGATGAACATTCGGAG

318 Il10rb ATTTCAAGAACATTCTACAG

319 Il10rb CGGAGGACCTCAGAGTCGTA

320 Il10rb AGAGAAGTCGCACTGAGTCG

321 Il12rb1 GTCGGTGAGGAACCAAACCG

322 Il12rb1 CCTCCGAACCATACCCACAC

323 Il12rb1 TGAGAAGACATCGTTCCCAG

324 Il12rb1 TCAAGGTGTCACAATCACAC

325 Il17ra ACTGAAGTAGCAAACAACGT

326 Il17ra ATGAGGCCATACACCCACAG

327 Il17ra GAAGGTCTGGATCGTCTACT

328 Il17ra GACCTGGAGATGTTTGAACC

329 Irak1 ACAGAAGGGCCAGCAAAACG

330 Irak1 TGGGCAAGAAGCCATAAACA

331 Irak1 GGTGCGTGAGGATGTGAACG

332 Irak1 CCCACCGAACTGGCACCAGT

333 Il1rn TTCTCCAGAAAAGATAGACA

334 Il1rn GTGTTCTTGGGCATCCACGG

335 Il1rn CTGCCTCTGAATGAAACAGA

336 Il1rn CTTGATATCATCTCCAGACT
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337 Il2ra GTGTCTGTATGACCCACCCG

338 Il2ra ATCTTGCAGATGCTAATAGC

339 Il2ra GAGAGGTTTCCGAAGACTAA

340 Il2ra GAATCTTCATGTTTCCAAGG

341 Il2rg TTCCACAGATTGGGTTATAG

342 Il2rg GGAGCAACAGAGATCGAAGC

343 Il2rg CCCGATTACCAAGATTCTGT

344 Il2rg CATACCTATAGTGCAGCGTG

345 Il7r GGGAGACTAGGCCATACGAC

346 Il7r AGACCTAGAAGATGCAGACG

347 Il7r CAGAACCCAAGAATCAAGGT

348 Il7r CCTTTGAAGTAATCGTTATG

349 Itch TCCCGCACATAGGCTATCTG

350 Itch AAAACATAATTTACTCGTAG

351 Itch GCCAAGCTCCCCTACCACCT

352 Itch ACAACACTCGGATTACTCAG

353 Itgb2 GAGTATAGGCAAATCCCGTG

354 Itgb2 TTGGCTGGCGCAATGTCACG

355 Itgb2 ATCCTGAGTTCGACCAACGG

356 Itgb2 TGGAGTAGGAGAGATCCATG

357 Itk CAGCCCCAAGCGCTACTACG

358 Itk GTAAGCCTTCTCATACCCCG

359 Itk TCAGGAACCTGAAGAAACCC

360 Itk TTGCTCCAGACTGTGAGAGT

361 Jak1 CGATGCCATTCGAATGACAG

362 Jak1 TGAATAAATCCATCAGACAG

363 Jak1 TCCGAACCGAATCATCACTG

364 Jak1 AAACATATAGTGTACCTCTA

365 Jak3 CAGACATCGGAACTGCATGG

366 Jak3 AGAAAAGTCCAATTTGATCG

367 Jak3 GGGCTTTGGAGCCACCACGT

368 Jak3 CACCACCGAGACCTTCCGTG

369 Rpsa GAAGCGGCCAGCGATCGGAG

370 Rpsa CTTACAGGGAGCTCACTCAG

371 Rpsa GACGTCAGCAGGATTCTCGA

372 Rpsa AGGGAAGTACTCCGCATGCG

373 Lck AAGATCCGTAACCTAGACAA

374 Lck GTACTACAACGGACACACGA

375 Lck CCGGGAAAGCGAAAGCACTG

376 Lck GCTTTATGCAGTGGTCACCC

377 Lig1 GACCTCACTGACACCCCGAG

378 Lig1 GACAATTCAAGACACTCTTG
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379 Lig1 TCTTCTCATAGAATTTCCCA

380 Lig1 AGAGTGATTCTCCAGTGAAG

381 Psmb8 CCGGAGCTCGCACTTCCCCG

382 Psmb8 ACATGATGCTGCAGTACCGG

383 Psmb8 CTCGCCTTCAAGTTCCAGCA

384 Psmb8 AGGTTGTATTATCTTCGGAA

385 Blnk CTATGCAGGTCGAAACAGTG

386 Blnk AAGATAATCGATCCAGCCAG

387 Blnk GTCTGTGACTAGACCCTCGG

388 Blnk GATATTAAGAACAATGAAGG

389 Lyst GGAGCCCTGAAAGATCGCGG

390 Lyst GGGATGAGTCTTACCCACGT

391 Lyst TAGGAAGTGGTGAACCACGT

392 Lyst CATACCCCGAGTTTAAGCAA

393 Masp2 GGCCTGTGATATAGTCCACA

394 Masp2 CCTTTGCCACTGACGAGTCG

395 Masp2 CTGCGAGTATGACTTTGTCA

396 Masp2 TGTGGCAATAATGGTCACAA

397 Mcm4 TTGTTGACAAGGTTCAACCA

398 Mcm4 ACCCGGGTGGAGATAGATCG

399 Mcm4 GGTTATACCAACCTTTGACA

400 Mcm4 CTCAGGGTCTTTCATCACAT

401 Cd46 CTGTGAGCCAAATCATACAT

402 Cd46 TCCATAGCTTCAAATGGCCG

403 Cd46 GGCCTCAGCATAGACGCCCA

404 Cd46 ACAGTTGTGATCCTACCCCA

405 Msh6 AGTTTCGTGATACCAAACAG

406 Msh6 CATCAGTGACCGTCTAGATG

407 Msh6 TAAGTAAAGACACGGCTGAG

408 Msh6 GAGGCAAAGGATCTCAACGG

409 Msn CGCTTGTTAATCCGAAGCCG

410 Msn CCGGGCCAAGTTCTACCCAG

411 Msn GAAGCAACTTATCTCCAGCC

412 Msn CAGACTAAGAAGGCTCAGCA

413 Mvk AGCGTCAATTTACCCAACAT

414 Mvk GTGGTCGGAACTTCCCCCCG

415 Mvk CAAGGTCCCGCGGAGTACCA

416 Mvk TCTGAAGTCAATCAACAAGT

417 Myd88 GGTTCAAGAACAGCGATAGG

418 Myd88 AAGGAGCTGAAGTCGCGCAT

419 Myd88 CCTGTCCTCAGGACAAACGC

420 Myd88 GCATCCAACAAACTGCGAGT
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421 Ncf1 TCTTCACGGGCAGTCCCATG

422 Ncf1 GATCCGGATCCCAACTACGC

423 Ncf1 GCTACGCACTGGCTGTCAGT

424 Ncf1 CGTTGCCCATCAAACCACCT

425 Ncf2 GCACAAAGCCAAACAATACG

426 Ncf2 TGGAATATCGGATTCTGGAG

427 Ncf2 TCTCACCTGTGGCTGCAGAG

428 Ncf2 TGAAGCAAATCCTCGAGTGG

429 Ncf4 AGAAGAAGATCCTGACGTCG

430 Ncf4 CGTAGAACTGGCGATAGCGG

431 Ncf4 CGATCCATGATGGCCCCTTG

432 Ncf4 ACCTCGATGACAAAAACCTG

433 Nfkb1 TGTGAAGGCCCATCACACGG

434 Nfkb1 GGAGTCACGAAATCCAACGC

435 Nfkb1 TTTCGACTACGCAGTGACGG

436 Nfkb1 ATGACAGAGGCGTGTATTAG

437 Nfkb2 ACTGAGCGTGATAAATGACG

438 Nfkb2 CGGAACACAATGGCATACTG

439 Nfkb2 CCCACGCTGCTGGATCGGCA

440 Nfkb2 ACCCGGATAGCAGCCCATTG

441 Pepd CACAAATCGGATCTCCAGCG

442 Pepd CTGCTATGGTGTCATCGATG

443 Pepd GCCCTGCAACACGACAGCTG

444 Pepd CTTGCTAATGCCCTCGAAGG

445 Cfp GTTACACATTTGGTTCCGAG

446 Cfp TATGAGCATAAGGCCTGCAG

447 Cfp GATTATCACATACTCGTTGA

448 Cfp CCTACTTGGGAGAGACATCA

449 Prf1 GTTCGTGCCAGGTGTATGGA

450 Prf1 TGCCACAGGTAGGCGCTGTG

451 Prf1 TCAATAACGACTGGCGTGTG

452 Prf1 GGTAGGAGACTGCCTGAACG

453 Pik3r1 GAGCTTTATAAGGAGAGGCG

454 Pik3r1 TCCATTAACCTTCAACTCTG

455 Pik3r1 TGGCTACAATGAAACCACTG

456 Pik3r1 CTGGAAATCTGAAAAGCACG

457 Prkcd AGAAGGTGGCGATAAACTCG

458 Prkcd TTATAAACCTTGAATCGGTG

459 Prkcd AGCCCACCATGTATCCTGAG

460 Prkcd CGATGATGTAGAGTGTACCA

461 Pms2 TCTCAGGAAACCATAAACTG

462 Pms2 GTAAGCTGCACTAATCAGCT
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463 Pms2 AGTTTCAGACAATGGATGTG

464 Pms2 ACTAAAGAGATCAAGTCTAG

465 Pnp AGATGCTGTGTGATGATGCA

466 Pnp TCAGTGCCTGGAAACAAATG

467 Pnp TGTGGCCAGAACCCTCTCCG

468 Pnp CCTCAAGTGGCAGTGATCTG

469 Pola1 CTAACGTTTACCATTTCACG

470 Pola1 AAGAAAGCAACTTACGCTGG

471 Pola1 AAAGAAAAAAAGATCTACTG

472 Pola1 TGTACAGAACCATCAACATG

473 Pole CATTATGGTCACCTACAATG

474 Pole GATGCTGAGACCTACGTCGG

475 Pole CATTGACCTCAGAATCCATG

476 Pole AGGCTGGAAGGATCATAGCA

477 Pole2 GATCGAACGATCTGTCGTGG

478 Pole2 CCACAGTGGCTTATACACCG

479 Pole2 TCAAGCGCTTTAATACCTTG

480 Pole2 ATAGCGTTCAAGATACAGCT

481 Prkdc AGAGCCAATTCAGTGACCCG

482 Prkdc TGGCCCTTGTAAGTAGACGA

483 Prkdc CATGCAGGGTAAGTAATCGT

484 Prkdc ACAGAGGATGCTCAAAAATG

485 Psen1 TTTCAACCAGCATACGAAGT

486 Psen1 TGCTACTGTAACGTAGTCCA

487 Psen1 CTGAGCCAATATCTAATGGG

488 Psen1 AGTCAGCTTCTATACCCGGA

489 Pstpip1 CTGGTTACAGTGCACCCACA

490 Pstpip1 TGTTTGTAGAAAGAGTGTAC

491 Pstpip1 ATTGGCACTCACACGCTCGA

492 Pstpip1 GTCGCTCTACAAGAAGACCA

493 Pten CCTCCAATTCAGGACCCACG

494 Pten TGTGCATATTTATTGCATCG

495 Pten ACTATTCCAATGTTCAGTGG

496 Pten GGTTTGATAAGTTCTAGCTG

497 Ptprc GTAGCAGAAATCTTATATCG

498 Ptprc TTTCACAATGGAGTGTACGA

499 Ptprc TTGTCAAGCTAAGGCGACAG

500 Ptprc ACCACAACGAAGCAAACATG

501 Rac2 GAGAAGACACGTCTTGCCCA

502 Rac2 GCTGGACCTTCGCGATGACA

503 Rac2 AAGAAGCCACTCACACAGTG

504 Rac2 GGCACGGACATTCTCATAGG
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505 Rag1 ACACCAAAGCAGAGTCGTAG

506 Rag1 TGAAACGATTCCCACAGATG

507 Rag1 TCCCGCGCAAGATTGCAATG

508 Rag1 TGGGAAGTAGACCTGACTGT

509 Rag2 CATCAATATATCATTCACGG

510 Rag2 ATTGACGTGGTGTATAGTCG

511 Rag2 TAACTTGTATAGAATAAGAG

512 Rag2 CATACCAGGAGACAATAAGC

513 Ranbp2 AAATTATTCTCGTCACAAAG

514 Ranbp2 TGCTAATGTAACTCCCACCA

515 Ranbp2 ATGTTGTTAAACTTAAGTCG

516 Ranbp2 ACATGCAATGCACCTAGAGA

517 Rasgrp1 ACGTACAGATATCCGTCGGA

518 Rasgrp1 TAAGAACTATGATCTCGACC

519 Rasgrp1 ACAGTTGGTTATTCCGACAC

520 Rasgrp1 TGACCTTATTGATCTCATGT

521 Relb GTTCAAAACGCCACCCTACG

522 Relb TACACCCACATAGCCTCGTG

523 Relb GCGGATTTGCCGAATCAACA

524 Relb GCCTCCTATCGGGACCAGCA

525 Rfxank GTTCTACTTACAGTCCAGGG

526 Rfxank ATCAACAAACCGGATGAGCG

527 Rfxank GCACTGTCACTTGCCAGTAT

528 Rfxank AGTTCGCTTCCTGCTAGACT

529 Rorc CTTGAGTATAGTCCAGAACG

530 Rorc GTCATCTGGGATCCACTACG

531 Rorc TCTGGGGCACTGCAGAAACT

532 Rorc GACAAGCAGAGGCCTCGGGT

533 Sema3e ACACGATCTACACCCGAGTG

534 Sema3e TGTGCCAGCAAAGTAAACGG

535 Sema3e AAGATAATTACCAACTAGCG

536 Sema3e TGTGATACACACATACAGCA

537 Foxp3 CATACCTGATGCATGAAGTG

538 Foxp3 TCTACCCACAGGGATCAATG

539 Foxp3 AGGTCGGGACCTGCGAAGTG

540 Foxp3 GCAAGAGCTCTTGTCCATTG

541 Sh2d1a AGAAGCTCTTACTCGCTACC

542 Sh2d1a GATGCAGTGACTGTGTACCA

543 Sh2d1a AACAGGTTCTTGGAGTGCCG

544 Sh2d1a CACACAGGCAGTACACGCCA

545 Clpb AGGACCGCGTTCCGACGAGG

546 Clpb GGAGAACGGCTGGTACGATG
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547 Clpb CGTTGTCACCGGAGACCGCG

548 Clpb CTCTCGAGTGACTAGGACTG

549 Stat1 GGATAGACGCCCAGCCACTG

550 Stat1 TGTGATGTTAGATAAACAGA

551 Stat1 TTAATGACGAGCTCGTGGAG

552 Stat1 GAAAAGCAAGCGTAATCTCC

553 Stat3 CCAACAAATTAAGAAACTGG

554 Stat3 CTGCTTCTCTGTCACTACGG

555 Stat3 GTTTACCACGAAAGTCAGGT

556 Stat3 CAAAGAGTCACATGCCACGT

557 Stat5b CTGATTCGCAGTGATTACAG

558 Stat5b TACAGCGAACCAGCTCCATG

559 Stat5b GGCGTTGTCCCAGAGGACAG

560 Stat5b AGTGGATCGAAAGCCAAGCC

561 Stim1 TGAGGATAAGCTTATCAGCG

562 Stim1 GAATACAGGAGCTAGCTCCG

563 Stim1 GAGCCGTCAAAAATATGCTG

564 Stim1 CAGCAGATCGAGATCCTCTG

565 Stxbp2 CGTGTAATAGTGGGGACACG

566 Stxbp2 CATCCATCCGATACCGCAAG

567 Stxbp2 TATTATAGGTACCTTCTCCG

568 Stxbp2 AAGGTTGTAGGTGCTATGTG

569 Tap1 ACTAATGGACTCGCACACGT

570 Tap1 GTCTCTAGCAAAGTCCACGC

571 Tap1 TGCCACATAACTGATAGCGA

572 Tap1 TGGACATGAGCCATATGTTG

573 Tap2 AGAAGCCACTCGGACTACTG

574 Tap2 TTACACGACCCGAATAGCGA

575 Tap2 GCTGTGGGGACTGCTAAAAG

576 Tap2 CATGCACACATACCTGATGG

577 Tapbp TGGTGTTAGAGACACTCTGG

578 Tapbp CTTTCCCAGCTGGACTCGAG

579 Tapbp CGCCACTCCAGCCCAAAGGG

580 Tapbp AGCCGTGAAGCCTTCTCAGG

581 Tbx1 ACATAGACAACATGGAATCG

582 Tbx1 CTTCCGGGATTGCGACCCGG

583 Tbx1 ACACTACCACCCGGACTCGC

584 Tbx1 GCGCACGGATCGTAGCGCGG

585 Tcf3 ATTATTGCTGGAGTGATCCG

586 Tcf3 GCTCCTAGGAACGTGGAAGG

587 Tcf3 GAAGAGCCGTCACCTAGCAT

588 Tcf3 CTGCAAACTGGGTTCCCCCG



Number Target Gene Symbol sgRNA.Target.Sequence

589 Tcn2 GAAGCGGCTCCATGACAGCG

590 Tcn2 TCTGAGACCACGAATCACCA

591 Tcn2 GAGACTAGCAATACCGCAGG

592 Tcn2 GAATATCTATAGCACCCCAC

593 Tert CCTCCAGCCTAACTTGACTG

594 Tert CACAGAGGGCCAGATATCCG

595 Tert TCAGCATGCTCAACTATGAG

596 Tert AAGTCCTGCTCGGTCCCCCG

597 Thbd TACCTACAACACCCCGTTCG

598 Thbd GTGTGAGACAGGCTACCAGT

599 Thbd CTGTGAAGTAAAACTCACAG

600 Thbd TCGCAGTTAGATCCGAAACA

601 Tnfaip3 GCAGCTTGTCAGTACATGTG

602 Tnfaip3 ATATCCATGAGTGATAGCTG

603 Tnfaip3 AGCCCCGAGGAAACCGCTGG

604 Tnfaip3 AGGACTTTGCTACGACACTC

605 Tnfrsf11a ACCAGCACAACGGTCCCCTG

606 Tnfrsf11a ACACTGAGGAGACCACCCAA

607 Tnfrsf11a GTTTAAGCCAGTGTTTCACC

608 Tnfrsf11a AGACGCAAGGAGACCTCTCG

609 Tnfrsf1a AGTTGCAAGACATGTCGGAA

610 Tnfrsf1a AGACCTAGCAAGATAACCAG

611 Tnfrsf1a GATGGGGATACATCCATCAG

612 Tnfrsf1a GGATCCCGTGCCTGTCAAAG

613 Cd40 ATTCGCCTGAGTCACATGGG

614 Cd40 GGGATGACAGACGGTATCAG

615 Cd40 AGTCAGACTAATGTCATCTG

616 Cd40 CTGCACCAGCAAGGATTGCG

617 Cd27 TCTCTCCAGACTACCACACC

618 Cd27 TGCTGCATACCTGTGCCATG

619 Cd27 AGACAAACACTACTGGACTG

620 Cd27 CTCAGGTACATTCTTTGTGA

621 Tnfsf11 GCCTCGATCGTGGTACCAAG

622 Tnfsf11 GACCCTCGTGTGGGACGCCG

623 Tnfsf11 GTTAAGCAACGGAAAACTAA

624 Tnfsf11 AGATTTGCAGGACTCGACTC

625 Tnfsf12 GGCTGACCACGACCAGCAGG

626 Tnfsf12 GCCCAGGCTCAGCACCAGCG

627 Tnfsf12 CAACGCTGTCTGCCCAGGTG

628 Tnfsf12 GGAACTGAATCCCCAGACAG

629 Cd40lg TATTTCAAAACAGGTCGAAG

630 Cd40lg AAGCTAAAGAGATGCAACAA
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631 Cd40lg TTATACCATGAAAAGCAACT

632 Cd40lg TGAACTGTGAGGAGATGAGA

633 Cd70 TTGGGAAGGTCCTTCACACA

634 Cd70 AGCTGTAACTCAGCTGTGTG

635 Cd70 AAGGACCCCACACTGCGCTG

636 Cd70 CATCTGCGTATCCATCAAGA

637 Traf3 GCTGGGGGCATTGACACACT

638 Traf3 CAGGTTCACGTGCTGTACCG

639 Traf3 AGTGACTGCACGTGGCCTCG

640 Traf3 GCTTTGAGATCGAGATTGAG

641 Trex1 TTTCCTCGAACCATTCCCTG

642 Trex1 ACACAGAAGGTACCATCTAG

643 Trex1 AGCTTGTCCACCACACGGGG

644 Trex1 GGAGCAGAGGAAAGTCATAG

645 Tfrc CTACACGCTTACAATAGCCC

646 Tfrc GAATACATACACTCCTCGTG

647 Tfrc GGGCTCCTACTACAACATAA

648 Tfrc AACCCTCGGGAGACTCCACT

649 Tnfrsf4 GAGCCGCTGTGATCATACCA

650 Tnfrsf4 TCACACTTGGAGTTACAGCA

651 Tnfrsf4 TTCCAGATAAGGTACAACTG

652 Tnfrsf4 GTAGACCAGGCACCCAACCT

653 Ung ACGGACCTAATCAAGCTCAC

654 Ung TTGTCAGGGTGGGCCCGACA

655 Ung CCAACCCCGACTCTGACTCC

656 Ung CCACAAGGTCTATCCGCCCC

657 Vps45 AAAGCTGATAACGAATCATG

658 Vps45 ACGAACTCTTTGAATTCCGG

659 Vps45 TGTCTCAAAGCACGTGACAG

660 Vps45 TTGTTTCCTTCGACCCACAA

661 Was CAACTGATAAGAAACGCTCA

662 Was CCACCAGCACCAATCAATGA

663 Was TCACCTGTAGGCCATAAAGG

664 Was GCAGGTGAACAACCTAGACC

665 Wdr1 GTAGCCAAGTATGCACCCAG

666 Wdr1 GGCCCTACCGACTAGCAACA

667 Wdr1 GTGTGCGATTCTCTCCTGAT

668 Wdr1 ATGGCTCCCAGAATAGATGT

669 Zap70 CAACGGCACGTACGCCATCG

670 Zap70 GAAGCGAGAGAATCTCCTCG

671 Zap70 TCGACAACCCCTACATCGTG

672 Zap70 CGCGCACCATAGCATCACGC
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673 Ikzf1 GATGGCCTGGTCCATCACGT

674 Ikzf1 GTTGGTAAGCCTCACAAATG

675 Ikzf1 CAGAACTCCAAGAGTGATCG

676 Ikzf1 AGAAACTAACCACAACGAGA

677 Hax1 CAGAACTATTCTCACCTCCG

678 Hax1 AATTCACACACCAGGAGAGT

679 Hax1 CTGAAACCGAATTCCTCTGG

680 Hax1 GCTCCAGATTGGGGGTCGCA

681 Sh3bp2 TCAGCAAGAAGCACCGAACA

682 Sh3bp2 GAGGTGAACGAGTGGGCACG

683 Sh3bp2 ACCTGGAGCCTGATTCCCCG

684 Sh3bp2 TGGGTACATTGCTCATTGGG

685 Srp54a CTTATAGAGAAGTTGAAGCA

686 Srp54a AAAGCGTGGACACCGACTAA

687 Srp54a TATGTGATGGATGCATCCAT

688 Srp54a AAACTCGACGGTCATGCGAA

689 Rbck1 TGCTTCATACCAGCCTGACG

690 Rbck1 AGTACGCCCGGATATGACAG

691 Rbck1 TGCATTCACACGGCATTCGG

692 Rbck1 ACCCGAGGTCTCCCCAACAC

693 Usp18 CATCATGAACACTTGAAGCA

694 Usp18 ACAGCTCTCGCAGCACATGT

695 Usp18 TGTACAGCCCACGCAAATCA

696 Usp18 CAGGCACTGAACGAGCTCCG

697 Clcn7 GGAAAGACGAATCAACCACA

698 Clcn7 ATAGCTGCAGGGATTTCACA

699 Clcn7 AATCGGACAGATGAACAACG

700 Clcn7 ACTCTGCCTTCGTACTCGTG

701 Tcirg1 ACACAAGTGCCTCATCGCGG

702 Tcirg1 TCTCCCGAAAGCTGGCAATG

703 Tcirg1 CAGCCACACTCCAACCTGAG

704 Tcirg1 CGCTACAGGGAAGTTAACCC

705 Nbn TATTCCTACATCAACAACGC

706 Nbn TGGAGAAAGCTGATAGCTCG

707 Nbn ATAGCTGGTTCATCAATGGG

708 Nbn GAGAATTACTGTAATCCGCA

709 Tinf2 CAAAGGCGTGCCATAAAGAG

710 Tinf2 CCGGTAGCAAACCAAGCCGG

711 Tinf2 CCAAAGGGGCCAGATTAAAG

712 Tinf2 AGTGCTCTACGCGGCGACGG

713 Elane CCGGCCACCAACAATCTCTG

714 Elane CTCACAGGCCGTTCACACAG
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715 Elane GAACGACATTGTGATTATCC

716 Elane ATGACCTCCACGCCTCTGCA

717 Cfhr1 TTGCCTTCTTAGATCCAACA

718 Cfhr1 TGCATATACTGGTAACGACA

719 Cfhr1 ACTGGTGGAAATGCATTTGG

720 Cfhr1 AGAAGGTGACATTGTACAAG

721 Ctps ATTGGCCATTAACCACAAGC

722 Ctps ATACCAGTACGTCATTAACA

723 Ctps GCCCACAAGAGCGATCGAGC

724 Ctps TTAATACCCGTAGACGAAGA

725 Slc46a1 AGAGCTAACATCTGCCACAG

726 Slc46a1 GGGCAATGGATCGATGATGG

727 Slc46a1 TGGACCAGAAGAGTCCCACC

728 Slc46a1 GAACTGTGGGAACCAAAGCG

729 Nhp2 GCAGAAGCAGATTCGTCGCG

730 Nhp2 CCATCTTCCAGTTCTGTGCG

731 Nhp2 AGGAGATACATTGCCGATTG

732 Nhp2 GGCCGCTCCCGAAGAGTCCG

733 Map3k14 GCAAAGCCCGAAAAAAACGT

734 Map3k14 CGTGGTTTAGACATTGCAAG

735 Map3k14 CCCCGAAACTGAGGACAACG

736 Map3k14 TGGGCCAGTTGGCTTAGATG

737 Rfx5 ACATAATGACCGTTCTCGAG

738 Rfx5 ATGGGTGTGATAAGTGATCG

739 Rfx5 AGAGCGTCTATGATGCCTAT

740 Rfx5 TCTACCTTCAGCTCCCATCG

741 Irf7 CTTGCGCCAAGACAATTCAG

742 Irf7 GGCAGGTTAACTCCACTAGG

743 Irf7 TGTGCGGCCCTTGTACATGA

744 Irf7 GGAGCAAGACCGTGTTTACG

745 Irf3 CCAGTGGTGCCTACACCCCG

746 Irf3 AGAAACAATAGCCAGATCTG

747 Irf3 GGCTGGACGAGAGCCGAACG

748 Irf3 CTGGCGGCCTCGGTAGAAGG

749 Icos TGGTCTTGGTGAGTTCGCAG

750 Icos TATGCAAATATCCTCCACTA

751 Icos GCAGAAGTAATAGCTTCCCT

752 Icos AAATGAAAACATCCTATGAT

753 Smarcal1 CTCCCAGGTGAAGCGCACAG

754 Smarcal1 TTTGGGTTATAAATCCAGCG

755 Smarcal1 TCATTGCAGATATCAAGACC

756 Smarcal1 GCTTGGCATCCACTCCGGAA
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757 Atp6ap1 GAGGATTTCACAGCATACGG

758 Atp6ap1 GATATGACCCTCATGTGTGT

759 Atp6ap1 TAGCTAGATCCACATGCAAG

760 Atp6ap1 GTGTCATTGTAACTCACAGG

761 Unc93b1 CTGGGAACGCTACTACACGC

762 Unc93b1 CCGCAGTTGGACGAACTCGT

763 Unc93b1 AGGTGAAGTATGGCAACATG

764 Unc93b1 GCACACGCGAAGCTCAACTG

765 Nfat5 TCAGCCATTTACGTACACTC

766 Nfat5 AGTATCCGGTTAAAAGTGAG

767 Nfat5 GCCGTGGGGGTAAGTAACAG

768 Nfat5 AAGACCAACTTCTATAACAG

769 Il1f5 GTCATCCTGGGCGTTCAAGG

770 Il1f5 AACATCATGGAGCTCTACCT

771 Il1f5 AGGGCCAATTCTGAAACTTG

772 Il1f5 TGTTGTCCCAAATCGGGCAC

773 Mefv TCTGATAACCTACTACGGGG

774 Mefv AAGGAGGGTACCTTCACAAG

775 Mefv ACCAAAAGGAAGGATCAGAG

776 Mefv TCTGAATGGAAGGACTACGG

777 Extl3 GCCCAAGCCTCGCGTCACAG

778 Extl3 TCAGACATAGCATGGACAAG

779 Extl3 CCACACAGTGCCCACTCAGT

780 Extl3 ATTGCGGAGGTATTTAGGTG

781 Tyk2 GTGTGGTTACGGCGACAGAG

782 Tyk2 TAGACCCCCGCATGATGACG

783 Tyk2 CTTCCAGGACATTTCCCACG

784 Tyk2 ATCCACATCGCACACAAAGT

785 Samhd1 ATCCTTACATTATGTCGATG

786 Samhd1 GCTTGATATAGCGAAGTCGC

787 Samhd1 CTTGGGCTGCCATCGCAGCG

788 Samhd1 TTAGGATCTTACCTAGGTCG

789 Adar ACTCCAACAAGCCGCCTACG

790 Adar AGAGGTAACCCCAGTAACAG

791 Adar TTCTTGTAGGGTGAACACCG

792 Adar TGTATCCAGGAATTCCCTAG

793 Tbk1 TGCCGTTTAGACCCTTCGAG

794 Tbk1 CTTCTCGCTACAACACATGA

795 Tbk1 CAACATCATGCGCGTCATAG

796 Tbk1 CGGGAACAACTCAATACCGT

797 Mogs TCTAGGTCATTCTTCCCACG

798 Mogs TCGGCAGCATATCCACGATG
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799 Mogs TGCCGAAATAGACGTGTGGG

800 Mogs GAGGTCCTACTACCAGAGAT

801 Tnfrsf13b GTACTACGACCATCTCCTGG

802 Tnfrsf13b GAAGTCAGGTCAGACAACTC

803 Tnfrsf13b GTGGCTCTCCTCTACGCCTG

804 Tnfrsf13b ATCAGTACTGGGACTCCTCA

805 Bcl11b GTTGTGCAAATGTAGCTGGA

806 Bcl11b CTGAGAGCCCGTCGTCTGAG

807 Bcl11b GCGGGAAGTTCATCTGACAC

808 Bcl11b CAGAGGTGAAGTAATCACGG

809 Stk4 AATACACCGAGATATCAAGG

810 Stk4 TATCTGATATCATTCGGCTA

811 Stk4 TGCTGATATCCATCCAATGA

812 Stk4 TTCAGGAGCCATCCAAAACG

813 Ncstn CCAGCAGAACCATGTAAGGG

814 Ncstn GTGCTATCAAGATCACAACC

815 Ncstn AGGGACAGAACTCACCCGTG

816 Ncstn GGTGACTCACCGATTGTGGA

817 Il21r GCACGTGTACCATATATGTG

818 Il21r AGGACGCTATGATATCTCCT

819 Il21r GCCACCTCACCACAGCATAG

820 Il21r GGGCTGGAAGAAACTCTCAG

821 Il21 GGTGACGAAGTCTAATCAGG

822 Il21 GAAAATCTATGAAAATGACT

823 Il21 AAACTCAAGCCATCAAACCC

824 Il21 GACATTCATCATTGACCTCG

825 Lpin2 GGATACTCACGTTTCTAATG

826 Lpin2 GGTTATATATCCGGATCACG

827 Lpin2 TGCAGGTCACCAAAAGAGAA

828 Lpin2 AACCTGGATCCGTGTCACTG

829 Nop10 CGATCGCGTTTATACGCTGA

830 Nop10 CAATATTACCTCAACGAGCA

831 Nop10 GGAGAACCGAGCAGGATGGG

832 Nop10 GAGCAGAAATTTGACCCTAT

833 Psenen CGAGAATGATCACCCAGAAG

834 Psenen CCGGAAGTACTATCTTGGTA

835 Psenen CTTGGAGCGGGTATCCAATG

836 Psenen ATGTTGACTAACCAAAGAAA

837 Ndnl2 CACGTATTGCAGGCGCTCGG

838 Ndnl2 CAACACCATCACCGAGACTG

839 Ndnl2 AGAAGAAGATCCCGATCAAG

840 Ndnl2 CCCTGTCGGCCCCGACCGTG
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841 Sbds CCAGATCCGACTGACCAATG

842 Sbds CCTTCATGGCTCTCTCGATG

843 Sbds ACTGAAATCTGCAAGCAGGT

844 Sbds TAGGGATATCGCCACCATTG

845 Taz TTTGGAGAAGCTTAACCATG

846 Taz GGTCATCCATGCAAGACTGG

847 Taz AGCAGCTCACCTCGACACAC

848 Taz TATGAGCTCATTGAGAACCG

849 Cdca7 TCTACTGGTCGGATTATATG

850 Cdca7 GCTGTCACAACTGTCATCGG

851 Cdca7 TGTGGCTACCAGAAGGAACC

852 Cdca7 GTCGTCCAGAGAACAAGCCA

853 Magt1 TGTGTGTGCGATCGCAGCGG

854 Magt1 CAGCTGAGCAGATTGCCCGG

855 Magt1 TTATGCTGGACCCCTAATGT

856 Magt1 GTGGAGCTTTAACAAGACGA

857 Rnaseh2b CTCCTAGGTCAACCAAACTG

858 Rnaseh2b TCAGCCCTTGGACCAAGTCG

859 Rnaseh2b CAGCCTTTAGGAGATAGTGA

860 Rnaseh2b TGGCCAGCTTTACGAACAGG

861 Jagn1 GCACTACCAGATGAGGTACG

862 Jagn1 GTACCTCATCTGGTAGTGCA

863 Jagn1 AGTGCATGGCGACGCGCTCC

864 Jagn1 CCGTCGGTGCCGGCCGCTCG

865 Ino80 GGGTTGCGGAATATCCTCAC

866 Ino80 AGAAAATGAATTGTCTGACA

867 Ino80 TGCCCATCAATGCATGAAGG

868 Ino80 GTGACGTGGAGATTCTTCAG

869 Rnaseh2c CGTGAAGAAGCGATCTACCG

870 Rnaseh2c CGGCTGACTAGAACGTCGCA

871 Rnaseh2c AGGGTTTGCGGGATTCGTGA

872 Rnaseh2c ACCGTCTGCATCGTGGCGGA

873 G6pc3 TAGGCCGACTGCCAATAGGA

874 G6pc3 TTCCCGGGCTAGAGAATATG

875 G6pc3 GGGGCTCATTAGCCAGCCAA

876 G6pc3 TAAAGAGAGTCCAATACATG

877 Ctc1 CTGGTCGAATAACCCGCCTG

878 Ctc1 CTTGTAGATGAGATCCTCCA

879 Ctc1 AATTGCAAGTAACCAAGACC

880 Ctc1 CTTGGAACTATGGGGTACAC

881 Gins1 CCGGCGCGCGGTGTAACTCG

882 Gins1 TGCTTCGGATTAGAGCACTC
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883 Gins1 GTTGTTGTTCACAGACGGAG

884 Gins1 AGTCTCTTGCTACTTACATG

885 C8g TGGGACTCACAGCTTTCGGA

886 C8g CTGGGGAGCTGCGTGCAATG

887 C8g CCTCACCTTGGAACAAGAAG

888 C8g CTGAGCACTGAAATTGACCT

889 Rnaseh2a TGTCACACGATACAGCTGCG

890 Rnaseh2a GTAACAGATGGCGTAGACCA

891 Rnaseh2a AGACCTTGACAGAGAACGAG

892 Rnaseh2a GGCTCCTTGAGACACACAGC

893 Trnt1 CATGAATTAAGAATAGCAGG

894 Trnt1 ATTCGCATGATCAACAACAA

895 Trnt1 AACCTGTTCTCACCTATGTG

896 Trnt1 GGCAGAATTGTCGACAGACC

897 Rnf168 GGTGTGCCCCAGTTAACTGG

898 Rnf168 CCCGGGCCACAGTTATGTGT

899 Rnf168 AGCATGGGTTACAGAGCGTG

900 Rnf168 AATCTCTGGACAAGAATCAA

901 Unc13d AATCTGGTACAGGACGTCAT

902 Unc13d ACAGAGACCTACCCAGACCG

903 Unc13d TGGCTGGCTGAAACCAGCGG

904 Unc13d GCAGCCCTGTGTCCCGACGT

905 Nbas AACAAAACAGCATATTCGTG

906 Nbas ATAGCAGTATTTATTCCATG

907 Nbas ATTGATTGATGTCAATTGGT

908 Nbas TTTGCCGAATGACATGACAT

909 Slc29a3 AATGATGGCCATGCACGCGA

910 Slc29a3 GGGAAACTGCGCAGAACCCG

911 Slc29a3 CAAGGAAGACTGCTGCCATG

912 Slc29a3 ACCAGAAAACACTCGAACTG

913 Ifih1 TGTGGGTTTGACATAGCGCG

914 Ifih1 CGTAGACGACATATTACCAG

915 Ifih1 TGGGTTCCAAAATCTGACAT

916 Ifih1 GATTGATGCATATAGCCACC

917 Snx10 GCAGAGCCATCTGAACTCCG

918 Snx10 CATGTCGACCAACGCCGCCA

919 Snx10 AAACATCTTGTGTACGAAGA

920 Snx10 AAAGCAAGAGTGCATTCTGC

921 Tnfrsf13c CAGACTCACTAGACCCACCA

922 Tnfrsf13c GACACGCAGTTTCTCACCAG

923 Tnfrsf13c CTCCGCGCTGAGACCCGACG

924 Tnfrsf13c GCACTCGGTCTGATTGCACT
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925 Spink5 CGGGAAAGTGACCCAATCCG

926 Spink5 AGGGAGAGTGACCCTGTACG

927 Spink5 CGAGAAAATGACCCTGTGCG

928 Spink5 TGGAAGACTTGGATGTACAC

929 Tmem173 GAAGGCCAAACATCCAACTG

930 Tmem173 TATCTCGGAATCGAATGTTG

931 Tmem173 AGTATGACCAGGCCAGCCCG

932 Tmem173 CAGTAGTCCAAGTTCGTGCG

933 Parn AAAACGGTCTCAAGCCAATG

934 Parn GGTCATACTTAAAAGCACAA

935 Parn AAGACATATAGTTATCAGCA

936 Parn CCAACTCACCGAATTAGCAA

937 Stx11 TCGAACACTATGTCCTCCCG

938 Stx11 AGCCATGTACGAGTACAACC

939 Stx11 CATGTCGGGCGAGCAGATTG

940 Stx11 AGCTGCTTCTGATAGACGTG

941 Rhoh GGTACTGATGTGCTACTCTG

942 Rhoh CCCACGGTGTACGAGAATAC

943 Rhoh ACAACCAGCACCGGGGTACA

944 Rhoh CAGGGGCCGGATACTTCTGA

945 Dock8 ACTTCCGGTTTGCGACACCG

946 Dock8 CCGGAACACGTAGTGCACGT

947 Dock8 AGCACGTTTAAGGGATGACG

948 Dock8 TAGCGAAGTTCAGTCGCTGG

949 Ercc6l2 CTGTTACAGACCAACTCACG

950 Ercc6l2 CGTACCAAGACTCTTATCAA

951 Ercc6l2 GGTACTTGCGAGATTACCAA

952 Ercc6l2 AAGGATGAATTGGATACCTG

953 Dnajc21 TAGGTACGATAACCACCGAG

954 Dnajc21 CTCCCAGAGCGACTATGACA

955 Dnajc21 TAAACGAGATAAGAGAGTGC

956 Dnajc21 TGGATCAGATGAAAACGAAG

957 Lrba GACCGTCCCAATGAACTCAG

958 Lrba GTGTGGCGAGTGGACGAAGA

959 Lrba ATAGTTACCATGTACCACTG

960 Lrba CAGATGCAGTAGACCAACAA

961 Lamtor2 GTTCCCGTTCCTATCATACG

962 Lamtor2 GCTGGCCTACTCCGGTTATG

963 Lamtor2 CCACCCTCGTAATGGCTACA

964 Lamtor2 CACAGATGCCCGGGTCACTG

965 Smarcd2 GAGATAATGCGGGAACTGCG

966 Smarcd2 GCATCGGATGCCCACCACAC
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967 Smarcd2 CCCAACACACTCACTCGCTG

968 Smarcd2 CGGAGCAGCTGTGCCAAATG

969 C230052I12Rik CTAGCCACAATATGTCCTAG

970 C230052I12Rik TGAGGCAGGATGCTTCCGAC

971 C230052I12Rik CAGTAAACTTCTGGACTGCT

972 C230052I12Rik TATGATCCCTTGAAGATGTG

973 Usb1 ACACGGTATGTAGATGTGGG

974 Usb1 TCCTCGATCCTCACCAACGG

975 Usb1 GGTACAAACATCTGAGCTCG

976 Usb1 GACGACAGTGCAAAGCATGG

977 Traf3ip2 GTCCTGCAGGTAACACGAGG

978 Traf3ip2 GTAGTACTGACAGTTCCATG

979 Traf3ip2 CCTGCGAGCTAAAGTCCTGG

980 Traf3ip2 CCAAAGCATTAGGTAAACTT

981 Ticam1 AAGATGCCATCGATCACTCG

982 Ticam1 TCTGGAACGCTAATTTCGTG

983 Ticam1 GATATCAAGGGGGACCCCAG

984 Ticam1 CTTCACACCATGGAACCCAT

985 Fermt3 GGAGGTGCATGACCTGACAA

986 Fermt3 CTGTCACACTCCGAGTCACG

987 Fermt3 GGGCTACCGCCAGTACTGGG

988 Fermt3 CTCACCCACATCCCCGCTCA

989 Mthfd1 ACACCAACGATAGATTCCTG

990 Mthfd1 CACTATGAATCCGTGCACAG

991 Mthfd1 GATTGCCGGAAGGCACGCGG

992 Mthfd1 GGTAGCGTCCAGTAAGAAAG

993 Obfc1 GACGCAGTTTATAACCCCAG

994 Obfc1 CAACGGGCATCCAATAAGGC

995 Obfc1 GGAGATATCATCCGAGTCCG

996 Obfc1 TCGCAGTGCTCAGAATAGCT

997 Card11 GCAGCATAACTGTGTTCATG

998 Card11 ACTATGGAGTCATTTCCCGG

999 Card11 CACACACTTCCTGATGAACG

1000 Card11 GCGACCTCCAACTCGAGGTG

1001 Sp110 AAATGACCTGGAAATGGCCA

1002 Sp110 GGTCAAATTCCAAAAGAAGA

1003 Sp110 TCCTGAATGCAGCCAAGGAG

1004 Sp110 AGCTCAAGGCAGTGAGCAGG

1005 Orai1 GATCGGCCAGAGTTACTCCG

1006 Orai1 TGGCGATGCATGCGCTCGTG

1007 Orai1 AAGACGATGAGCAACCCTGG

1008 Orai1 AATCCGGAGCTTCCCGTGAG
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1009 Pgm3 TACGGCCTCACATAACCCTG

1010 Pgm3 AACTTCTTCAAGGTACCGCG

1011 Pgm3 TACACCATGTAGTGCAACTG

1012 Pgm3 CTGCTATGACATACCCTGTG

1013 C7 CATACTGATCGATTAACCGT

1014 C7 ATCAACACCAAAAGTTTCGG

1015 C7 CAATCCTGCAAACCTGAACG

1016 C7 GTGTCTCCACAACAATAGCG

1017 C8b AAAGACGCCATGGAGCAAGG

1018 C8b ATTGTGTGACTTGTCCGACA

1019 C8b TTGACTGTGAGCTATCCACC

1020 C8b CAAGGACAGAGCGCGCGTGG

1021 Cebpe CAGTACCAAGTGGCACACTG

1022 Cebpe GCAGGTAGTGAGGAAACGAG

1023 Cebpe CAGACTCGATGTAGGCGGAG

1024 Cebpe CTTACCTTGAGGACACGCAA

1025 Tirap CTGTCTGTGAACCATCATAG

1026 Tirap CGAAACAATGGCGCCACCCG

1027 Tirap TGCAGCTCGAGGGTGAGCTA

1028 Tirap CAAGTAGGAGACCAGCTCCT

1029 Dclre1b TGCTAGACAAACCCACCGTG

1030 Dclre1b TCCACTGAAGCATGGCAGAG

1031 Dclre1b AGAGAAACATGACAGAACCA

1032 Dclre1b TGAATGGTCAGAGTACGGGA

1033 Tlr3 CTTAGATGAAATCCCAGTCG

1034 Tlr3 GTTGTAGGAAAGATCGAGCT

1035 Tlr3 GAATGGTCAAGTTACGAAGA

1036 Tlr3 ATCTACAAAGTTGGGAACGG

1037 Card14 CCACAGCCGCATGAAACGTG

1038 Card14 TGTTCTACCTTAGAGACTCG

1039 Card14 CACTCTGGAGAATACAACGC

1040 Card14 AGAACTAAATCGGCTTAAGG

1041 Rfxap TCCAAGACCTGCACGTACGA

1042 Rfxap GCACCGCAACAAGATGTACA

1043 Rfxap CTGGACACATCGGACCCGGC

1044 Rfxap GTCACCGGAGGGGCCGTCCG

1045 Il17rc CTGTGGAACGATGACAACAT

1046 Il17rc AGCAATACTTACCCCAGAGG

1047 Il17rc GGAGCCACAAGATTTCCAGT

1048 Il17rc ATCTAGCTGCCATACCCCTG

1049 Wipf1 GGAACAGAATGCCTCCCCCG

1050 Wipf1 CCGTCGAGTCTGCACAACCG
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1051 Wipf1 GGGGCTTGTCATCCAAGGCT

1052 Wipf1 GCTGAGGTCCACCGCCAACA

1053 Wrap53 GGTCATTACCACTTACTAGG

1054 Wrap53 AGAAACGAATCTCCCCGAGT

1055 Wrap53 GAAGAGTTGGGAACCATCCG

1056 Wrap53 GACACAACCAAGCTAGCCAC

1057 Tmc6 GGAGTCATGTCGCTCCAGAG

1058 Tmc6 TTTCCAAGGTCGCAGCCGTG

1059 Tmc6 GACCAGAAAACGTAGGCACG

1060 Tmc6 TACCGGGTTGGCAGTACCAA

1061 Tmc8 GGAGCTCTCTACGAGATTGG

1062 Tmc8 CAACGCTTGCGACTACCAGG

1063 Tmc8 CTTCTACGGTGCCTACCGAG

1064 Tmc8 CATCCGCACAGGCGTCCGGG

1065 Ttc37 ACAAACAGATCACTTCTAGT

1066 Ttc37 CGCCTGTGTTCAGACAGGCG

1067 Ttc37 TGACGTGTGTAAGAAACTCG

1068 Ttc37 GAGGCGTACTTAAGCAGAGG

1069 Mkl1 AGACAGTTCCTCCTTCGACG

1070 Mkl1 GTGATGAGAATTCCACACCT

1071 Mkl1 CTGCCCCCAAGCCTAGCCAA

1072 Mkl1 GTCAGGATGCACATTCTGGA

1073 Ttc7 TGGGATCGATGACATATCCG

1074 Ttc7 TCCAAGACCAATTACTACCG

1075 Ttc7 GCAACACACCTGTCGGACGA

1076 Ttc7 CTGCCCCAAAGACAACATAG

1077 Dclre1c TTTATTCACCAACCTAAGCG

1078 Dclre1c CAGGGAAACATACACGACTT

1079 Dclre1c GCATCAAGCCATCTACCATG

1080 Dclre1c TCAACTAAAGATATCTGCGT

1081 Slc35c1 AGGGCACCCCTACGTACTTG

1082 Slc35c1 AGGTTAGGCGCCAGATACTG

1083 Slc35c1 CTCACCAATGATGACGCCGC

1084 Slc35c1 GCAGTGAGGTCACCAGGCAT

1085 C8a TCCTGCTATAGGTACTACTG

1086 C8a GGAGATTGAAGTATCCGCCA

1087 C8a CATTGTACACAGTTTCACAC

1088 C8a CTTGCCTTAGACAAGGTGTG

1089 Rltpr GCCTGACTTACCATGAAGGG

1090 Rltpr CAACCAAGTAGACTCTACTT

1091 Rltpr AGACCACCCTGGATACCACA

1092 Rltpr ACATGCGCCTGTCAATCACT
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1093 Malt1 GTCCTATGCCTCACTACCAG

1094 Malt1 ATATGAGATGTGTAACGCTG

1095 Malt1 CCACTGGCTAAATTCAAAAG

1096 Malt1 AGCTTGGACCGCGCTCCGGA

1097 Dkc1 TTTACTGCAGCAATAAGTGG

1098 Dkc1 TCTCTACCCGAAGTATTCGT

1099 Dkc1 TACGCATAGTGTCCGAATGT

1100 Dkc1 ATGATGTACTCGATGCTCAG

1101 Ap1s3 CCACACTCCCTGACAAGGAG

1102 Ap1s3 TCCAGACCGTCCTCTCTCGT

1103 Ap1s3 TCAGTCGACAAGGGAAGCTG

1104 Ap1s3 TAATATCCAGCTCACAGACC

1105 Il17f GACTTACTTGTAATCCCATG

1106 Il17f TGGGAACTGTCCTCCCCTGG

1107 Il17f AGCGGTTCTGGAATTCACGT

1108 Il17f GGGCCTCAGCGATCTCTGAG

1109 Nod2 CCGACCCATCGTAAGTACTG

1110 Nod2 AGATGCCGACACCATACTGG

1111 Nod2 GCAGAGTCTGGACTGACGTG

1112 Nod2 GTTGTAGAGTCTCCTCACAA

1113 Irak4 GTAGCTATCAAAAAGCCGTC

1114 Irak4 CTGTGTGAACAACACCATCG

1115 Irak4 TGTAAGCATACACTAAGCAC

1116 Irak4 CAAGGTGCAAGGTTGCTCAG

1117 Zbtb24 GGAAATCGAAGTTACCCGTG

1118 Zbtb24 TGAGAAATACTCGCTACTGG

1119 Zbtb24 ACACGTCCATAAACTTTCGG

1120 Zbtb24 GATCCTCTGAAACGGAAACG

1121 Rnf31 GATGGATTGAGTTTCCCCGA

1122 Rnf31 GAACTATGAGTTGTTGGACG

1123 Rnf31 CTACCTCAACACCCTATCCA

1124 Rnf31 GGAGGAACCAAGGTGTTGTG

1125 Rtel1 ACACGGGGATCCATGCGTGG

1126 Rtel1 TATGCCGACATACCGGTAGG

1127 Rtel1 GTTGTCATACACCTTAAGGT

1128 Rtel1 GAGGCGTCACCAAACCTGGA

1129 Irf2bp2 CGCACGCGTGCTGAAGTCGG

1130 Irf2bp2 GCGGCAGAACCGTTGACCAG

1131 Irf2bp2 TCTCGATGACGAACTCCACG

1132 Irf2bp2 GGCCGACAGCTTATCCAGCG

1133 Gimap5 GTCACCAGTAACAACACATG

1134 Gimap5 AGCTAGATTCTTGTACACAG
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1135 Gimap5 ACTGGAATGCTGGTCGTCGG

1136 Gimap5 CTGAAGATGCCATGGCTGTG

1137 Lig4 TTAGACGTCCTAATTGTGGG

1138 Lig4 GCAACTCAACTGCATCATTG

1139 Lig4 GAACGCATTGTGAATAAATG

1140 Lig4 CATCCGTGCGAGCTCCACTG

1141 Chd7 GACATGCCCATAAACGAACG

1142 Chd7 AAACGGTTTAAGTCAAAACA

1143 Chd7 CCTACCGGAATGATTTAGCA

1144 Chd7 TCGATGACCACACAGCGCCA

1145 Ccbe1 GACCTACCGAGAGGAACCCG

1146 Ccbe1 CAGCAGTGCACGGATAACTT

1147 Ccbe1 ACAGAGAGTGGTATTGCTGG

1148 Ccbe1 GAACTGGGCAAGTATGTCAA

1149 Fat4 GACATCGTGGACGATCGAGG

1150 Fat4 CAGTTATCTCATCACTACCG

1151 Fat4 GGGATGTCGAAAGAGTACAC

1152 Fat4 ATTAGATCCTATGTCCGCGT

1153 Card9 GATGTACAAGGACCGTATCG

1154 Card9 GTGACTTTCCGGTATAACTG

1155 Card9 TAGATAGGGTGTGATCCGGG

1156 Card9 CCAACCTGGTCATCCGCAAG

1157 Plekhm1 TGACTTGTAGGAGAGTTCGA

1158 Plekhm1 TGATGAGGAACGCACCTGTG

1159 Plekhm1 GCTGGTAGCTAGGCTATGGA

1160 Plekhm1 ACTCACCGGACTCGTAGGAG

1161 Kmt2d AAATGGCTGTTGATCCCATG

1162 Kmt2d GTTCACCATTAATACCCCCA

1163 Kmt2d TCGGGCCGGACTAACATCCG

1164 Kmt2d TGGGGATGGACAGCCCGACG

1165 Otulin GGAACTTCACAGCTTCGTAG

1166 Otulin TGATAACTACTGTGCACTGA

1167 Otulin AACAGAACCCAGGTTAAGTG

1168 Otulin AGTATACCTGGATCAAGCAG

1169 Cfhr2 TTGTCCCCTTAGACTCAACA

1170 Cfhr2 GAATGGAGACTCTACATACT

1171 Cfhr2 ACTTATTTCCTATAGACACT

1172 Cfhr2 ATACCATTTAGAATATAAGG

1173 Nlrp1b CTAAATGACCTGTGTGACGA

1174 Nlrp1b AGATGCTAAAGAGCACCCTA

1175 Nlrp1b AGAAGATCATTCCTTATGTG

1176 Nlrp1b CTGTAAGCAAGGGTTAGCAG
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1177 Vps13b TGTCCATACTACCCAAATCG

1178 Vps13b TAAACACTGCAATACAAGCG

1179 Vps13b GAAACCTCTTCCCGATACAG

1180 Vps13b TGGCAGTAGTCCATGTACTG

1181 Isg15 GTCCGTGACTAACTCCATGA

1182 Isg15 CAGCAGCACAGTGATGCTAG

1183 Isg15 GCATCCTGGTGAGGAACGAA

1184 Isg15 TGGAAAGGGTAAGACCGTCC

1185 Epg5 ACAGCCGACTCGTTGTAACA

1186 Epg5 TCGAGCCAGAAGAACCAATG

1187 Epg5 TGGGTACCATACCCATATTG

1188 Epg5 GAAACGCTGTCTTACACAAG

1189 C1ra TTTGCCAGAATGATGGCACA

1190 C1ra TGTGCAGGTATATATCCCTG

1191 C1ra CCACACAGACTTCTCCAATG

1192 C1ra TGGTTGTCTCCAAGTCACTG

1193 C1s2 AATTCCTCATGTCATCATGG

1194 C1s2 TTCTCTTAGATAATCTCAGG

1195 C1s2 TCTTTCAAACTGATCTAATG

1196 C1s2 AACACACAGTTAAACTGTCA

1197 C4b GCACAAGATGCCTCTTAGTG

1198 C4b CAGGCACAGCCCCTCAACTG

1199 C4b GTAAGCCACAAAGTAGAACG

1200 C4b TGAAACAAAGGACCATGCTG

1201 Cd59b TATTATGAGCCGATTAGACG

1202 Cd59b ATGCTACAACTGTTTAGACC

1203 Cd59b GGCAAGTGTATCAACAGTGT

1204 Cd59b TTGATACACTTGCCTTCCTG

1205 Lat ACTCACGAGGTGGCTTGATG

1206 Lat GCATCCGATGGGAACCCCCA

1207 Lat ATACTCACGGGATGGGGAGC

1208 Lat CTCTGTGGAAGTGCTGTCAT

1209 Nhej1 CCCTATGCATAGAGCTCGGC

1210 Nhej1 ACCAGCCGAGCTCTATGCAT

1211 Nhej1 GGCTGGTTATCAGTTCCTCG

1212 Nhej1 TCACCAACAGCACACGCCTC

1213 Dock2 AAGAAGTGACAACCACGCTC

1214 Dock2 CAGCATCTCACGCTACAGAT

1215 Dock2 GTGACAGTTTATGCTTTATG

1216 Dock2 TACATCCTTTATCCATCTCA

1217 Mysm1 ATCACTATCTTGATTCAACG

1218 Mysm1 AAAATTCTGGGTTAATCAAA
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1219 Mysm1 TATCATTGAGAAAATGCTGT

1220 Mysm1 TTATCTAATAAATCACTTCC

1221 Kdm6a TTGGATAATCTTCCAATAAG

1222 Kdm6a TAGCATTATCTGCATACCAG

1223 Kdm6a GAAACCTCACGAACCCGAAA

1224 Kdm6a CGCCAGGATGAAGGCCCTGC

1225 Tpp2 CACACCAAGCAGTCATATAC

1226 Tpp2 ATTGATATCATTGATACAAC

1227 Tpp2 ATAGGCCAATAAACTAATCA

1228 Tpp2 TGGTTATGACTTCTATCCAA

1229 Il12b CCTGCCCATTGAACTGGCGT

1230 Il12b CCATGAGCACGTGAACCGTC

1231 Il12b CATGTCACTGCCCGAGAGTC

1232 Il12b GACTGGACTCCCGATGCCCC

1233 Stat2 TGAGATTGAAAATCGAATCC

1234 Stat2 TCCACAACTGCTTCGGGGGC

1235 Stat2 CTGAGCTGTAGTGGTCCCAC

1236 Stat2 AGTTCTTGGTGAGATCCATC

1237 C3 GATGACGACTGTCTTGCCCA

1238 C3 ACAAAGGCAAGATGCCGTGT

1239 C3 GAGCGAAGAGACCATCGTAC

1240 C3 GACAGTCGTCATCCTCATTG

1241 C6 TAGTAGTGAACGATTACTAT

1242 C6 CGATAAGCTTTGTATCAAGC

1243 C6 TGAAACACGGTATGGATTAC

1244 C6 GGTTGCCCCCCAAACTGACT

1245 Cfb TTCGAGTCTGCACGGGGTAT

1246 Cfb AATACGCTGCCCACGACCGC

1247 Cfb GCTGGATACTGTCCCAATCC

1248 Cfb AGCCACGCAGGACAAGTCCC

1249 BRDN0000737505 AAAAAGTCCGCGATTACGTC

1250 BRDN0000737693 AAAACGGCTCGATCGGTGAT

1251 BRDN0000737637 AAAACGTAATTATACCGAGC

1252 BRDN0000738185 AAAATTGCACCTTCCCGGCC

1253 BRDN0000737801 AAACCCCCGCGCGGAGCGTC

1254 BRDN0000737467 AAACCTAGCGTAGATTCGGC

1255 BRDN0000737848 AAACGAGGCTGTTCGTACAC

1256 BRDN0000737609 AAACTCATACGTAGCGAATC

1257 BRDN0000737434 AAACTCCCGTGTCAACCGAT

1258 BRDN0000738254 AAAGACGTGCATTCAGCGAG

1259 BRDN0000737777 AACATGTTAAGTCGCGTTAT

1260 BRDN0000737611 AACCAGCATTTGACCGCGCT
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1261 BRDN0000737528 AACCCCGGCTGTCATCGCCG

1262 BRDN0000738228 AACCCGCCGGAACAATCAGC

1263 BRDN0000737727 AACCGGCTGCGCGTTTGCAA

1264 BRDN0000737483 AACCGTACTGCGAGGAGCAT

1265 BRDN0000737872 AACCTCGTCTCATGTACGAA

1266 BRDN0000737516 AACGCCCCGGATTTCGTTGA

1267 BRDN0000737844 AACGGCTGCGCCCGCGGCAA

1268 BRDN0000737412 AACGGGCGCAATACCCTTTT

1269 BRDN0000737631 AACGGTAGCGTACCCGTGAA

1270 BRDN0000737750 AACGGTCAAATCCGTGAGGG

1271 BRDN0000737875 AACGTCACCAACCTCGATCC

1272 BRDN0000738229 AACGTTATAGCTTCGTCTCT

1273 BRDN0000737806 AACTAACTCACTACGCACGA

1274 BRDN0000738366 AACTCCTCATCGTACGCTAA

1275 BRDN0000737593 AACTCGCGTGGGAAGTCCGG

1276 BRDN0000738128 AACTTATACGTAATCTGATC

1277 BRDN0000738307 AAGACTCCTACGTATCGAGC

1278 BRDN0000737391 AAGCACAAGAACGGTCCGCC
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Acp5 ATACCAGGGGATGTTGCGAA

Acp5 TCCACGTACAAACATAACTG

Acp5 TACCTGGAACCTCTTGTCGC

Acp5 ACAGCCACAAATCTCAGGGT

Actb AATGCCTGTGGTACGACCAG

Actb ATGGAGGGGAATACAGCCCG

Actb GGACTCCTATGTGGGTGACG

Actb CAGCACAGGGTGCTCCTCAG

Ada GTTGTGGATCTTGTGAACCA

Ada ATTCATCGGACCGTCCACGC

Ada CTTCATCTCCACAAACTCGT

Ada GCTGCGCAACATTATCGGCA

Adam17 GGTGTGTGGCAACTCCAGGG

Adam17 ACACGTCGTGGGATAATGCA

Adam17 CATCGACGTACGGCACACAC

Adam17 GCCCCAAATGAGGACCAAGG

Cfd TCTCACGTGGGGACCCAACG

Cfd CCCCGAGGCCGGATTCTGGG

Cfd TTGACACTCTGAGTTGATGC

Cfd CCCCTGAACCCTACAAGCGA

Aicda GTAGGAACAACAATTCCACG

Aicda TTCACAGAAGTAGAGGCGCG

Aicda ACCAGGTGACGCGGTAACAC

Aicda TGAGACCTACCTCTGCTACG

Aire TGTGCCGTGTGCCACGACGG

Aire CTCTCCAGGAATTCAGACCA

Aire ACAGAACCTGTCCCAGCCTG

Aire GGTAGAGATGAGCAGAAAGT

Ak2 TGAAGGCGACAATGGATGCA

Ak2 GGTAGGACCGGCCACTCTTG

Ak2 TCCGAACCGGAGATTCCGAA

Ak2 TCAGCCAGTTTGGGTGCCTG

Ap3b1 TGTGGCCAGTAAAAACATCG

Ap3b1 GCTGCCTAATAAATCGTGTG

Ap3b1 ATATGCTAACAAGATACGCT

Ap3b1 TTGGCACATCTCACCCAAGT

Ap3d1 CCAACGCAATGGTATCTGTG

Ap3d1 AGCACATCACCAACTTCGAG

Ap3d1 TCTTCACAGTAAAGTACCTG

Ap3d1 TGTCCTCATCGCTCTCCGTG

Xiap TTTCAGACACCATATACCCG

Xiap AGCACTAGCTAACTCTCTGG

Xiap CTTGGGAACAGCATGCGAAG

Xiap ATGGACATCCTCAGTTAACA

Arpc1b CACAATGCGGTTACTCTCAG
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Arpc1b CAATGAGAACAAGTTCGCCG

Arpc1b CCAGTCCAGGCTGAGCACTG

Arpc1b GAAGCGAGCACTCACGTGTA

Rab27a TGGTTAAGCTACGAAACCTA

Rab27a AGTGTACTGGTAGAGTACAC

Rab27a AACCCAGATATAGTGCTGTG

Rab27a CCTGAAATCAATGCCCACTG

Atm TAAGTCATATAGGAAGCCGA

Atm GAGTATAAATAACATCGCGA

Atm AAGACTTGAACACCGGACAA

Atm TGCAAGATACACATGAATCG

B2m ATTTGGATTTCAATGTGAGG

B2m ACTCACTCTGGATAGCATAC

B2m TGAGTATACTTGAATTTGAG

B2m TCGGCTTCCCATTCTCCGGT

Bach2 TGGACAGACGAAAGATGACT

Bach2 AATTACGGACAGCCCCACGT

Bach2 CTCCTCGTATTCCTACGCAG

Bach2 TCTCTGTTCGGTATAACGAA

Bcl10 CTCCGGGTGGTACATGACAG

Bcl10 GATTCAGAAGATAACGGATG

Bcl10 ATAAAACTGGAGCACCTCAA

Bcl10 CCTGGTGGAATCCATCCGCA

Blm TTACCTGGAACATTTCAACG

Blm GGTGGGTAAACATTCCTCAG

Blm CCTGCAAGTGGATTTAACGA

Blm CCTTCACCGACTTACACCTG

Btk AATCCGGTACAATAGTGACC

Btk TATGAATATGACTTTGAACG

Btk TGGAGGAGAGCAACCTACCG

Btk AGATTTAGCAAACACAGACA

Serping1 GCTCTGAGATGCATTCACAT

Serping1 ACAATAACAAATGACACCAT

Serping1 AGAACTCATCAACACCTGGG

Serping1 GGACACAGGCAAAATCCTTG

C1qa CACAGATGAAGCGACCCGTG

C1qa CCCAATGACGCTTGGCAACG

C1qa TTCAGCCACTGTCCATACTA

C1qa AGGCAATCCAGGCAATATCA

C1qb AGGCACTCCAGGGATAAAGG

C1qb TGACCTGGTTCGGTCGCAAG

C1qb GAATCGCCTTTGGGACCGCG

C1qb CAGGTGAACTTGCCGTTGCG

C1qc GGGTGACTGTGAATACCGAC

C1qc CTGTGGTCACCAACCCTCAG



Target Gene Symbol sgRNA.Target.Sequence

C1qc ATCATGCCCGTCCTTCCCAG

C1qc GCTCCCCCGGAGGCCCCCTG

C2 GTTCTAGGAAAGTCCAACAT

C2 GTGTGATGTGAGCTAGACCT

C2 AGTCAATACCATATTTGAGG

C2 TTGGGGCGACAGTACCGCAC

Ciita AGCTCGACTAAGGCTCCGGG

Ciita AGGTCCTTGATTATATCGTG

Ciita TCCAGTGTCCTAATCTACCA

Ciita AGCAGGCCAAGACTTACATG

C9 CTACAACGGACTCTGTGACC

C9 TTTCCCATTAAACTGTCCGA

C9 ATTCTGCAGTCTATCGGTAT

C9 TTGAGAGGAGTGGTCCAACT

Hyou1 ACAGGCGGATAACCCTCATG

Hyou1 ACATCGTACTCACTTGCCCA

Hyou1 TGGAATTGATATCTTTCCGG

Hyou1 TGGCGTGCTCAGTTTAGACA

Casp8 GATTATGAAAGATCAAGCAC

Casp8 CTTCCTAGACTGCAACCGAG

Casp8 ATGATCAGACAGTATCCCCG

Casp8 CAAGAAGCAGGAGACCATCG

Ctla4 TGTGATGGTGAATATTCACA

Ctla4 GGACTGAGAGCTGTTGACAC

Ctla4 ACAGGTGACCCAACCTTCAG

Ctla4 TGCCCACAAAGTATGGCGGT

Cd19 GAATGACTGACCCCGCCAGG

Cd19 AATGTCTCAGACCATATGGG

Cd19 GGCACCTATTATTGTCTCCG

Cd19 TTTAGCCCACACATACAGCT

Ms4a1 GTTACAGTACTGTGTAGATG

Ms4a1 TACCATACACTCAAACAGAT

Ms4a1 CAGTCGTAGATATCAACATA

Ms4a1 CCACACAAAGCTTCTTCATG

Cd3d TTACACAGATATATCCCTCG

Cd3d TCCATCTAGATGCATGACGC

Cd3d AAGAATAAAACACTCAACTT

Cd3d GATACAAGTGACCGAATATG

Cd3e AGGGCACGTCAACTCTACAC

Cd3e TTCTCGGAAGTCGAGGACAG

Cd3e TACTTGTACCTGAAAGCTCG

Cd3e TCAGAAGCATGATAAGCACC

Cd3g TGACACTGATACGTGCCTCG

Cd3g TTCTGTAATACACTTGCAGG

Cd3g AACTGCATTGAGCTAAACAT
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Cd3g GTACAAGTGGATGGCAGCCG

Cd247 GCTCGGGATCCAGAGATGGG

Cd247 GCTCAATCTAGGGCGAAGAG

Cd247 CTCCTGGGAACCGCACGTGG

Cd247 CATTGTATACGCCTTCCTGG

Cd79a GGAACCCTAATATCACATGG

Cd79a CCTACTCACTGCGCACGCGG

Cd79a CGAAGTAAACAAGAACCACA

Cd79a AGGCGTATGACAAGAAGAGG

Cd81 GCAACCACAGAGCTACACCT

Cd81 GGGCTTCGTAAACAAAGACC

Cd81 ATCCATCACAGCTTGCTGAA

Cd81 GGCAAACAGGATCACAAGGC

Cd8a TGGGTGAGTCGATTATCCTG

Cd8a ATCCCACAACAAGATAACGT

Cd8a GTGTTGGGGTCCGTTTCGCA

Cd8a GGACGCCGAACTTGGTCAGA

Cfh ATTTACGCATAACTCCACCA

Cfh CAAGTGTTCGGTATCCAGGG

Cfh GAAATTGATTACCGTGAATG

Cfh CATATTTCACCACTTCACCA

Cfi CTTGTGGATTACCTTCACAA

Cfi TGTTATTACACAGGTTGCCG

Cfi AAGGTCGACGCAGGCCACGT

Cfi TGCCTGCATGTACATTGCCG

Cftr GCCGTGTGACTGACATACGT

Cftr TTCTAACTGAGACCTTACGC

Cftr GTGGCGATCATGTTGCTGCG

Cftr TATGGAGAGTAAAATATCGT

Coro1a TGACACGAACTCGCTTGTCA

Coro1a ACCAGGCGATGTCTAGCACA

Coro1a AGAAGGGAAGATTCTAACCA

Coro1a GCCACAGAGGTAGACAATGT

Tpp1 TGAGTTTCATCGCTATGTAG

Tpp1 TTATGGTAGAAGGTTACCTG

Tpp1 AACCTGACAGCCAAAGATGT

Tpp1 GATCGAGGCCAGTCTAGATG

Copa CTTGCGGTTACAGATCACAA

Copa CTCTCTCTGACACATCACCT

Copa CACCAGAAATATCCCAAACG

Copa GAATGTCTAGGTACTCCACA

Cr2 ATGTTGACCAGTTTGTTGCG

Cr2 CTATACATTGCACCCCTGAG

Cr2 AGACGGATTTCTATAAACCA

Cr2 ATGCAATGCTCATGGCACAT
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Csf2ra AGGACGCGGTGACGTCACGT

Csf2ra CCTACTTGGTCGTGACCGGT

Csf2ra CTAGCGTCACTAACCCAGAA

Csf2ra TGACATCCAGCGTGACACCG

Csf2rb TACACTTGGAAGACTGACTG

Csf2rb TGATGGAAAATCGTGTATAG

Csf2rb GAAGAAATCGGACAGCTGGG

Csf2rb TGGAGACTGTAGGCATCCTG

Csf3r TCAGCTCTACAGAATTACAG

Csf3r TGAGGCAGGATAGGTTTGAG

Csf3r TGAGCTGCGTGGTGTTGCAA

Csf3r CTTTGCCACACAATCCGGGA

Ctsc CTGCAAGATACAACCTCCTG

Ctsc GGCAGTAACTGATAGCTGTG

Ctsc TCACAACCACAACTTTGTGA

Ctsc CTGTATTTCATCAGTCATCG

Cyba AGTAGAAGGATACATAGAGT

Cyba AATGACTTACCATCGCTCCA

Cyba GGACGTAGTAATTCCTGGTG

Cyba CAGATAGATCACACTGGCAA

Cybb CCTCTACCAAAACCATTCGG

Cybb TTTACCAGACGAATTGTACG

Cybb ATTCTAACTTGGATACCTTG

Cybb TTATACTCGAAAACTCCTTG

Cd55 CTCTTATACGTATAGCCAGG

Cd55 CTGCTGTCCCCAACTGTACG

Cd55 TGTGACAGAACAGAAAGTAG

Cd55 CGAAAACAACCTCCACTCCC

Dnase1l3 TCTCGGGAGTTGTGTGCAAG

Dnase1l3 TCACACTCACTTGTAGACGA

Dnase1l3 TTCATGGGTGATTTCAACGC

Dnase1l3 CACTACCATGACTATCAGGA

Dnase2a TACACCGTCTTGCCAACCGT

Dnase2a AGGCCAGGTGTATGCACCAG

Dnase2a CGAAGCCCTGAGCTGCTATG

Dnase2a GAAATTACCTGACCTAGAGA

Dnmt3b TGGTAGCCGGAAACTCCACA

Dnmt3b CAGCCTTCTGAATTACACGC

Dnmt3b GGAGGGTATGGATACCACAC

Dnmt3b CAGTAGGCTTGAAGCCACCG

Fadd TAGATCGTGTCGGCGCAGCG

Fadd AAGCTGGAGCGCGTGCAGAG

Fadd TTCGTTTGCTCACGCGCTCG

Fadd GCGCCTGGACGACTTCGAGG

Fas CAGTTAAGAGTTCATACTCA



Target Gene Symbol sgRNA.Target.Sequence

Fas TATTTATATATCGAAAGTAC

Fas CATTTGCATACTCACACGAC

Fas GAGGACTGCAAAATGAATGG

Fasl AGGACCACAACACAAATCTG

Fasl CTTCACTCCAGAGATCAGAG

Fasl CCTCTGAAAAAAAAGAGCCG

Fasl GGAACTGGCAGAACTCCGTG

Fcgr3 TGGTGACACTGATGTGCGAA

Fcgr3 ATGCACACTCTGGAAGCCAA

Fcgr3 TGGTGAAACTGGACCCCCCA

Fcgr3 TGCTGCTCCAGACCCCTCAG

Fpr1 AGAAGGTAATCATCGTACCC

Fpr1 TGGTGACAGTGTGTTTCATG

Fpr1 GGCAATGTAAAATGGCAAAG

Fpr1 GATGCAGAACACAAATACAG

G6pdx AGAGGTGGAAACTGACAACG

G6pdx TGCCCGCTCACGACTCACAG

G6pdx ATGACCCCACAGTACCCCAT

G6pdx AGAGATGGTCCAGAATCTCA

Slc37a4 CTACGTTGACCAGACCAACC

Slc37a4 TCTTTACTCCGAAGACCACG

Slc37a4 CACAAACTTGCTGATGGCGT

Slc37a4 CAGAGCGATCTCATCCACCA

Gata2 CCTGGGCTGTGCAACAAGTG

Gata2 GGCCGGGAGTGTGTCAACTG

Gata2 ACAGCTGCTGCCTCCCGACG

Gata2 GGCACATAGGAGGGATAGGT

Gfi1 CAAATGCATCAAATGCAGCA

Gfi1 CCCCGACTCTCAGCTTACCG

Gfi1 CTGCACGCGGACAAGAGCGT

Gfi1 CTACGGCGACTTCGCGCCTG

Ostm1 CATCAGCCGAAACATCGGGG

Ostm1 TTGCCTAACAAACAATGGTG

Ostm1 AGCGCTGCGCACCATACAGG

Ostm1 CAGAATGCAGATAGTTCTCA

Hc GCAGATGACTCCCATTATCG

Hc AGACAAACCTGTTTACACGC

Hc ACCCTAAGGGAATTCGTGGT

Hc GAACCTCCCATCAAATGTGA

Hells TCTGCGGTACCGAATTTCAG

Hells ACGGTCATTAAAACTTACAG

Hells GCTGTATCATGGAACCCGGG

Hells ACAACTACTTCTCGCTTAGG

Foxn1 CCAGGTACTTACGTTCTGTG

Foxn1 GAACAGTACATATGTTGCAA



Target Gene Symbol sgRNA.Target.Sequence

Foxn1 CACCTCACTATCCCTATCAG

Foxn1 CCACAGACAGCCCTTTCGAG

Hmox1 TCGTGCTCGAATGAACACTC

Hmox1 TCAGGACCTGACCCCCTGAG

Hmox1 ACGCTTTACATAGTGCTGTG

Hmox1 TTCCTTGTACCATATCTACA

Irf8 AGTTTACCGAATTGTCCCCG

Irf8 TCGACAGCAGCATGTACCCG

Irf8 GCGTAACCTCGTCTTCCACG

Irf8 CAAGCAGGATTACAATCAGG

Ifnar2 CAAAGACGAAAATCTGACGA

Ifnar2 GCCATCGTCATAGTGCACAG

Ifnar2 TAACCTGGATAATCCCTGAA

Ifnar2 ACTGTGGAATTACGATTATG

Ifngr1 TATGTGGAGCATAACCGGAG

Ifngr1 GGTATTCCCAGCATACGACA

Ifngr1 TTCAGGGTGAAATACGAGGA

Ifngr1 TATACCAATACGCAAATACC

Ifngr2 AGGGAACCTCACTTCCAAGT

Ifngr2 TGGACCTCCGAAAAACATCT

Ifngr2 TCCCTTTGATGTGTTCCACG

Ifngr2 TGATGAGCAGATTCTAACTT

Cd79b TGACCTGGTTCCGAAAGCGA

Cd79b TCCCCCAGGATTCAGCACGT

Cd79b CATAATGTCACCGACAGCTG

Cd79b CGAGGTTTGCAGCCAAAAAG

Igll1 CTGTTCCAGATCATCCCACG

Igll1 GCTCACCAAACACACTAGTG

Igll1 CCAAAGACATACCAAAACTG

Igll1 GGAGAACTTCACACTGCCTG

Ikbkb TCACACATACCCCGTGACGG

Ikbkb CAAGATCCATGTCCAACGTG

Ikbkb ATGTGGCACCCTCGGCAAAG

Ikbkb GAAGCCAGTGATGCACTCGA

Ikbkg AAGGATCGGCAAGCTTTAGA

Ikbkg AGGCTGCCTTGCGAATGGAG

Ikbkg TGGGTGAAGAATCTTCTCTG

Ikbkg GCTCAGGTGACATCATTGCT

Il10 GCTAACCGACTCCTTAATGC

Il10 AACTGCACCCACTTCCCAGT

Il10 AAGGAGCATTTGAATTCCCT

Il10 ACTGGCATGAGGATCAGCAG

Il10ra GCAGTGTTTACTTATCACGA

Il10ra GTGGGGACAACACGGACAGT

Il10ra GGTGAACGTTGTGAGATCAC



Target Gene Symbol sgRNA.Target.Sequence

Il10ra TCTGGCTTCAAACCACACAT

Il10rb TGGCGGATGAACATTCGGAG

Il10rb ATTTCAAGAACATTCTACAG

Il10rb CGGAGGACCTCAGAGTCGTA

Il10rb AGAGAAGTCGCACTGAGTCG

Il12rb1 GTCGGTGAGGAACCAAACCG

Il12rb1 CCTCCGAACCATACCCACAC

Il12rb1 TGAGAAGACATCGTTCCCAG

Il12rb1 TCAAGGTGTCACAATCACAC

Il17ra ACTGAAGTAGCAAACAACGT

Il17ra ATGAGGCCATACACCCACAG

Il17ra GAAGGTCTGGATCGTCTACT

Il17ra GACCTGGAGATGTTTGAACC

Irak1 ACAGAAGGGCCAGCAAAACG

Irak1 TGGGCAAGAAGCCATAAACA

Irak1 GGTGCGTGAGGATGTGAACG

Irak1 CCCACCGAACTGGCACCAGT

Il1rn TTCTCCAGAAAAGATAGACA

Il1rn GTGTTCTTGGGCATCCACGG

Il1rn CTGCCTCTGAATGAAACAGA

Il1rn CTTGATATCATCTCCAGACT

Il2ra GTGTCTGTATGACCCACCCG

Il2ra ATCTTGCAGATGCTAATAGC

Il2ra GAGAGGTTTCCGAAGACTAA

Il2ra GAATCTTCATGTTTCCAAGG

Il2rg TTCCACAGATTGGGTTATAG

Il2rg GGAGCAACAGAGATCGAAGC

Il2rg CCCGATTACCAAGATTCTGT

Il2rg CATACCTATAGTGCAGCGTG

Il7r GGGAGACTAGGCCATACGAC

Il7r AGACCTAGAAGATGCAGACG

Il7r CAGAACCCAAGAATCAAGGT

Il7r CCTTTGAAGTAATCGTTATG

Itch TCCCGCACATAGGCTATCTG

Itch AAAACATAATTTACTCGTAG

Itch GCCAAGCTCCCCTACCACCT

Itch ACAACACTCGGATTACTCAG

Itgb2 GAGTATAGGCAAATCCCGTG

Itgb2 TTGGCTGGCGCAATGTCACG

Itgb2 ATCCTGAGTTCGACCAACGG

Itgb2 TGGAGTAGGAGAGATCCATG

Itk CAGCCCCAAGCGCTACTACG

Itk GTAAGCCTTCTCATACCCCG

Itk TCAGGAACCTGAAGAAACCC

Itk TTGCTCCAGACTGTGAGAGT



Target Gene Symbol sgRNA.Target.Sequence

Jak1 CGATGCCATTCGAATGACAG

Jak1 TGAATAAATCCATCAGACAG

Jak1 TCCGAACCGAATCATCACTG

Jak1 AAACATATAGTGTACCTCTA

Jak3 CAGACATCGGAACTGCATGG

Jak3 AGAAAAGTCCAATTTGATCG

Jak3 GGGCTTTGGAGCCACCACGT

Jak3 CACCACCGAGACCTTCCGTG

Rpsa GAAGCGGCCAGCGATCGGAG

Rpsa CTTACAGGGAGCTCACTCAG

Rpsa GACGTCAGCAGGATTCTCGA

Rpsa AGGGAAGTACTCCGCATGCG

Lck AAGATCCGTAACCTAGACAA

Lck GTACTACAACGGACACACGA

Lck CCGGGAAAGCGAAAGCACTG

Lck GCTTTATGCAGTGGTCACCC

Lig1 GACCTCACTGACACCCCGAG

Lig1 GACAATTCAAGACACTCTTG

Lig1 TCTTCTCATAGAATTTCCCA

Lig1 AGAGTGATTCTCCAGTGAAG

Psmb8 CCGGAGCTCGCACTTCCCCG

Psmb8 ACATGATGCTGCAGTACCGG

Psmb8 CTCGCCTTCAAGTTCCAGCA

Psmb8 AGGTTGTATTATCTTCGGAA

Blnk CTATGCAGGTCGAAACAGTG

Blnk AAGATAATCGATCCAGCCAG

Blnk GTCTGTGACTAGACCCTCGG

Blnk GATATTAAGAACAATGAAGG

Lyst GGAGCCCTGAAAGATCGCGG

Lyst GGGATGAGTCTTACCCACGT

Lyst TAGGAAGTGGTGAACCACGT

Lyst CATACCCCGAGTTTAAGCAA

Masp2 GGCCTGTGATATAGTCCACA

Masp2 CCTTTGCCACTGACGAGTCG

Masp2 CTGCGAGTATGACTTTGTCA

Masp2 TGTGGCAATAATGGTCACAA

Mcm4 TTGTTGACAAGGTTCAACCA

Mcm4 ACCCGGGTGGAGATAGATCG

Mcm4 GGTTATACCAACCTTTGACA

Mcm4 CTCAGGGTCTTTCATCACAT

Cd46 CTGTGAGCCAAATCATACAT

Cd46 TCCATAGCTTCAAATGGCCG

Cd46 GGCCTCAGCATAGACGCCCA

Cd46 ACAGTTGTGATCCTACCCCA

Msh6 AGTTTCGTGATACCAAACAG



Target Gene Symbol sgRNA.Target.Sequence

Msh6 CATCAGTGACCGTCTAGATG

Msh6 TAAGTAAAGACACGGCTGAG

Msh6 GAGGCAAAGGATCTCAACGG

Msn CGCTTGTTAATCCGAAGCCG

Msn CCGGGCCAAGTTCTACCCAG

Msn GAAGCAACTTATCTCCAGCC

Msn CAGACTAAGAAGGCTCAGCA

Mvk AGCGTCAATTTACCCAACAT

Mvk GTGGTCGGAACTTCCCCCCG

Mvk CAAGGTCCCGCGGAGTACCA

Mvk TCTGAAGTCAATCAACAAGT

Myd88 GGTTCAAGAACAGCGATAGG

Myd88 AAGGAGCTGAAGTCGCGCAT

Myd88 CCTGTCCTCAGGACAAACGC

Myd88 GCATCCAACAAACTGCGAGT

Ncf1 TCTTCACGGGCAGTCCCATG

Ncf1 GATCCGGATCCCAACTACGC

Ncf1 GCTACGCACTGGCTGTCAGT

Ncf1 CGTTGCCCATCAAACCACCT

Ncf2 GCACAAAGCCAAACAATACG

Ncf2 TGGAATATCGGATTCTGGAG

Ncf2 TCTCACCTGTGGCTGCAGAG

Ncf2 TGAAGCAAATCCTCGAGTGG

Ncf4 AGAAGAAGATCCTGACGTCG

Ncf4 CGTAGAACTGGCGATAGCGG

Ncf4 CGATCCATGATGGCCCCTTG

Ncf4 ACCTCGATGACAAAAACCTG

Nfkb1 TGTGAAGGCCCATCACACGG

Nfkb1 GGAGTCACGAAATCCAACGC

Nfkb1 TTTCGACTACGCAGTGACGG

Nfkb1 ATGACAGAGGCGTGTATTAG

Nfkb2 ACTGAGCGTGATAAATGACG

Nfkb2 CGGAACACAATGGCATACTG

Nfkb2 CCCACGCTGCTGGATCGGCA

Nfkb2 ACCCGGATAGCAGCCCATTG

Pepd CACAAATCGGATCTCCAGCG

Pepd CTGCTATGGTGTCATCGATG

Pepd GCCCTGCAACACGACAGCTG

Pepd CTTGCTAATGCCCTCGAAGG

Cfp GTTACACATTTGGTTCCGAG

Cfp TATGAGCATAAGGCCTGCAG

Cfp GATTATCACATACTCGTTGA

Cfp CCTACTTGGGAGAGACATCA

Prf1 GTTCGTGCCAGGTGTATGGA

Prf1 TGCCACAGGTAGGCGCTGTG



Target Gene Symbol sgRNA.Target.Sequence

Prf1 TCAATAACGACTGGCGTGTG

Prf1 GGTAGGAGACTGCCTGAACG

Pik3r1 GAGCTTTATAAGGAGAGGCG

Pik3r1 TCCATTAACCTTCAACTCTG

Pik3r1 TGGCTACAATGAAACCACTG

Pik3r1 CTGGAAATCTGAAAAGCACG

Prkcd AGAAGGTGGCGATAAACTCG

Prkcd TTATAAACCTTGAATCGGTG

Prkcd AGCCCACCATGTATCCTGAG

Prkcd CGATGATGTAGAGTGTACCA

Pms2 TCTCAGGAAACCATAAACTG

Pms2 GTAAGCTGCACTAATCAGCT

Pms2 AGTTTCAGACAATGGATGTG

Pms2 ACTAAAGAGATCAAGTCTAG

Pnp AGATGCTGTGTGATGATGCA

Pnp TCAGTGCCTGGAAACAAATG

Pnp TGTGGCCAGAACCCTCTCCG

Pnp CCTCAAGTGGCAGTGATCTG

Pola1 CTAACGTTTACCATTTCACG

Pola1 AAGAAAGCAACTTACGCTGG

Pola1 AAAGAAAAAAAGATCTACTG

Pola1 TGTACAGAACCATCAACATG

Pole CATTATGGTCACCTACAATG

Pole GATGCTGAGACCTACGTCGG

Pole CATTGACCTCAGAATCCATG

Pole AGGCTGGAAGGATCATAGCA

Pole2 GATCGAACGATCTGTCGTGG

Pole2 CCACAGTGGCTTATACACCG

Pole2 TCAAGCGCTTTAATACCTTG

Pole2 ATAGCGTTCAAGATACAGCT

Prkdc AGAGCCAATTCAGTGACCCG

Prkdc TGGCCCTTGTAAGTAGACGA

Prkdc CATGCAGGGTAAGTAATCGT

Prkdc ACAGAGGATGCTCAAAAATG

Psen1 TTTCAACCAGCATACGAAGT

Psen1 TGCTACTGTAACGTAGTCCA

Psen1 CTGAGCCAATATCTAATGGG

Psen1 AGTCAGCTTCTATACCCGGA

Pstpip1 CTGGTTACAGTGCACCCACA

Pstpip1 TGTTTGTAGAAAGAGTGTAC

Pstpip1 ATTGGCACTCACACGCTCGA

Pstpip1 GTCGCTCTACAAGAAGACCA

Pten CCTCCAATTCAGGACCCACG

Pten TGTGCATATTTATTGCATCG

Pten ACTATTCCAATGTTCAGTGG



Target Gene Symbol sgRNA.Target.Sequence

Pten GGTTTGATAAGTTCTAGCTG

Ptprc GTAGCAGAAATCTTATATCG

Ptprc TTTCACAATGGAGTGTACGA

Ptprc TTGTCAAGCTAAGGCGACAG

Ptprc ACCACAACGAAGCAAACATG

Rac2 GAGAAGACACGTCTTGCCCA

Rac2 GCTGGACCTTCGCGATGACA

Rac2 AAGAAGCCACTCACACAGTG

Rac2 GGCACGGACATTCTCATAGG

Rag1 ACACCAAAGCAGAGTCGTAG

Rag1 TGAAACGATTCCCACAGATG

Rag1 TCCCGCGCAAGATTGCAATG

Rag1 TGGGAAGTAGACCTGACTGT

Rag2 CATCAATATATCATTCACGG

Rag2 ATTGACGTGGTGTATAGTCG

Rag2 TAACTTGTATAGAATAAGAG

Rag2 CATACCAGGAGACAATAAGC

Ranbp2 AAATTATTCTCGTCACAAAG

Ranbp2 TGCTAATGTAACTCCCACCA

Ranbp2 ATGTTGTTAAACTTAAGTCG

Ranbp2 ACATGCAATGCACCTAGAGA

Rasgrp1 ACGTACAGATATCCGTCGGA

Rasgrp1 TAAGAACTATGATCTCGACC

Rasgrp1 ACAGTTGGTTATTCCGACAC

Rasgrp1 TGACCTTATTGATCTCATGT

Relb GTTCAAAACGCCACCCTACG

Relb TACACCCACATAGCCTCGTG

Relb GCGGATTTGCCGAATCAACA

Relb GCCTCCTATCGGGACCAGCA

Rfxank GTTCTACTTACAGTCCAGGG

Rfxank ATCAACAAACCGGATGAGCG

Rfxank GCACTGTCACTTGCCAGTAT

Rfxank AGTTCGCTTCCTGCTAGACT

Rorc CTTGAGTATAGTCCAGAACG

Rorc GTCATCTGGGATCCACTACG

Rorc TCTGGGGCACTGCAGAAACT

Rorc GACAAGCAGAGGCCTCGGGT

Sema3e ACACGATCTACACCCGAGTG

Sema3e TGTGCCAGCAAAGTAAACGG

Sema3e AAGATAATTACCAACTAGCG

Sema3e TGTGATACACACATACAGCA

Foxp3 CATACCTGATGCATGAAGTG

Foxp3 TCTACCCACAGGGATCAATG

Foxp3 AGGTCGGGACCTGCGAAGTG

Foxp3 GCAAGAGCTCTTGTCCATTG
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Sh2d1a AGAAGCTCTTACTCGCTACC

Sh2d1a GATGCAGTGACTGTGTACCA

Sh2d1a AACAGGTTCTTGGAGTGCCG

Sh2d1a CACACAGGCAGTACACGCCA

Clpb AGGACCGCGTTCCGACGAGG

Clpb GGAGAACGGCTGGTACGATG

Clpb CGTTGTCACCGGAGACCGCG

Clpb CTCTCGAGTGACTAGGACTG

Stat1 GGATAGACGCCCAGCCACTG

Stat1 TGTGATGTTAGATAAACAGA

Stat1 TTAATGACGAGCTCGTGGAG

Stat1 GAAAAGCAAGCGTAATCTCC

Stat3 CCAACAAATTAAGAAACTGG

Stat3 CTGCTTCTCTGTCACTACGG

Stat3 GTTTACCACGAAAGTCAGGT

Stat3 CAAAGAGTCACATGCCACGT

Stat5b CTGATTCGCAGTGATTACAG

Stat5b TACAGCGAACCAGCTCCATG

Stat5b GGCGTTGTCCCAGAGGACAG

Stat5b AGTGGATCGAAAGCCAAGCC

Stim1 TGAGGATAAGCTTATCAGCG

Stim1 GAATACAGGAGCTAGCTCCG

Stim1 GAGCCGTCAAAAATATGCTG

Stim1 CAGCAGATCGAGATCCTCTG

Stxbp2 CGTGTAATAGTGGGGACACG

Stxbp2 CATCCATCCGATACCGCAAG

Stxbp2 TATTATAGGTACCTTCTCCG

Stxbp2 AAGGTTGTAGGTGCTATGTG

Tap1 ACTAATGGACTCGCACACGT

Tap1 GTCTCTAGCAAAGTCCACGC

Tap1 TGCCACATAACTGATAGCGA

Tap1 TGGACATGAGCCATATGTTG

Tap2 AGAAGCCACTCGGACTACTG

Tap2 TTACACGACCCGAATAGCGA

Tap2 GCTGTGGGGACTGCTAAAAG

Tap2 CATGCACACATACCTGATGG

Tapbp TGGTGTTAGAGACACTCTGG

Tapbp CTTTCCCAGCTGGACTCGAG

Tapbp CGCCACTCCAGCCCAAAGGG

Tapbp AGCCGTGAAGCCTTCTCAGG

Tbx1 ACATAGACAACATGGAATCG

Tbx1 CTTCCGGGATTGCGACCCGG

Tbx1 ACACTACCACCCGGACTCGC

Tbx1 GCGCACGGATCGTAGCGCGG

Tcf3 ATTATTGCTGGAGTGATCCG
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Tcf3 GCTCCTAGGAACGTGGAAGG

Tcf3 GAAGAGCCGTCACCTAGCAT

Tcf3 CTGCAAACTGGGTTCCCCCG

Tcn2 GAAGCGGCTCCATGACAGCG

Tcn2 TCTGAGACCACGAATCACCA

Tcn2 GAGACTAGCAATACCGCAGG

Tcn2 GAATATCTATAGCACCCCAC

Tert CCTCCAGCCTAACTTGACTG

Tert CACAGAGGGCCAGATATCCG

Tert TCAGCATGCTCAACTATGAG

Tert AAGTCCTGCTCGGTCCCCCG

Thbd TACCTACAACACCCCGTTCG

Thbd GTGTGAGACAGGCTACCAGT

Thbd CTGTGAAGTAAAACTCACAG

Thbd TCGCAGTTAGATCCGAAACA

Tnfaip3 GCAGCTTGTCAGTACATGTG

Tnfaip3 ATATCCATGAGTGATAGCTG

Tnfaip3 AGCCCCGAGGAAACCGCTGG

Tnfaip3 AGGACTTTGCTACGACACTC

Tnfrsf11a ACCAGCACAACGGTCCCCTG

Tnfrsf11a ACACTGAGGAGACCACCCAA

Tnfrsf11a GTTTAAGCCAGTGTTTCACC

Tnfrsf11a AGACGCAAGGAGACCTCTCG

Tnfrsf1a AGTTGCAAGACATGTCGGAA

Tnfrsf1a AGACCTAGCAAGATAACCAG

Tnfrsf1a GATGGGGATACATCCATCAG

Tnfrsf1a GGATCCCGTGCCTGTCAAAG

Cd40 ATTCGCCTGAGTCACATGGG

Cd40 GGGATGACAGACGGTATCAG

Cd40 AGTCAGACTAATGTCATCTG

Cd40 CTGCACCAGCAAGGATTGCG

Cd27 TCTCTCCAGACTACCACACC

Cd27 TGCTGCATACCTGTGCCATG

Cd27 AGACAAACACTACTGGACTG

Cd27 CTCAGGTACATTCTTTGTGA

Tnfsf11 GCCTCGATCGTGGTACCAAG

Tnfsf11 GACCCTCGTGTGGGACGCCG

Tnfsf11 GTTAAGCAACGGAAAACTAA

Tnfsf11 AGATTTGCAGGACTCGACTC

Tnfsf12 GGCTGACCACGACCAGCAGG

Tnfsf12 GCCCAGGCTCAGCACCAGCG

Tnfsf12 CAACGCTGTCTGCCCAGGTG

Tnfsf12 GGAACTGAATCCCCAGACAG

Cd40lg TATTTCAAAACAGGTCGAAG

Cd40lg AAGCTAAAGAGATGCAACAA
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Cd40lg TTATACCATGAAAAGCAACT

Cd40lg TGAACTGTGAGGAGATGAGA

Cd70 TTGGGAAGGTCCTTCACACA

Cd70 AGCTGTAACTCAGCTGTGTG

Cd70 AAGGACCCCACACTGCGCTG

Cd70 CATCTGCGTATCCATCAAGA

Traf3 GCTGGGGGCATTGACACACT

Traf3 CAGGTTCACGTGCTGTACCG

Traf3 AGTGACTGCACGTGGCCTCG

Traf3 GCTTTGAGATCGAGATTGAG

Trex1 TTTCCTCGAACCATTCCCTG

Trex1 ACACAGAAGGTACCATCTAG

Trex1 AGCTTGTCCACCACACGGGG

Trex1 GGAGCAGAGGAAAGTCATAG

Tfrc CTACACGCTTACAATAGCCC

Tfrc GAATACATACACTCCTCGTG

Tfrc GGGCTCCTACTACAACATAA

Tfrc AACCCTCGGGAGACTCCACT

Tnfrsf4 GAGCCGCTGTGATCATACCA

Tnfrsf4 TCACACTTGGAGTTACAGCA

Tnfrsf4 TTCCAGATAAGGTACAACTG

Tnfrsf4 GTAGACCAGGCACCCAACCT

Ung ACGGACCTAATCAAGCTCAC

Ung TTGTCAGGGTGGGCCCGACA

Ung CCAACCCCGACTCTGACTCC

Ung CCACAAGGTCTATCCGCCCC

Vps45 AAAGCTGATAACGAATCATG

Vps45 ACGAACTCTTTGAATTCCGG

Vps45 TGTCTCAAAGCACGTGACAG

Vps45 TTGTTTCCTTCGACCCACAA

Was CAACTGATAAGAAACGCTCA

Was CCACCAGCACCAATCAATGA

Was TCACCTGTAGGCCATAAAGG

Was GCAGGTGAACAACCTAGACC

Wdr1 GTAGCCAAGTATGCACCCAG

Wdr1 GGCCCTACCGACTAGCAACA

Wdr1 GTGTGCGATTCTCTCCTGAT

Wdr1 ATGGCTCCCAGAATAGATGT

Zap70 CAACGGCACGTACGCCATCG

Zap70 GAAGCGAGAGAATCTCCTCG

Zap70 TCGACAACCCCTACATCGTG

Zap70 CGCGCACCATAGCATCACGC

Ikzf1 GATGGCCTGGTCCATCACGT

Ikzf1 GTTGGTAAGCCTCACAAATG

Ikzf1 CAGAACTCCAAGAGTGATCG
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Ikzf1 AGAAACTAACCACAACGAGA

Hax1 CAGAACTATTCTCACCTCCG

Hax1 AATTCACACACCAGGAGAGT

Hax1 CTGAAACCGAATTCCTCTGG

Hax1 GCTCCAGATTGGGGGTCGCA

Sh3bp2 TCAGCAAGAAGCACCGAACA

Sh3bp2 GAGGTGAACGAGTGGGCACG

Sh3bp2 ACCTGGAGCCTGATTCCCCG

Sh3bp2 TGGGTACATTGCTCATTGGG

Srp54a CTTATAGAGAAGTTGAAGCA

Srp54a AAAGCGTGGACACCGACTAA

Srp54a TATGTGATGGATGCATCCAT

Srp54a AAACTCGACGGTCATGCGAA

Rbck1 TGCTTCATACCAGCCTGACG

Rbck1 AGTACGCCCGGATATGACAG

Rbck1 TGCATTCACACGGCATTCGG

Rbck1 ACCCGAGGTCTCCCCAACAC

Usp18 CATCATGAACACTTGAAGCA

Usp18 ACAGCTCTCGCAGCACATGT

Usp18 TGTACAGCCCACGCAAATCA

Usp18 CAGGCACTGAACGAGCTCCG

Clcn7 GGAAAGACGAATCAACCACA

Clcn7 ATAGCTGCAGGGATTTCACA

Clcn7 AATCGGACAGATGAACAACG

Clcn7 ACTCTGCCTTCGTACTCGTG

Tcirg1 ACACAAGTGCCTCATCGCGG

Tcirg1 TCTCCCGAAAGCTGGCAATG

Tcirg1 CAGCCACACTCCAACCTGAG

Tcirg1 CGCTACAGGGAAGTTAACCC

Nbn TATTCCTACATCAACAACGC

Nbn TGGAGAAAGCTGATAGCTCG

Nbn ATAGCTGGTTCATCAATGGG

Nbn GAGAATTACTGTAATCCGCA

Tinf2 CAAAGGCGTGCCATAAAGAG

Tinf2 CCGGTAGCAAACCAAGCCGG

Tinf2 CCAAAGGGGCCAGATTAAAG

Tinf2 AGTGCTCTACGCGGCGACGG

Elane CCGGCCACCAACAATCTCTG

Elane CTCACAGGCCGTTCACACAG

Elane GAACGACATTGTGATTATCC

Elane ATGACCTCCACGCCTCTGCA

Cfhr1 TTGCCTTCTTAGATCCAACA

Cfhr1 TGCATATACTGGTAACGACA

Cfhr1 ACTGGTGGAAATGCATTTGG

Cfhr1 AGAAGGTGACATTGTACAAG
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Ctps ATTGGCCATTAACCACAAGC

Ctps ATACCAGTACGTCATTAACA

Ctps GCCCACAAGAGCGATCGAGC

Ctps TTAATACCCGTAGACGAAGA

Slc46a1 AGAGCTAACATCTGCCACAG

Slc46a1 GGGCAATGGATCGATGATGG

Slc46a1 TGGACCAGAAGAGTCCCACC

Slc46a1 GAACTGTGGGAACCAAAGCG

Nhp2 GCAGAAGCAGATTCGTCGCG

Nhp2 CCATCTTCCAGTTCTGTGCG

Nhp2 AGGAGATACATTGCCGATTG

Nhp2 GGCCGCTCCCGAAGAGTCCG

Map3k14 GCAAAGCCCGAAAAAAACGT

Map3k14 CGTGGTTTAGACATTGCAAG

Map3k14 CCCCGAAACTGAGGACAACG

Map3k14 TGGGCCAGTTGGCTTAGATG

Rfx5 ACATAATGACCGTTCTCGAG

Rfx5 ATGGGTGTGATAAGTGATCG

Rfx5 AGAGCGTCTATGATGCCTAT

Rfx5 TCTACCTTCAGCTCCCATCG

Irf7 CTTGCGCCAAGACAATTCAG

Irf7 GGCAGGTTAACTCCACTAGG

Irf7 TGTGCGGCCCTTGTACATGA

Irf7 GGAGCAAGACCGTGTTTACG

Irf3 CCAGTGGTGCCTACACCCCG

Irf3 AGAAACAATAGCCAGATCTG

Irf3 GGCTGGACGAGAGCCGAACG

Irf3 CTGGCGGCCTCGGTAGAAGG

Icos TGGTCTTGGTGAGTTCGCAG

Icos TATGCAAATATCCTCCACTA

Icos GCAGAAGTAATAGCTTCCCT

Icos AAATGAAAACATCCTATGAT

Smarcal1 CTCCCAGGTGAAGCGCACAG

Smarcal1 TTTGGGTTATAAATCCAGCG

Smarcal1 TCATTGCAGATATCAAGACC

Smarcal1 GCTTGGCATCCACTCCGGAA

Atp6ap1 GAGGATTTCACAGCATACGG

Atp6ap1 GATATGACCCTCATGTGTGT

Atp6ap1 TAGCTAGATCCACATGCAAG

Atp6ap1 GTGTCATTGTAACTCACAGG

Unc93b1 CTGGGAACGCTACTACACGC

Unc93b1 CCGCAGTTGGACGAACTCGT

Unc93b1 AGGTGAAGTATGGCAACATG

Unc93b1 GCACACGCGAAGCTCAACTG

Nfat5 TCAGCCATTTACGTACACTC



Target Gene Symbol sgRNA.Target.Sequence

Nfat5 AGTATCCGGTTAAAAGTGAG

Nfat5 GCCGTGGGGGTAAGTAACAG

Nfat5 AAGACCAACTTCTATAACAG

Il1f5 GTCATCCTGGGCGTTCAAGG

Il1f5 AACATCATGGAGCTCTACCT

Il1f5 AGGGCCAATTCTGAAACTTG

Il1f5 TGTTGTCCCAAATCGGGCAC

Mefv TCTGATAACCTACTACGGGG

Mefv AAGGAGGGTACCTTCACAAG

Mefv ACCAAAAGGAAGGATCAGAG

Mefv TCTGAATGGAAGGACTACGG

Extl3 GCCCAAGCCTCGCGTCACAG

Extl3 TCAGACATAGCATGGACAAG

Extl3 CCACACAGTGCCCACTCAGT

Extl3 ATTGCGGAGGTATTTAGGTG

Tyk2 GTGTGGTTACGGCGACAGAG

Tyk2 TAGACCCCCGCATGATGACG

Tyk2 CTTCCAGGACATTTCCCACG

Tyk2 ATCCACATCGCACACAAAGT

Samhd1 ATCCTTACATTATGTCGATG

Samhd1 GCTTGATATAGCGAAGTCGC

Samhd1 CTTGGGCTGCCATCGCAGCG

Samhd1 TTAGGATCTTACCTAGGTCG

Adar ACTCCAACAAGCCGCCTACG

Adar AGAGGTAACCCCAGTAACAG

Adar TTCTTGTAGGGTGAACACCG

Adar TGTATCCAGGAATTCCCTAG

Tbk1 TGCCGTTTAGACCCTTCGAG

Tbk1 CTTCTCGCTACAACACATGA

Tbk1 CAACATCATGCGCGTCATAG

Tbk1 CGGGAACAACTCAATACCGT

Mogs TCTAGGTCATTCTTCCCACG

Mogs TCGGCAGCATATCCACGATG

Mogs TGCCGAAATAGACGTGTGGG

Mogs GAGGTCCTACTACCAGAGAT

Tnfrsf13b GTACTACGACCATCTCCTGG

Tnfrsf13b GAAGTCAGGTCAGACAACTC

Tnfrsf13b GTGGCTCTCCTCTACGCCTG

Tnfrsf13b ATCAGTACTGGGACTCCTCA

Bcl11b GTTGTGCAAATGTAGCTGGA

Bcl11b CTGAGAGCCCGTCGTCTGAG

Bcl11b GCGGGAAGTTCATCTGACAC

Bcl11b CAGAGGTGAAGTAATCACGG

Stk4 AATACACCGAGATATCAAGG

Stk4 TATCTGATATCATTCGGCTA



Target Gene Symbol sgRNA.Target.Sequence

Stk4 TGCTGATATCCATCCAATGA

Stk4 TTCAGGAGCCATCCAAAACG

Ncstn CCAGCAGAACCATGTAAGGG

Ncstn GTGCTATCAAGATCACAACC

Ncstn AGGGACAGAACTCACCCGTG

Ncstn GGTGACTCACCGATTGTGGA

Il21r GCACGTGTACCATATATGTG

Il21r AGGACGCTATGATATCTCCT

Il21r GCCACCTCACCACAGCATAG

Il21r GGGCTGGAAGAAACTCTCAG

Il21 GGTGACGAAGTCTAATCAGG

Il21 GAAAATCTATGAAAATGACT

Il21 AAACTCAAGCCATCAAACCC

Il21 GACATTCATCATTGACCTCG

Lpin2 GGATACTCACGTTTCTAATG

Lpin2 GGTTATATATCCGGATCACG

Lpin2 TGCAGGTCACCAAAAGAGAA

Lpin2 AACCTGGATCCGTGTCACTG

Nop10 CGATCGCGTTTATACGCTGA

Nop10 CAATATTACCTCAACGAGCA

Nop10 GGAGAACCGAGCAGGATGGG

Nop10 GAGCAGAAATTTGACCCTAT

Psenen CGAGAATGATCACCCAGAAG

Psenen CCGGAAGTACTATCTTGGTA

Psenen CTTGGAGCGGGTATCCAATG

Psenen ATGTTGACTAACCAAAGAAA

Ndnl2 CACGTATTGCAGGCGCTCGG

Ndnl2 CAACACCATCACCGAGACTG

Ndnl2 AGAAGAAGATCCCGATCAAG

Ndnl2 CCCTGTCGGCCCCGACCGTG

Sbds CCAGATCCGACTGACCAATG

Sbds CCTTCATGGCTCTCTCGATG

Sbds ACTGAAATCTGCAAGCAGGT

Sbds TAGGGATATCGCCACCATTG

Taz TTTGGAGAAGCTTAACCATG

Taz GGTCATCCATGCAAGACTGG

Taz AGCAGCTCACCTCGACACAC

Taz TATGAGCTCATTGAGAACCG

Cdca7 TCTACTGGTCGGATTATATG

Cdca7 GCTGTCACAACTGTCATCGG

Cdca7 TGTGGCTACCAGAAGGAACC

Cdca7 GTCGTCCAGAGAACAAGCCA

Magt1 TGTGTGTGCGATCGCAGCGG

Magt1 CAGCTGAGCAGATTGCCCGG

Magt1 TTATGCTGGACCCCTAATGT



Target Gene Symbol sgRNA.Target.Sequence

Magt1 GTGGAGCTTTAACAAGACGA

Rnaseh2b CTCCTAGGTCAACCAAACTG

Rnaseh2b TCAGCCCTTGGACCAAGTCG

Rnaseh2b CAGCCTTTAGGAGATAGTGA

Rnaseh2b TGGCCAGCTTTACGAACAGG

Jagn1 GCACTACCAGATGAGGTACG

Jagn1 GTACCTCATCTGGTAGTGCA

Jagn1 AGTGCATGGCGACGCGCTCC

Jagn1 CCGTCGGTGCCGGCCGCTCG

Ino80 GGGTTGCGGAATATCCTCAC

Ino80 AGAAAATGAATTGTCTGACA

Ino80 TGCCCATCAATGCATGAAGG

Ino80 GTGACGTGGAGATTCTTCAG

Rnaseh2c CGTGAAGAAGCGATCTACCG

Rnaseh2c CGGCTGACTAGAACGTCGCA

Rnaseh2c AGGGTTTGCGGGATTCGTGA

Rnaseh2c ACCGTCTGCATCGTGGCGGA

G6pc3 TAGGCCGACTGCCAATAGGA

G6pc3 TTCCCGGGCTAGAGAATATG

G6pc3 GGGGCTCATTAGCCAGCCAA

G6pc3 TAAAGAGAGTCCAATACATG

Ctc1 CTGGTCGAATAACCCGCCTG

Ctc1 CTTGTAGATGAGATCCTCCA

Ctc1 AATTGCAAGTAACCAAGACC

Ctc1 CTTGGAACTATGGGGTACAC

Gins1 CCGGCGCGCGGTGTAACTCG

Gins1 TGCTTCGGATTAGAGCACTC

Gins1 GTTGTTGTTCACAGACGGAG

Gins1 AGTCTCTTGCTACTTACATG

C8g TGGGACTCACAGCTTTCGGA

C8g CTGGGGAGCTGCGTGCAATG

C8g CCTCACCTTGGAACAAGAAG

C8g CTGAGCACTGAAATTGACCT

Rnaseh2a TGTCACACGATACAGCTGCG

Rnaseh2a GTAACAGATGGCGTAGACCA

Rnaseh2a AGACCTTGACAGAGAACGAG

Rnaseh2a GGCTCCTTGAGACACACAGC

Trnt1 CATGAATTAAGAATAGCAGG

Trnt1 ATTCGCATGATCAACAACAA

Trnt1 AACCTGTTCTCACCTATGTG

Trnt1 GGCAGAATTGTCGACAGACC

Rnf168 GGTGTGCCCCAGTTAACTGG

Rnf168 CCCGGGCCACAGTTATGTGT

Rnf168 AGCATGGGTTACAGAGCGTG

Rnf168 AATCTCTGGACAAGAATCAA



Target Gene Symbol sgRNA.Target.Sequence

Unc13d AATCTGGTACAGGACGTCAT

Unc13d ACAGAGACCTACCCAGACCG

Unc13d TGGCTGGCTGAAACCAGCGG

Unc13d GCAGCCCTGTGTCCCGACGT

Nbas AACAAAACAGCATATTCGTG

Nbas ATAGCAGTATTTATTCCATG

Nbas ATTGATTGATGTCAATTGGT

Nbas TTTGCCGAATGACATGACAT

Slc29a3 AATGATGGCCATGCACGCGA

Slc29a3 GGGAAACTGCGCAGAACCCG

Slc29a3 CAAGGAAGACTGCTGCCATG

Slc29a3 ACCAGAAAACACTCGAACTG

Ifih1 TGTGGGTTTGACATAGCGCG

Ifih1 CGTAGACGACATATTACCAG

Ifih1 TGGGTTCCAAAATCTGACAT

Ifih1 GATTGATGCATATAGCCACC

Snx10 GCAGAGCCATCTGAACTCCG

Snx10 CATGTCGACCAACGCCGCCA

Snx10 AAACATCTTGTGTACGAAGA

Snx10 AAAGCAAGAGTGCATTCTGC

Tnfrsf13c CAGACTCACTAGACCCACCA

Tnfrsf13c GACACGCAGTTTCTCACCAG

Tnfrsf13c CTCCGCGCTGAGACCCGACG

Tnfrsf13c GCACTCGGTCTGATTGCACT

Spink5 CGGGAAAGTGACCCAATCCG

Spink5 AGGGAGAGTGACCCTGTACG

Spink5 CGAGAAAATGACCCTGTGCG

Spink5 TGGAAGACTTGGATGTACAC

Tmem173 GAAGGCCAAACATCCAACTG

Tmem173 TATCTCGGAATCGAATGTTG

Tmem173 AGTATGACCAGGCCAGCCCG

Tmem173 CAGTAGTCCAAGTTCGTGCG

Parn AAAACGGTCTCAAGCCAATG

Parn GGTCATACTTAAAAGCACAA

Parn AAGACATATAGTTATCAGCA

Parn CCAACTCACCGAATTAGCAA

Stx11 TCGAACACTATGTCCTCCCG

Stx11 AGCCATGTACGAGTACAACC

Stx11 CATGTCGGGCGAGCAGATTG

Stx11 AGCTGCTTCTGATAGACGTG

Rhoh GGTACTGATGTGCTACTCTG

Rhoh CCCACGGTGTACGAGAATAC

Rhoh ACAACCAGCACCGGGGTACA

Rhoh CAGGGGCCGGATACTTCTGA

Dock8 ACTTCCGGTTTGCGACACCG



Target Gene Symbol sgRNA.Target.Sequence

Dock8 CCGGAACACGTAGTGCACGT

Dock8 AGCACGTTTAAGGGATGACG

Dock8 TAGCGAAGTTCAGTCGCTGG

Ercc6l2 CTGTTACAGACCAACTCACG

Ercc6l2 CGTACCAAGACTCTTATCAA

Ercc6l2 GGTACTTGCGAGATTACCAA

Ercc6l2 AAGGATGAATTGGATACCTG

Dnajc21 TAGGTACGATAACCACCGAG

Dnajc21 CTCCCAGAGCGACTATGACA

Dnajc21 TAAACGAGATAAGAGAGTGC

Dnajc21 TGGATCAGATGAAAACGAAG

Lrba GACCGTCCCAATGAACTCAG

Lrba GTGTGGCGAGTGGACGAAGA

Lrba ATAGTTACCATGTACCACTG

Lrba CAGATGCAGTAGACCAACAA

Lamtor2 GTTCCCGTTCCTATCATACG

Lamtor2 GCTGGCCTACTCCGGTTATG

Lamtor2 CCACCCTCGTAATGGCTACA

Lamtor2 CACAGATGCCCGGGTCACTG

Smarcd2 GAGATAATGCGGGAACTGCG

Smarcd2 GCATCGGATGCCCACCACAC

Smarcd2 CCCAACACACTCACTCGCTG

Smarcd2 CGGAGCAGCTGTGCCAAATG

C230052I12Rik CTAGCCACAATATGTCCTAG

C230052I12Rik TGAGGCAGGATGCTTCCGAC

C230052I12Rik CAGTAAACTTCTGGACTGCT

C230052I12Rik TATGATCCCTTGAAGATGTG

Usb1 ACACGGTATGTAGATGTGGG

Usb1 TCCTCGATCCTCACCAACGG

Usb1 GGTACAAACATCTGAGCTCG

Usb1 GACGACAGTGCAAAGCATGG

Traf3ip2 GTCCTGCAGGTAACACGAGG

Traf3ip2 GTAGTACTGACAGTTCCATG

Traf3ip2 CCTGCGAGCTAAAGTCCTGG

Traf3ip2 CCAAAGCATTAGGTAAACTT

Ticam1 AAGATGCCATCGATCACTCG

Ticam1 TCTGGAACGCTAATTTCGTG

Ticam1 GATATCAAGGGGGACCCCAG

Ticam1 CTTCACACCATGGAACCCAT

Fermt3 GGAGGTGCATGACCTGACAA

Fermt3 CTGTCACACTCCGAGTCACG

Fermt3 GGGCTACCGCCAGTACTGGG

Fermt3 CTCACCCACATCCCCGCTCA

Mthfd1 ACACCAACGATAGATTCCTG

Mthfd1 CACTATGAATCCGTGCACAG



Target Gene Symbol sgRNA.Target.Sequence

Mthfd1 GATTGCCGGAAGGCACGCGG

Mthfd1 GGTAGCGTCCAGTAAGAAAG

Obfc1 GACGCAGTTTATAACCCCAG

Obfc1 CAACGGGCATCCAATAAGGC

Obfc1 GGAGATATCATCCGAGTCCG

Obfc1 TCGCAGTGCTCAGAATAGCT

Card11 GCAGCATAACTGTGTTCATG

Card11 ACTATGGAGTCATTTCCCGG

Card11 CACACACTTCCTGATGAACG

Card11 GCGACCTCCAACTCGAGGTG

Sp110 AAATGACCTGGAAATGGCCA

Sp110 GGTCAAATTCCAAAAGAAGA

Sp110 TCCTGAATGCAGCCAAGGAG

Sp110 AGCTCAAGGCAGTGAGCAGG

Orai1 GATCGGCCAGAGTTACTCCG

Orai1 TGGCGATGCATGCGCTCGTG

Orai1 AAGACGATGAGCAACCCTGG

Orai1 AATCCGGAGCTTCCCGTGAG

Pgm3 TACGGCCTCACATAACCCTG

Pgm3 AACTTCTTCAAGGTACCGCG

Pgm3 TACACCATGTAGTGCAACTG

Pgm3 CTGCTATGACATACCCTGTG

C7 CATACTGATCGATTAACCGT

C7 ATCAACACCAAAAGTTTCGG

C7 CAATCCTGCAAACCTGAACG

C7 GTGTCTCCACAACAATAGCG

C8b AAAGACGCCATGGAGCAAGG

C8b ATTGTGTGACTTGTCCGACA

C8b TTGACTGTGAGCTATCCACC

C8b CAAGGACAGAGCGCGCGTGG

Cebpe CAGTACCAAGTGGCACACTG

Cebpe GCAGGTAGTGAGGAAACGAG

Cebpe CAGACTCGATGTAGGCGGAG

Cebpe CTTACCTTGAGGACACGCAA

Tirap CTGTCTGTGAACCATCATAG

Tirap CGAAACAATGGCGCCACCCG

Tirap TGCAGCTCGAGGGTGAGCTA

Tirap CAAGTAGGAGACCAGCTCCT

Dclre1b TGCTAGACAAACCCACCGTG

Dclre1b TCCACTGAAGCATGGCAGAG

Dclre1b AGAGAAACATGACAGAACCA

Dclre1b TGAATGGTCAGAGTACGGGA

Tlr3 CTTAGATGAAATCCCAGTCG

Tlr3 GTTGTAGGAAAGATCGAGCT

Tlr3 GAATGGTCAAGTTACGAAGA



Target Gene Symbol sgRNA.Target.Sequence

Tlr3 ATCTACAAAGTTGGGAACGG

Card14 CCACAGCCGCATGAAACGTG

Card14 TGTTCTACCTTAGAGACTCG

Card14 CACTCTGGAGAATACAACGC

Card14 AGAACTAAATCGGCTTAAGG

Rfxap TCCAAGACCTGCACGTACGA

Rfxap GCACCGCAACAAGATGTACA

Rfxap CTGGACACATCGGACCCGGC

Rfxap GTCACCGGAGGGGCCGTCCG

Il17rc CTGTGGAACGATGACAACAT

Il17rc AGCAATACTTACCCCAGAGG

Il17rc GGAGCCACAAGATTTCCAGT

Il17rc ATCTAGCTGCCATACCCCTG

Wipf1 GGAACAGAATGCCTCCCCCG

Wipf1 CCGTCGAGTCTGCACAACCG

Wipf1 GGGGCTTGTCATCCAAGGCT

Wipf1 GCTGAGGTCCACCGCCAACA

Wrap53 GGTCATTACCACTTACTAGG

Wrap53 AGAAACGAATCTCCCCGAGT

Wrap53 GAAGAGTTGGGAACCATCCG

Wrap53 GACACAACCAAGCTAGCCAC

Tmc6 GGAGTCATGTCGCTCCAGAG

Tmc6 TTTCCAAGGTCGCAGCCGTG

Tmc6 GACCAGAAAACGTAGGCACG

Tmc6 TACCGGGTTGGCAGTACCAA

Tmc8 GGAGCTCTCTACGAGATTGG

Tmc8 CAACGCTTGCGACTACCAGG

Tmc8 CTTCTACGGTGCCTACCGAG

Tmc8 CATCCGCACAGGCGTCCGGG

Ttc37 ACAAACAGATCACTTCTAGT

Ttc37 CGCCTGTGTTCAGACAGGCG

Ttc37 TGACGTGTGTAAGAAACTCG

Ttc37 GAGGCGTACTTAAGCAGAGG

Mkl1 AGACAGTTCCTCCTTCGACG

Mkl1 GTGATGAGAATTCCACACCT

Mkl1 CTGCCCCCAAGCCTAGCCAA

Mkl1 GTCAGGATGCACATTCTGGA

Ttc7 TGGGATCGATGACATATCCG

Ttc7 TCCAAGACCAATTACTACCG

Ttc7 GCAACACACCTGTCGGACGA

Ttc7 CTGCCCCAAAGACAACATAG

Dclre1c TTTATTCACCAACCTAAGCG

Dclre1c CAGGGAAACATACACGACTT

Dclre1c GCATCAAGCCATCTACCATG

Dclre1c TCAACTAAAGATATCTGCGT



Target Gene Symbol sgRNA.Target.Sequence

Slc35c1 AGGGCACCCCTACGTACTTG

Slc35c1 AGGTTAGGCGCCAGATACTG

Slc35c1 CTCACCAATGATGACGCCGC

Slc35c1 GCAGTGAGGTCACCAGGCAT

C8a TCCTGCTATAGGTACTACTG

C8a GGAGATTGAAGTATCCGCCA

C8a CATTGTACACAGTTTCACAC

C8a CTTGCCTTAGACAAGGTGTG

Rltpr GCCTGACTTACCATGAAGGG

Rltpr CAACCAAGTAGACTCTACTT

Rltpr AGACCACCCTGGATACCACA

Rltpr ACATGCGCCTGTCAATCACT

Malt1 GTCCTATGCCTCACTACCAG

Malt1 ATATGAGATGTGTAACGCTG

Malt1 CCACTGGCTAAATTCAAAAG

Malt1 AGCTTGGACCGCGCTCCGGA

Dkc1 TTTACTGCAGCAATAAGTGG

Dkc1 TCTCTACCCGAAGTATTCGT

Dkc1 TACGCATAGTGTCCGAATGT

Dkc1 ATGATGTACTCGATGCTCAG

Ap1s3 CCACACTCCCTGACAAGGAG

Ap1s3 TCCAGACCGTCCTCTCTCGT

Ap1s3 TCAGTCGACAAGGGAAGCTG

Ap1s3 TAATATCCAGCTCACAGACC

Il17f GACTTACTTGTAATCCCATG

Il17f TGGGAACTGTCCTCCCCTGG

Il17f AGCGGTTCTGGAATTCACGT

Il17f GGGCCTCAGCGATCTCTGAG

Nod2 CCGACCCATCGTAAGTACTG

Nod2 AGATGCCGACACCATACTGG

Nod2 GCAGAGTCTGGACTGACGTG

Nod2 GTTGTAGAGTCTCCTCACAA

Irak4 GTAGCTATCAAAAAGCCGTC

Irak4 CTGTGTGAACAACACCATCG

Irak4 TGTAAGCATACACTAAGCAC

Irak4 CAAGGTGCAAGGTTGCTCAG

Zbtb24 GGAAATCGAAGTTACCCGTG

Zbtb24 TGAGAAATACTCGCTACTGG

Zbtb24 ACACGTCCATAAACTTTCGG

Zbtb24 GATCCTCTGAAACGGAAACG

Rnf31 GATGGATTGAGTTTCCCCGA

Rnf31 GAACTATGAGTTGTTGGACG

Rnf31 CTACCTCAACACCCTATCCA

Rnf31 GGAGGAACCAAGGTGTTGTG

Rtel1 ACACGGGGATCCATGCGTGG



Target Gene Symbol sgRNA.Target.Sequence

Rtel1 TATGCCGACATACCGGTAGG

Rtel1 GTTGTCATACACCTTAAGGT

Rtel1 GAGGCGTCACCAAACCTGGA

Irf2bp2 CGCACGCGTGCTGAAGTCGG

Irf2bp2 GCGGCAGAACCGTTGACCAG

Irf2bp2 TCTCGATGACGAACTCCACG

Irf2bp2 GGCCGACAGCTTATCCAGCG

Gimap5 GTCACCAGTAACAACACATG

Gimap5 AGCTAGATTCTTGTACACAG

Gimap5 ACTGGAATGCTGGTCGTCGG

Gimap5 CTGAAGATGCCATGGCTGTG

Lig4 TTAGACGTCCTAATTGTGGG

Lig4 GCAACTCAACTGCATCATTG

Lig4 GAACGCATTGTGAATAAATG

Lig4 CATCCGTGCGAGCTCCACTG

Chd7 GACATGCCCATAAACGAACG

Chd7 AAACGGTTTAAGTCAAAACA

Chd7 CCTACCGGAATGATTTAGCA

Chd7 TCGATGACCACACAGCGCCA

Ccbe1 GACCTACCGAGAGGAACCCG

Ccbe1 CAGCAGTGCACGGATAACTT

Ccbe1 ACAGAGAGTGGTATTGCTGG

Ccbe1 GAACTGGGCAAGTATGTCAA

Fat4 GACATCGTGGACGATCGAGG

Fat4 CAGTTATCTCATCACTACCG

Fat4 GGGATGTCGAAAGAGTACAC

Fat4 ATTAGATCCTATGTCCGCGT

Card9 GATGTACAAGGACCGTATCG

Card9 GTGACTTTCCGGTATAACTG

Card9 TAGATAGGGTGTGATCCGGG

Card9 CCAACCTGGTCATCCGCAAG

Plekhm1 TGACTTGTAGGAGAGTTCGA

Plekhm1 TGATGAGGAACGCACCTGTG

Plekhm1 GCTGGTAGCTAGGCTATGGA

Plekhm1 ACTCACCGGACTCGTAGGAG

Kmt2d AAATGGCTGTTGATCCCATG

Kmt2d GTTCACCATTAATACCCCCA

Kmt2d TCGGGCCGGACTAACATCCG

Kmt2d TGGGGATGGACAGCCCGACG

Otulin GGAACTTCACAGCTTCGTAG

Otulin TGATAACTACTGTGCACTGA

Otulin AACAGAACCCAGGTTAAGTG

Otulin AGTATACCTGGATCAAGCAG

Cfhr2 TTGTCCCCTTAGACTCAACA

Cfhr2 GAATGGAGACTCTACATACT



Target Gene Symbol sgRNA.Target.Sequence

Cfhr2 ACTTATTTCCTATAGACACT

Cfhr2 ATACCATTTAGAATATAAGG

Nlrp1b CTAAATGACCTGTGTGACGA

Nlrp1b AGATGCTAAAGAGCACCCTA

Nlrp1b AGAAGATCATTCCTTATGTG

Nlrp1b CTGTAAGCAAGGGTTAGCAG

Vps13b TGTCCATACTACCCAAATCG

Vps13b TAAACACTGCAATACAAGCG

Vps13b GAAACCTCTTCCCGATACAG

Vps13b TGGCAGTAGTCCATGTACTG

Isg15 GTCCGTGACTAACTCCATGA

Isg15 CAGCAGCACAGTGATGCTAG

Isg15 GCATCCTGGTGAGGAACGAA

Isg15 TGGAAAGGGTAAGACCGTCC

Epg5 ACAGCCGACTCGTTGTAACA

Epg5 TCGAGCCAGAAGAACCAATG

Epg5 TGGGTACCATACCCATATTG

Epg5 GAAACGCTGTCTTACACAAG

C1ra TTTGCCAGAATGATGGCACA

C1ra TGTGCAGGTATATATCCCTG

C1ra CCACACAGACTTCTCCAATG

C1ra TGGTTGTCTCCAAGTCACTG

C1s2 AATTCCTCATGTCATCATGG

C1s2 TTCTCTTAGATAATCTCAGG

C1s2 TCTTTCAAACTGATCTAATG

C1s2 AACACACAGTTAAACTGTCA

C4b GCACAAGATGCCTCTTAGTG

C4b CAGGCACAGCCCCTCAACTG

C4b GTAAGCCACAAAGTAGAACG

C4b TGAAACAAAGGACCATGCTG

Cd59b TATTATGAGCCGATTAGACG

Cd59b ATGCTACAACTGTTTAGACC

Cd59b GGCAAGTGTATCAACAGTGT

Cd59b TTGATACACTTGCCTTCCTG

Lat ACTCACGAGGTGGCTTGATG Gecko Library v2

Lat GCATCCGATGGGAACCCCCA

Lat ATACTCACGGGATGGGGAGC

Lat CTCTGTGGAAGTGCTGTCAT

Nhej1 CCCTATGCATAGAGCTCGGC

Nhej1 ACCAGCCGAGCTCTATGCAT

Nhej1 GGCTGGTTATCAGTTCCTCG

Nhej1 TCACCAACAGCACACGCCTC

Dock2 AAGAAGTGACAACCACGCTC

Dock2 CAGCATCTCACGCTACAGAT

Dock2 GTGACAGTTTATGCTTTATG



Target Gene Symbol sgRNA.Target.Sequence

Dock2 TACATCCTTTATCCATCTCA

Mysm1 ATCACTATCTTGATTCAACG

Mysm1 AAAATTCTGGGTTAATCAAA

Mysm1 TATCATTGAGAAAATGCTGT

Mysm1 TTATCTAATAAATCACTTCC

Kdm6a TTGGATAATCTTCCAATAAG

Kdm6a TAGCATTATCTGCATACCAG

Kdm6a GAAACCTCACGAACCCGAAA

Kdm6a CGCCAGGATGAAGGCCCTGC

Tpp2 CACACCAAGCAGTCATATAC

Tpp2 ATTGATATCATTGATACAAC

Tpp2 ATAGGCCAATAAACTAATCA

Tpp2 TGGTTATGACTTCTATCCAA

Il12b CCTGCCCATTGAACTGGCGT

Il12b CCATGAGCACGTGAACCGTC

Il12b CATGTCACTGCCCGAGAGTC

Il12b GACTGGACTCCCGATGCCCC

Stat2 TGAGATTGAAAATCGAATCC

Stat2 TCCACAACTGCTTCGGGGGC

Stat2 CTGAGCTGTAGTGGTCCCAC

Stat2 AGTTCTTGGTGAGATCCATC

C3 GATGACGACTGTCTTGCCCA

C3 ACAAAGGCAAGATGCCGTGT

C3 GAGCGAAGAGACCATCGTAC

C3 GACAGTCGTCATCCTCATTG

C6 TAGTAGTGAACGATTACTAT

C6 CGATAAGCTTTGTATCAAGC

C6 TGAAACACGGTATGGATTAC

C6 GGTTGCCCCCCAAACTGACT

Cfb TTCGAGTCTGCACGGGGTAT

Cfb AATACGCTGCCCACGACCGC

Cfb GCTGGATACTGTCCCAATCC

Cfb AGCCACGCAGGACAAGTCCC

BRDN0000737505 AAAAAGTCCGCGATTACGTC NTCs

BRDN0000737693 AAAACGGCTCGATCGGTGAT

BRDN0000737637 AAAACGTAATTATACCGAGC

BRDN0000738185 AAAATTGCACCTTCCCGGCC

BRDN0000737801 AAACCCCCGCGCGGAGCGTC

BRDN0000737467 AAACCTAGCGTAGATTCGGC

BRDN0000737848 AAACGAGGCTGTTCGTACAC

BRDN0000737609 AAACTCATACGTAGCGAATC

BRDN0000737434 AAACTCCCGTGTCAACCGAT

BRDN0000738254 AAAGACGTGCATTCAGCGAG

BRDN0000737777 AACATGTTAAGTCGCGTTAT

BRDN0000737611 AACCAGCATTTGACCGCGCT



Target Gene Symbol sgRNA.Target.Sequence

BRDN0000737528 AACCCCGGCTGTCATCGCCG

BRDN0000738228 AACCCGCCGGAACAATCAGC

BRDN0000737727 AACCGGCTGCGCGTTTGCAA

BRDN0000737483 AACCGTACTGCGAGGAGCAT

BRDN0000737872 AACCTCGTCTCATGTACGAA

BRDN0000737516 AACGCCCCGGATTTCGTTGA

BRDN0000737844 AACGGCTGCGCCCGCGGCAA

BRDN0000737412 AACGGGCGCAATACCCTTTT

BRDN0000737631 AACGGTAGCGTACCCGTGAA

BRDN0000737750 AACGGTCAAATCCGTGAGGG

BRDN0000737875 AACGTCACCAACCTCGATCC

BRDN0000738229 AACGTTATAGCTTCGTCTCT

BRDN0000737806 AACTAACTCACTACGCACGA

BRDN0000738366 AACTCCTCATCGTACGCTAA

BRDN0000737593 AACTCGCGTGGGAAGTCCGG

BRDN0000738128 AACTTATACGTAATCTGATC

BRDN0000738307 AAGACTCCTACGTATCGAGC

BRDN0000737391 AAGCACAAGAACGGTCCGCC



No. *Oligo name *Sequence(5'to3'） nt# Remarks 5' sgRNA.Target.Sequence 3'
Example row, don't 

delete

Target Gene 

Symbol example 1 AATATTTAAGGTCTGCCTTAACGTGATCCCCATTGCTGAATTTTACCTCCTGACTCCAA
###

GGAAAGGACGAAACACCG GTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC

1 Acp5 Acp5_1 GGAAAGGACGAAACACCGATACCAGGGGATGTTGCGAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ATACCAGGGGATGTTGCGAA

2 Acp5 Acp5_2 GGAAAGGACGAAACACCGTCCACGTACAAACATAACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TCCACGTACAAACATAACTG

3 Acp5 Acp5_3 GGAAAGGACGAAACACCGTACCTGGAACCTCTTGTCGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TACCTGGAACCTCTTGTCGC

4 Acp5 Acp5_4 GGAAAGGACGAAACACCGACAGCCACAAATCTCAGGGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ACAGCCACAAATCTCAGGGT

5 Actb Actb_5 GGAAAGGACGAAACACCGAATGCCTGTGGTACGACCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AATGCCTGTGGTACGACCAG

6 Actb Actb_6 GGAAAGGACGAAACACCGATGGAGGGGAATACAGCCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ATGGAGGGGAATACAGCCCG

7 Actb Actb_7 GGAAAGGACGAAACACCGGGACTCCTATGTGGGTGACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GGACTCCTATGTGGGTGACG

8 Actb Actb_8 GGAAAGGACGAAACACCGCAGCACAGGGTGCTCCTCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CAGCACAGGGTGCTCCTCAG

9 Ada Ada_9 GGAAAGGACGAAACACCGGTTGTGGATCTTGTGAACCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GTTGTGGATCTTGTGAACCA

10 Ada Ada_10 GGAAAGGACGAAACACCGATTCATCGGACCGTCCACGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ATTCATCGGACCGTCCACGC

11 Ada Ada_11 GGAAAGGACGAAACACCGCTTCATCTCCACAAACTCGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CTTCATCTCCACAAACTCGT

12 Ada Ada_12 GGAAAGGACGAAACACCGGCTGCGCAACATTATCGGCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GCTGCGCAACATTATCGGCA

13 Adam17 Adam17_13 GGAAAGGACGAAACACCGGGTGTGTGGCAACTCCAGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GGTGTGTGGCAACTCCAGGG

14 Adam17 Adam17_14 GGAAAGGACGAAACACCGACACGTCGTGGGATAATGCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ACACGTCGTGGGATAATGCA

15 Adam17 Adam17_15 GGAAAGGACGAAACACCGCATCGACGTACGGCACACACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CATCGACGTACGGCACACAC

16 Adam17 Adam17_16 GGAAAGGACGAAACACCGGCCCCAAATGAGGACCAAGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GCCCCAAATGAGGACCAAGG

17 Cfd Cfd_17 GGAAAGGACGAAACACCGTCTCACGTGGGGACCCAACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TCTCACGTGGGGACCCAACG

18 Cfd Cfd_18 GGAAAGGACGAAACACCGCCCCGAGGCCGGATTCTGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CCCCGAGGCCGGATTCTGGG

19 Cfd Cfd_19 GGAAAGGACGAAACACCGTTGACACTCTGAGTTGATGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TTGACACTCTGAGTTGATGC

20 Cfd Cfd_20 GGAAAGGACGAAACACCGCCCCTGAACCCTACAAGCGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CCCCTGAACCCTACAAGCGA

21 Aicda Aicda_21 GGAAAGGACGAAACACCGGTAGGAACAACAATTCCACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GTAGGAACAACAATTCCACG

22 Aicda Aicda_22 GGAAAGGACGAAACACCGTTCACAGAAGTAGAGGCGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TTCACAGAAGTAGAGGCGCG

23 Aicda Aicda_23 GGAAAGGACGAAACACCGACCAGGTGACGCGGTAACACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ACCAGGTGACGCGGTAACAC

24 Aicda Aicda_24 GGAAAGGACGAAACACCGTGAGACCTACCTCTGCTACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGAGACCTACCTCTGCTACG

25 Aire Aire_25 GGAAAGGACGAAACACCGTGTGCCGTGTGCCACGACGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGTGCCGTGTGCCACGACGG

26 Aire Aire_26 GGAAAGGACGAAACACCGCTCTCCAGGAATTCAGACCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CTCTCCAGGAATTCAGACCA

27 Aire Aire_27 GGAAAGGACGAAACACCGACAGAACCTGTCCCAGCCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ACAGAACCTGTCCCAGCCTG

28 Aire Aire_28 GGAAAGGACGAAACACCGGGTAGAGATGAGCAGAAAGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GGTAGAGATGAGCAGAAAGT

29 Ak2 Ak2_29 GGAAAGGACGAAACACCGTGAAGGCGACAATGGATGCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGAAGGCGACAATGGATGCA

30 Ak2 Ak2_30 GGAAAGGACGAAACACCGGGTAGGACCGGCCACTCTTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GGTAGGACCGGCCACTCTTG

31 Ak2 Ak2_31 GGAAAGGACGAAACACCGTCCGAACCGGAGATTCCGAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TCCGAACCGGAGATTCCGAA

32 Ak2 Ak2_32 GGAAAGGACGAAACACCGTCAGCCAGTTTGGGTGCCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TCAGCCAGTTTGGGTGCCTG

33 Ap3b1 Ap3b1_33 GGAAAGGACGAAACACCGTGTGGCCAGTAAAAACATCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGTGGCCAGTAAAAACATCG

34 Ap3b1 Ap3b1_34 GGAAAGGACGAAACACCGGCTGCCTAATAAATCGTGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GCTGCCTAATAAATCGTGTG

35 Ap3b1 Ap3b1_35 GGAAAGGACGAAACACCGATATGCTAACAAGATACGCTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ATATGCTAACAAGATACGCT

36 Ap3b1 Ap3b1_36 GGAAAGGACGAAACACCGTTGGCACATCTCACCCAAGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TTGGCACATCTCACCCAAGT

37 Ap3d1 Ap3d1_37 GGAAAGGACGAAACACCGCCAACGCAATGGTATCTGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CCAACGCAATGGTATCTGTG

38 Ap3d1 Ap3d1_38 GGAAAGGACGAAACACCGAGCACATCACCAACTTCGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AGCACATCACCAACTTCGAG

39 Ap3d1 Ap3d1_39 GGAAAGGACGAAACACCGTCTTCACAGTAAAGTACCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TCTTCACAGTAAAGTACCTG

40 Ap3d1 Ap3d1_40 GGAAAGGACGAAACACCGTGTCCTCATCGCTCTCCGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGTCCTCATCGCTCTCCGTG

41 Xiap Xiap_41 GGAAAGGACGAAACACCGTTTCAGACACCATATACCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TTTCAGACACCATATACCCG

42 Xiap Xiap_42 GGAAAGGACGAAACACCGAGCACTAGCTAACTCTCTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AGCACTAGCTAACTCTCTGG

43 Xiap Xiap_43 GGAAAGGACGAAACACCGCTTGGGAACAGCATGCGAAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CTTGGGAACAGCATGCGAAG

44 Xiap Xiap_44 GGAAAGGACGAAACACCGATGGACATCCTCAGTTAACAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ATGGACATCCTCAGTTAACA

45 Arpc1b Arpc1b_45 GGAAAGGACGAAACACCGCACAATGCGGTTACTCTCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CACAATGCGGTTACTCTCAG

46 Arpc1b Arpc1b_46 GGAAAGGACGAAACACCGCAATGAGAACAAGTTCGCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CAATGAGAACAAGTTCGCCG

47 Arpc1b Arpc1b_47 GGAAAGGACGAAACACCGCCAGTCCAGGCTGAGCACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CCAGTCCAGGCTGAGCACTG

48 Arpc1b Arpc1b_48 GGAAAGGACGAAACACCGGAAGCGAGCACTCACGTGTAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GAAGCGAGCACTCACGTGTA

49 Rab27a Rab27a_49 GGAAAGGACGAAACACCGTGGTTAAGCTACGAAACCTAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGGTTAAGCTACGAAACCTA

50 Rab27a Rab27a_50 GGAAAGGACGAAACACCGAGTGTACTGGTAGAGTACACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AGTGTACTGGTAGAGTACAC

51 Rab27a Rab27a_51 GGAAAGGACGAAACACCGAACCCAGATATAGTGCTGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AACCCAGATATAGTGCTGTG



No. *Oligo name *Sequence(5'to3'） nt# Remarks 5' sgRNA.Target.Sequence 3'

52 Rab27a Rab27a_52 GGAAAGGACGAAACACCGCCTGAAATCAATGCCCACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CCTGAAATCAATGCCCACTG

53 Atm Atm_53 GGAAAGGACGAAACACCGTAAGTCATATAGGAAGCCGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TAAGTCATATAGGAAGCCGA

54 Atm Atm_54 GGAAAGGACGAAACACCGGAGTATAAATAACATCGCGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GAGTATAAATAACATCGCGA

55 Atm Atm_55 GGAAAGGACGAAACACCGAAGACTTGAACACCGGACAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AAGACTTGAACACCGGACAA

56 Atm Atm_56 GGAAAGGACGAAACACCGTGCAAGATACACATGAATCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGCAAGATACACATGAATCG

57 B2m B2m_57 GGAAAGGACGAAACACCGATTTGGATTTCAATGTGAGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ATTTGGATTTCAATGTGAGG

58 B2m B2m_58 GGAAAGGACGAAACACCGACTCACTCTGGATAGCATACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ACTCACTCTGGATAGCATAC

59 B2m B2m_59 GGAAAGGACGAAACACCGTGAGTATACTTGAATTTGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGAGTATACTTGAATTTGAG

60 B2m B2m_60 GGAAAGGACGAAACACCGTCGGCTTCCCATTCTCCGGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TCGGCTTCCCATTCTCCGGT

61 Bach2 Bach2_61 GGAAAGGACGAAACACCGTGGACAGACGAAAGATGACTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGGACAGACGAAAGATGACT

62 Bach2 Bach2_62 GGAAAGGACGAAACACCGAATTACGGACAGCCCCACGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AATTACGGACAGCCCCACGT

63 Bach2 Bach2_63 GGAAAGGACGAAACACCGCTCCTCGTATTCCTACGCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CTCCTCGTATTCCTACGCAG

64 Bach2 Bach2_64 GGAAAGGACGAAACACCGTCTCTGTTCGGTATAACGAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TCTCTGTTCGGTATAACGAA

65 Bcl10 Bcl10_65 GGAAAGGACGAAACACCGCTCCGGGTGGTACATGACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CTCCGGGTGGTACATGACAG

66 Bcl10 Bcl10_66 GGAAAGGACGAAACACCGGATTCAGAAGATAACGGATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GATTCAGAAGATAACGGATG

67 Bcl10 Bcl10_67 GGAAAGGACGAAACACCGATAAAACTGGAGCACCTCAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ATAAAACTGGAGCACCTCAA

68 Bcl10 Bcl10_68 GGAAAGGACGAAACACCGCCTGGTGGAATCCATCCGCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CCTGGTGGAATCCATCCGCA

69 Blm Blm_69 GGAAAGGACGAAACACCGTTACCTGGAACATTTCAACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TTACCTGGAACATTTCAACG

70 Blm Blm_70 GGAAAGGACGAAACACCGGGTGGGTAAACATTCCTCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GGTGGGTAAACATTCCTCAG

71 Blm Blm_71 GGAAAGGACGAAACACCGCCTGCAAGTGGATTTAACGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CCTGCAAGTGGATTTAACGA

72 Blm Blm_72 GGAAAGGACGAAACACCGCCTTCACCGACTTACACCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CCTTCACCGACTTACACCTG

73 Btk Btk_73 GGAAAGGACGAAACACCGAATCCGGTACAATAGTGACCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AATCCGGTACAATAGTGACC

74 Btk Btk_74 GGAAAGGACGAAACACCGTATGAATATGACTTTGAACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TATGAATATGACTTTGAACG

75 Btk Btk_75 GGAAAGGACGAAACACCGTGGAGGAGAGCAACCTACCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGGAGGAGAGCAACCTACCG

76 Btk Btk_76 GGAAAGGACGAAACACCGAGATTTAGCAAACACAGACAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AGATTTAGCAAACACAGACA

77 Serping1 Serping1_77 GGAAAGGACGAAACACCGGCTCTGAGATGCATTCACATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GCTCTGAGATGCATTCACAT

78 Serping1 Serping1_78 GGAAAGGACGAAACACCGACAATAACAAATGACACCATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ACAATAACAAATGACACCAT

79 Serping1 Serping1_79 GGAAAGGACGAAACACCGAGAACTCATCAACACCTGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AGAACTCATCAACACCTGGG

80 Serping1 Serping1_80 GGAAAGGACGAAACACCGGGACACAGGCAAAATCCTTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GGACACAGGCAAAATCCTTG

81 C1qa C1qa_81 GGAAAGGACGAAACACCGCACAGATGAAGCGACCCGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CACAGATGAAGCGACCCGTG

82 C1qa C1qa_82 GGAAAGGACGAAACACCGCCCAATGACGCTTGGCAACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CCCAATGACGCTTGGCAACG

83 C1qa C1qa_83 GGAAAGGACGAAACACCGTTCAGCCACTGTCCATACTAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TTCAGCCACTGTCCATACTA

84 C1qa C1qa_84 GGAAAGGACGAAACACCGAGGCAATCCAGGCAATATCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AGGCAATCCAGGCAATATCA

85 C1qb C1qb_85 GGAAAGGACGAAACACCGAGGCACTCCAGGGATAAAGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AGGCACTCCAGGGATAAAGG

86 C1qb C1qb_86 GGAAAGGACGAAACACCGTGACCTGGTTCGGTCGCAAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGACCTGGTTCGGTCGCAAG

87 C1qb C1qb_87 GGAAAGGACGAAACACCGGAATCGCCTTTGGGACCGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GAATCGCCTTTGGGACCGCG

88 C1qb C1qb_88 GGAAAGGACGAAACACCGCAGGTGAACTTGCCGTTGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CAGGTGAACTTGCCGTTGCG

89 C1qc C1qc_89 GGAAAGGACGAAACACCGGGGTGACTGTGAATACCGACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GGGTGACTGTGAATACCGAC

90 C1qc C1qc_90 GGAAAGGACGAAACACCGCTGTGGTCACCAACCCTCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CTGTGGTCACCAACCCTCAG

91 C1qc C1qc_91 GGAAAGGACGAAACACCGATCATGCCCGTCCTTCCCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ATCATGCCCGTCCTTCCCAG

92 C1qc C1qc_92 GGAAAGGACGAAACACCGGCTCCCCCGGAGGCCCCCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GCTCCCCCGGAGGCCCCCTG

93 C2 C2_93 GGAAAGGACGAAACACCGGTTCTAGGAAAGTCCAACATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GTTCTAGGAAAGTCCAACAT

94 C2 C2_94 GGAAAGGACGAAACACCGGTGTGATGTGAGCTAGACCTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GTGTGATGTGAGCTAGACCT

95 C2 C2_95 GGAAAGGACGAAACACCGAGTCAATACCATATTTGAGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AGTCAATACCATATTTGAGG

96 C2 C2_96 GGAAAGGACGAAACACCGTTGGGGCGACAGTACCGCACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TTGGGGCGACAGTACCGCAC

97 Ciita Ciita_97 GGAAAGGACGAAACACCGAGCTCGACTAAGGCTCCGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AGCTCGACTAAGGCTCCGGG

98 Ciita Ciita_98 GGAAAGGACGAAACACCGAGGTCCTTGATTATATCGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AGGTCCTTGATTATATCGTG

99 Ciita Ciita_99 GGAAAGGACGAAACACCGTCCAGTGTCCTAATCTACCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TCCAGTGTCCTAATCTACCA

100 Ciita Ciita_100 GGAAAGGACGAAACACCGAGCAGGCCAAGACTTACATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AGCAGGCCAAGACTTACATG

101 C9 C9_101 GGAAAGGACGAAACACCGCTACAACGGACTCTGTGACCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CTACAACGGACTCTGTGACC

102 C9 C9_102 GGAAAGGACGAAACACCGTTTCCCATTAAACTGTCCGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TTTCCCATTAAACTGTCCGA

103 C9 C9_103 GGAAAGGACGAAACACCGATTCTGCAGTCTATCGGTATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ATTCTGCAGTCTATCGGTAT

104 C9 C9_104 GGAAAGGACGAAACACCGTTGAGAGGAGTGGTCCAACTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TTGAGAGGAGTGGTCCAACT
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105 Hyou1 Hyou1_105 GGAAAGGACGAAACACCGACAGGCGGATAACCCTCATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ACAGGCGGATAACCCTCATG

106 Hyou1 Hyou1_106 GGAAAGGACGAAACACCGACATCGTACTCACTTGCCCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ACATCGTACTCACTTGCCCA

107 Hyou1 Hyou1_107 GGAAAGGACGAAACACCGTGGAATTGATATCTTTCCGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGGAATTGATATCTTTCCGG

108 Hyou1 Hyou1_108 GGAAAGGACGAAACACCGTGGCGTGCTCAGTTTAGACAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGGCGTGCTCAGTTTAGACA

109 Casp8 Casp8_109 GGAAAGGACGAAACACCGGATTATGAAAGATCAAGCACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GATTATGAAAGATCAAGCAC

110 Casp8 Casp8_110 GGAAAGGACGAAACACCGCTTCCTAGACTGCAACCGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CTTCCTAGACTGCAACCGAG

111 Casp8 Casp8_111 GGAAAGGACGAAACACCGATGATCAGACAGTATCCCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ATGATCAGACAGTATCCCCG

112 Casp8 Casp8_112 GGAAAGGACGAAACACCGCAAGAAGCAGGAGACCATCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CAAGAAGCAGGAGACCATCG

113 Ctla4 Ctla4_113 GGAAAGGACGAAACACCGTGTGATGGTGAATATTCACAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGTGATGGTGAATATTCACA

114 Ctla4 Ctla4_114 GGAAAGGACGAAACACCGGGACTGAGAGCTGTTGACACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GGACTGAGAGCTGTTGACAC

115 Ctla4 Ctla4_115 GGAAAGGACGAAACACCGACAGGTGACCCAACCTTCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ACAGGTGACCCAACCTTCAG

116 Ctla4 Ctla4_116 GGAAAGGACGAAACACCGTGCCCACAAAGTATGGCGGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGCCCACAAAGTATGGCGGT

117 Cd19 Cd19_117 GGAAAGGACGAAACACCGGAATGACTGACCCCGCCAGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GAATGACTGACCCCGCCAGG

118 Cd19 Cd19_118 GGAAAGGACGAAACACCGAATGTCTCAGACCATATGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AATGTCTCAGACCATATGGG

119 Cd19 Cd19_119 GGAAAGGACGAAACACCGGGCACCTATTATTGTCTCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GGCACCTATTATTGTCTCCG

120 Cd19 Cd19_120 GGAAAGGACGAAACACCGTTTAGCCCACACATACAGCTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TTTAGCCCACACATACAGCT

121 Ms4a1 Ms4a1_121 GGAAAGGACGAAACACCGGTTACAGTACTGTGTAGATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GTTACAGTACTGTGTAGATG

122 Ms4a1 Ms4a1_122 GGAAAGGACGAAACACCGTACCATACACTCAAACAGATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TACCATACACTCAAACAGAT

123 Ms4a1 Ms4a1_123 GGAAAGGACGAAACACCGCAGTCGTAGATATCAACATAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CAGTCGTAGATATCAACATA

124 Ms4a1 Ms4a1_124 GGAAAGGACGAAACACCGCCACACAAAGCTTCTTCATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CCACACAAAGCTTCTTCATG

125 Cd3d Cd3d_125 GGAAAGGACGAAACACCGTTACACAGATATATCCCTCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TTACACAGATATATCCCTCG

126 Cd3d Cd3d_126 GGAAAGGACGAAACACCGTCCATCTAGATGCATGACGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TCCATCTAGATGCATGACGC

127 Cd3d Cd3d_127 GGAAAGGACGAAACACCGAAGAATAAAACACTCAACTTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AAGAATAAAACACTCAACTT

128 Cd3d Cd3d_128 GGAAAGGACGAAACACCGGATACAAGTGACCGAATATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GATACAAGTGACCGAATATG

129 Cd3e Cd3e_129 GGAAAGGACGAAACACCGAGGGCACGTCAACTCTACACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AGGGCACGTCAACTCTACAC

130 Cd3e Cd3e_130 GGAAAGGACGAAACACCGTTCTCGGAAGTCGAGGACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TTCTCGGAAGTCGAGGACAG

131 Cd3e Cd3e_131 GGAAAGGACGAAACACCGTACTTGTACCTGAAAGCTCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TACTTGTACCTGAAAGCTCG

132 Cd3e Cd3e_132 GGAAAGGACGAAACACCGTCAGAAGCATGATAAGCACCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TCAGAAGCATGATAAGCACC

133 Cd3g Cd3g_133 GGAAAGGACGAAACACCGTGACACTGATACGTGCCTCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGACACTGATACGTGCCTCG

134 Cd3g Cd3g_134 GGAAAGGACGAAACACCGTTCTGTAATACACTTGCAGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TTCTGTAATACACTTGCAGG

135 Cd3g Cd3g_135 GGAAAGGACGAAACACCGAACTGCATTGAGCTAAACATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AACTGCATTGAGCTAAACAT

136 Cd3g Cd3g_136 GGAAAGGACGAAACACCGGTACAAGTGGATGGCAGCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GTACAAGTGGATGGCAGCCG

137 Cd247 Cd247_137 GGAAAGGACGAAACACCGGCTCGGGATCCAGAGATGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GCTCGGGATCCAGAGATGGG

138 Cd247 Cd247_138 GGAAAGGACGAAACACCGGCTCAATCTAGGGCGAAGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GCTCAATCTAGGGCGAAGAG

139 Cd247 Cd247_139 GGAAAGGACGAAACACCGCTCCTGGGAACCGCACGTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CTCCTGGGAACCGCACGTGG

140 Cd247 Cd247_140 GGAAAGGACGAAACACCGCATTGTATACGCCTTCCTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CATTGTATACGCCTTCCTGG

141 Cd79a Cd79a_141 GGAAAGGACGAAACACCGGGAACCCTAATATCACATGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GGAACCCTAATATCACATGG

142 Cd79a Cd79a_142 GGAAAGGACGAAACACCGCCTACTCACTGCGCACGCGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CCTACTCACTGCGCACGCGG

143 Cd79a Cd79a_143 GGAAAGGACGAAACACCGCGAAGTAAACAAGAACCACAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CGAAGTAAACAAGAACCACA

144 Cd79a Cd79a_144 GGAAAGGACGAAACACCGAGGCGTATGACAAGAAGAGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AGGCGTATGACAAGAAGAGG

145 Cd81 Cd81_145 GGAAAGGACGAAACACCGGCAACCACAGAGCTACACCTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GCAACCACAGAGCTACACCT

146 Cd81 Cd81_146 GGAAAGGACGAAACACCGGGGCTTCGTAAACAAAGACCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GGGCTTCGTAAACAAAGACC

147 Cd81 Cd81_147 GGAAAGGACGAAACACCGATCCATCACAGCTTGCTGAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ATCCATCACAGCTTGCTGAA

148 Cd81 Cd81_148 GGAAAGGACGAAACACCGGGCAAACAGGATCACAAGGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GGCAAACAGGATCACAAGGC

149 Cd8a Cd8a_149 GGAAAGGACGAAACACCGTGGGTGAGTCGATTATCCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGGGTGAGTCGATTATCCTG

150 Cd8a Cd8a_150 GGAAAGGACGAAACACCGATCCCACAACAAGATAACGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ATCCCACAACAAGATAACGT

151 Cd8a Cd8a_151 GGAAAGGACGAAACACCGGTGTTGGGGTCCGTTTCGCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GTGTTGGGGTCCGTTTCGCA

152 Cd8a Cd8a_152 GGAAAGGACGAAACACCGGGACGCCGAACTTGGTCAGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GGACGCCGAACTTGGTCAGA

153 Cfh Cfh_153 GGAAAGGACGAAACACCGATTTACGCATAACTCCACCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ATTTACGCATAACTCCACCA

154 Cfh Cfh_154 GGAAAGGACGAAACACCGCAAGTGTTCGGTATCCAGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CAAGTGTTCGGTATCCAGGG

155 Cfh Cfh_155 GGAAAGGACGAAACACCGGAAATTGATTACCGTGAATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GAAATTGATTACCGTGAATG

156 Cfh Cfh_156 GGAAAGGACGAAACACCGCATATTTCACCACTTCACCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CATATTTCACCACTTCACCA

157 Cfi Cfi_157 GGAAAGGACGAAACACCGCTTGTGGATTACCTTCACAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CTTGTGGATTACCTTCACAA
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158 Cfi Cfi_158 GGAAAGGACGAAACACCGTGTTATTACACAGGTTGCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGTTATTACACAGGTTGCCG

159 Cfi Cfi_159 GGAAAGGACGAAACACCGAAGGTCGACGCAGGCCACGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AAGGTCGACGCAGGCCACGT

160 Cfi Cfi_160 GGAAAGGACGAAACACCGTGCCTGCATGTACATTGCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGCCTGCATGTACATTGCCG

161 Cftr Cftr_161 GGAAAGGACGAAACACCGGCCGTGTGACTGACATACGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GCCGTGTGACTGACATACGT

162 Cftr Cftr_162 GGAAAGGACGAAACACCGTTCTAACTGAGACCTTACGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TTCTAACTGAGACCTTACGC

163 Cftr Cftr_163 GGAAAGGACGAAACACCGGTGGCGATCATGTTGCTGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GTGGCGATCATGTTGCTGCG

164 Cftr Cftr_164 GGAAAGGACGAAACACCGTATGGAGAGTAAAATATCGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TATGGAGAGTAAAATATCGT

165 Coro1a Coro1a_165 GGAAAGGACGAAACACCGTGACACGAACTCGCTTGTCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGACACGAACTCGCTTGTCA

166 Coro1a Coro1a_166 GGAAAGGACGAAACACCGACCAGGCGATGTCTAGCACAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ACCAGGCGATGTCTAGCACA

167 Coro1a Coro1a_167 GGAAAGGACGAAACACCGAGAAGGGAAGATTCTAACCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AGAAGGGAAGATTCTAACCA

168 Coro1a Coro1a_168 GGAAAGGACGAAACACCGGCCACAGAGGTAGACAATGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GCCACAGAGGTAGACAATGT

169 Tpp1 Tpp1_169 GGAAAGGACGAAACACCGTGAGTTTCATCGCTATGTAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGAGTTTCATCGCTATGTAG

170 Tpp1 Tpp1_170 GGAAAGGACGAAACACCGTTATGGTAGAAGGTTACCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TTATGGTAGAAGGTTACCTG

171 Tpp1 Tpp1_171 GGAAAGGACGAAACACCGAACCTGACAGCCAAAGATGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AACCTGACAGCCAAAGATGT

172 Tpp1 Tpp1_172 GGAAAGGACGAAACACCGGATCGAGGCCAGTCTAGATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GATCGAGGCCAGTCTAGATG

173 Copa Copa_173 GGAAAGGACGAAACACCGCTTGCGGTTACAGATCACAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CTTGCGGTTACAGATCACAA

174 Copa Copa_174 GGAAAGGACGAAACACCGCTCTCTCTGACACATCACCTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CTCTCTCTGACACATCACCT

175 Copa Copa_175 GGAAAGGACGAAACACCGCACCAGAAATATCCCAAACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CACCAGAAATATCCCAAACG

176 Copa Copa_176 GGAAAGGACGAAACACCGGAATGTCTAGGTACTCCACAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GAATGTCTAGGTACTCCACA

177 Cr2 Cr2_177 GGAAAGGACGAAACACCGATGTTGACCAGTTTGTTGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ATGTTGACCAGTTTGTTGCG

178 Cr2 Cr2_178 GGAAAGGACGAAACACCGCTATACATTGCACCCCTGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CTATACATTGCACCCCTGAG

179 Cr2 Cr2_179 GGAAAGGACGAAACACCGAGACGGATTTCTATAAACCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AGACGGATTTCTATAAACCA

180 Cr2 Cr2_180 GGAAAGGACGAAACACCGATGCAATGCTCATGGCACATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ATGCAATGCTCATGGCACAT

181 Csf2ra Csf2ra_181 GGAAAGGACGAAACACCGAGGACGCGGTGACGTCACGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AGGACGCGGTGACGTCACGT

182 Csf2ra Csf2ra_182 GGAAAGGACGAAACACCGCCTACTTGGTCGTGACCGGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CCTACTTGGTCGTGACCGGT

183 Csf2ra Csf2ra_183 GGAAAGGACGAAACACCGCTAGCGTCACTAACCCAGAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CTAGCGTCACTAACCCAGAA

184 Csf2ra Csf2ra_184 GGAAAGGACGAAACACCGTGACATCCAGCGTGACACCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGACATCCAGCGTGACACCG

185 Csf2rb Csf2rb_185 GGAAAGGACGAAACACCGTACACTTGGAAGACTGACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TACACTTGGAAGACTGACTG

186 Csf2rb Csf2rb_186 GGAAAGGACGAAACACCGTGATGGAAAATCGTGTATAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGATGGAAAATCGTGTATAG

187 Csf2rb Csf2rb_187 GGAAAGGACGAAACACCGGAAGAAATCGGACAGCTGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GAAGAAATCGGACAGCTGGG

188 Csf2rb Csf2rb_188 GGAAAGGACGAAACACCGTGGAGACTGTAGGCATCCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGGAGACTGTAGGCATCCTG

189 Csf3r Csf3r_189 GGAAAGGACGAAACACCGTCAGCTCTACAGAATTACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TCAGCTCTACAGAATTACAG

190 Csf3r Csf3r_190 GGAAAGGACGAAACACCGTGAGGCAGGATAGGTTTGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGAGGCAGGATAGGTTTGAG

191 Csf3r Csf3r_191 GGAAAGGACGAAACACCGTGAGCTGCGTGGTGTTGCAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGAGCTGCGTGGTGTTGCAA

192 Csf3r Csf3r_192 GGAAAGGACGAAACACCGCTTTGCCACACAATCCGGGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CTTTGCCACACAATCCGGGA

193 Ctsc Ctsc_193 GGAAAGGACGAAACACCGCTGCAAGATACAACCTCCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CTGCAAGATACAACCTCCTG

194 Ctsc Ctsc_194 GGAAAGGACGAAACACCGGGCAGTAACTGATAGCTGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GGCAGTAACTGATAGCTGTG

195 Ctsc Ctsc_195 GGAAAGGACGAAACACCGTCACAACCACAACTTTGTGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TCACAACCACAACTTTGTGA

196 Ctsc Ctsc_196 GGAAAGGACGAAACACCGCTGTATTTCATCAGTCATCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CTGTATTTCATCAGTCATCG

197 Cyba Cyba_197 GGAAAGGACGAAACACCGAGTAGAAGGATACATAGAGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AGTAGAAGGATACATAGAGT

198 Cyba Cyba_198 GGAAAGGACGAAACACCGAATGACTTACCATCGCTCCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AATGACTTACCATCGCTCCA

199 Cyba Cyba_199 GGAAAGGACGAAACACCGGGACGTAGTAATTCCTGGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GGACGTAGTAATTCCTGGTG

200 Cyba Cyba_200 GGAAAGGACGAAACACCGCAGATAGATCACACTGGCAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CAGATAGATCACACTGGCAA

201 Cybb Cybb_201 GGAAAGGACGAAACACCGCCTCTACCAAAACCATTCGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CCTCTACCAAAACCATTCGG

202 Cybb Cybb_202 GGAAAGGACGAAACACCGTTTACCAGACGAATTGTACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TTTACCAGACGAATTGTACG

203 Cybb Cybb_203 GGAAAGGACGAAACACCGATTCTAACTTGGATACCTTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ATTCTAACTTGGATACCTTG

204 Cybb Cybb_204 GGAAAGGACGAAACACCGTTATACTCGAAAACTCCTTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TTATACTCGAAAACTCCTTG

205 Cd55 Cd55_205 GGAAAGGACGAAACACCGCTCTTATACGTATAGCCAGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CTCTTATACGTATAGCCAGG

206 Cd55 Cd55_206 GGAAAGGACGAAACACCGCTGCTGTCCCCAACTGTACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CTGCTGTCCCCAACTGTACG

207 Cd55 Cd55_207 GGAAAGGACGAAACACCGTGTGACAGAACAGAAAGTAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGTGACAGAACAGAAAGTAG

208 Cd55 Cd55_208 GGAAAGGACGAAACACCGCGAAAACAACCTCCACTCCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CGAAAACAACCTCCACTCCC

209 Dnase1l3 Dnase1l3_209 GGAAAGGACGAAACACCGTCTCGGGAGTTGTGTGCAAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TCTCGGGAGTTGTGTGCAAG

210 Dnase1l3 Dnase1l3_210 GGAAAGGACGAAACACCGTCACACTCACTTGTAGACGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TCACACTCACTTGTAGACGA
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211 Dnase1l3 Dnase1l3_211 GGAAAGGACGAAACACCGTTCATGGGTGATTTCAACGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TTCATGGGTGATTTCAACGC

212 Dnase1l3 Dnase1l3_212 GGAAAGGACGAAACACCGCACTACCATGACTATCAGGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CACTACCATGACTATCAGGA

213 Dnase2a Dnase2a_213 GGAAAGGACGAAACACCGTACACCGTCTTGCCAACCGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TACACCGTCTTGCCAACCGT

214 Dnase2a Dnase2a_214 GGAAAGGACGAAACACCGAGGCCAGGTGTATGCACCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AGGCCAGGTGTATGCACCAG

215 Dnase2a Dnase2a_215 GGAAAGGACGAAACACCGCGAAGCCCTGAGCTGCTATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CGAAGCCCTGAGCTGCTATG

216 Dnase2a Dnase2a_216 GGAAAGGACGAAACACCGGAAATTACCTGACCTAGAGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GAAATTACCTGACCTAGAGA

217 Dnmt3b Dnmt3b_217 GGAAAGGACGAAACACCGTGGTAGCCGGAAACTCCACAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGGTAGCCGGAAACTCCACA

218 Dnmt3b Dnmt3b_218 GGAAAGGACGAAACACCGCAGCCTTCTGAATTACACGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CAGCCTTCTGAATTACACGC

219 Dnmt3b Dnmt3b_219 GGAAAGGACGAAACACCGGGAGGGTATGGATACCACACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GGAGGGTATGGATACCACAC

220 Dnmt3b Dnmt3b_220 GGAAAGGACGAAACACCGCAGTAGGCTTGAAGCCACCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CAGTAGGCTTGAAGCCACCG

221 Fadd Fadd_221 GGAAAGGACGAAACACCGTAGATCGTGTCGGCGCAGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TAGATCGTGTCGGCGCAGCG

222 Fadd Fadd_222 GGAAAGGACGAAACACCGAAGCTGGAGCGCGTGCAGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AAGCTGGAGCGCGTGCAGAG

223 Fadd Fadd_223 GGAAAGGACGAAACACCGTTCGTTTGCTCACGCGCTCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TTCGTTTGCTCACGCGCTCG

224 Fadd Fadd_224 GGAAAGGACGAAACACCGGCGCCTGGACGACTTCGAGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GCGCCTGGACGACTTCGAGG

225 Fas Fas_225 GGAAAGGACGAAACACCGCAGTTAAGAGTTCATACTCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CAGTTAAGAGTTCATACTCA

226 Fas Fas_226 GGAAAGGACGAAACACCGTATTTATATATCGAAAGTACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TATTTATATATCGAAAGTAC

227 Fas Fas_227 GGAAAGGACGAAACACCGCATTTGCATACTCACACGACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CATTTGCATACTCACACGAC

228 Fas Fas_228 GGAAAGGACGAAACACCGGAGGACTGCAAAATGAATGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GAGGACTGCAAAATGAATGG

229 Fasl Fasl_229 GGAAAGGACGAAACACCGAGGACCACAACACAAATCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AGGACCACAACACAAATCTG

230 Fasl Fasl_230 GGAAAGGACGAAACACCGCTTCACTCCAGAGATCAGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CTTCACTCCAGAGATCAGAG

231 Fasl Fasl_231 GGAAAGGACGAAACACCGCCTCTGAAAAAAAAGAGCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CCTCTGAAAAAAAAGAGCCG

232 Fasl Fasl_232 GGAAAGGACGAAACACCGGGAACTGGCAGAACTCCGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GGAACTGGCAGAACTCCGTG

233 Fcgr3 Fcgr3_233 GGAAAGGACGAAACACCGTGGTGACACTGATGTGCGAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGGTGACACTGATGTGCGAA

234 Fcgr3 Fcgr3_234 GGAAAGGACGAAACACCGATGCACACTCTGGAAGCCAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ATGCACACTCTGGAAGCCAA

235 Fcgr3 Fcgr3_235 GGAAAGGACGAAACACCGTGGTGAAACTGGACCCCCCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGGTGAAACTGGACCCCCCA

236 Fcgr3 Fcgr3_236 GGAAAGGACGAAACACCGTGCTGCTCCAGACCCCTCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGCTGCTCCAGACCCCTCAG

237 Fpr1 Fpr1_237 GGAAAGGACGAAACACCGAGAAGGTAATCATCGTACCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AGAAGGTAATCATCGTACCC

238 Fpr1 Fpr1_238 GGAAAGGACGAAACACCGTGGTGACAGTGTGTTTCATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGGTGACAGTGTGTTTCATG

239 Fpr1 Fpr1_239 GGAAAGGACGAAACACCGGGCAATGTAAAATGGCAAAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GGCAATGTAAAATGGCAAAG

240 Fpr1 Fpr1_240 GGAAAGGACGAAACACCGGATGCAGAACACAAATACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GATGCAGAACACAAATACAG

241 G6pdx G6pdx_241 GGAAAGGACGAAACACCGAGAGGTGGAAACTGACAACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AGAGGTGGAAACTGACAACG

242 G6pdx G6pdx_242 GGAAAGGACGAAACACCGTGCCCGCTCACGACTCACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGCCCGCTCACGACTCACAG

243 G6pdx G6pdx_243 GGAAAGGACGAAACACCGATGACCCCACAGTACCCCATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ATGACCCCACAGTACCCCAT

244 G6pdx G6pdx_244 GGAAAGGACGAAACACCGAGAGATGGTCCAGAATCTCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AGAGATGGTCCAGAATCTCA

245 Slc37a4 Slc37a4_245 GGAAAGGACGAAACACCGCTACGTTGACCAGACCAACCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CTACGTTGACCAGACCAACC

246 Slc37a4 Slc37a4_246 GGAAAGGACGAAACACCGTCTTTACTCCGAAGACCACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TCTTTACTCCGAAGACCACG

247 Slc37a4 Slc37a4_247 GGAAAGGACGAAACACCGCACAAACTTGCTGATGGCGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CACAAACTTGCTGATGGCGT

248 Slc37a4 Slc37a4_248 GGAAAGGACGAAACACCGCAGAGCGATCTCATCCACCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CAGAGCGATCTCATCCACCA

249 Gata2 Gata2_249 GGAAAGGACGAAACACCGCCTGGGCTGTGCAACAAGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CCTGGGCTGTGCAACAAGTG

250 Gata2 Gata2_250 GGAAAGGACGAAACACCGGGCCGGGAGTGTGTCAACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GGCCGGGAGTGTGTCAACTG

251 Gata2 Gata2_251 GGAAAGGACGAAACACCGACAGCTGCTGCCTCCCGACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ACAGCTGCTGCCTCCCGACG

252 Gata2 Gata2_252 GGAAAGGACGAAACACCGGGCACATAGGAGGGATAGGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GGCACATAGGAGGGATAGGT

253 Gfi1 Gfi1_253 GGAAAGGACGAAACACCGCAAATGCATCAAATGCAGCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CAAATGCATCAAATGCAGCA

254 Gfi1 Gfi1_254 GGAAAGGACGAAACACCGCCCCGACTCTCAGCTTACCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CCCCGACTCTCAGCTTACCG

255 Gfi1 Gfi1_255 GGAAAGGACGAAACACCGCTGCACGCGGACAAGAGCGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CTGCACGCGGACAAGAGCGT

256 Gfi1 Gfi1_256 GGAAAGGACGAAACACCGCTACGGCGACTTCGCGCCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CTACGGCGACTTCGCGCCTG

257 Ostm1 Ostm1_257 GGAAAGGACGAAACACCGCATCAGCCGAAACATCGGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CATCAGCCGAAACATCGGGG

258 Ostm1 Ostm1_258 GGAAAGGACGAAACACCGTTGCCTAACAAACAATGGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TTGCCTAACAAACAATGGTG

259 Ostm1 Ostm1_259 GGAAAGGACGAAACACCGAGCGCTGCGCACCATACAGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AGCGCTGCGCACCATACAGG

260 Ostm1 Ostm1_260 GGAAAGGACGAAACACCGCAGAATGCAGATAGTTCTCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CAGAATGCAGATAGTTCTCA

261 Hc Hc_261 GGAAAGGACGAAACACCGGCAGATGACTCCCATTATCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GCAGATGACTCCCATTATCG

262 Hc Hc_262 GGAAAGGACGAAACACCGAGACAAACCTGTTTACACGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AGACAAACCTGTTTACACGC

263 Hc Hc_263 GGAAAGGACGAAACACCGACCCTAAGGGAATTCGTGGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ACCCTAAGGGAATTCGTGGT
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264 Hc Hc_264 GGAAAGGACGAAACACCGGAACCTCCCATCAAATGTGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GAACCTCCCATCAAATGTGA

265 Hells Hells_265 GGAAAGGACGAAACACCGTCTGCGGTACCGAATTTCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TCTGCGGTACCGAATTTCAG

266 Hells Hells_266 GGAAAGGACGAAACACCGACGGTCATTAAAACTTACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ACGGTCATTAAAACTTACAG

267 Hells Hells_267 GGAAAGGACGAAACACCGGCTGTATCATGGAACCCGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GCTGTATCATGGAACCCGGG

268 Hells Hells_268 GGAAAGGACGAAACACCGACAACTACTTCTCGCTTAGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ACAACTACTTCTCGCTTAGG

269 Foxn1 Foxn1_269 GGAAAGGACGAAACACCGCCAGGTACTTACGTTCTGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CCAGGTACTTACGTTCTGTG

270 Foxn1 Foxn1_270 GGAAAGGACGAAACACCGGAACAGTACATATGTTGCAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GAACAGTACATATGTTGCAA

271 Foxn1 Foxn1_271 GGAAAGGACGAAACACCGCACCTCACTATCCCTATCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CACCTCACTATCCCTATCAG

272 Foxn1 Foxn1_272 GGAAAGGACGAAACACCGCCACAGACAGCCCTTTCGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CCACAGACAGCCCTTTCGAG

273 Hmox1 Hmox1_273 GGAAAGGACGAAACACCGTCGTGCTCGAATGAACACTCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TCGTGCTCGAATGAACACTC

274 Hmox1 Hmox1_274 GGAAAGGACGAAACACCGTCAGGACCTGACCCCCTGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TCAGGACCTGACCCCCTGAG

275 Hmox1 Hmox1_275 GGAAAGGACGAAACACCGACGCTTTACATAGTGCTGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ACGCTTTACATAGTGCTGTG

276 Hmox1 Hmox1_276 GGAAAGGACGAAACACCGTTCCTTGTACCATATCTACAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TTCCTTGTACCATATCTACA

277 Irf8 Irf8_277 GGAAAGGACGAAACACCGAGTTTACCGAATTGTCCCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AGTTTACCGAATTGTCCCCG

278 Irf8 Irf8_278 GGAAAGGACGAAACACCGTCGACAGCAGCATGTACCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TCGACAGCAGCATGTACCCG

279 Irf8 Irf8_279 GGAAAGGACGAAACACCGGCGTAACCTCGTCTTCCACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GCGTAACCTCGTCTTCCACG

280 Irf8 Irf8_280 GGAAAGGACGAAACACCGCAAGCAGGATTACAATCAGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CAAGCAGGATTACAATCAGG

281 Ifnar2 Ifnar2_281 GGAAAGGACGAAACACCGCAAAGACGAAAATCTGACGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CAAAGACGAAAATCTGACGA

282 Ifnar2 Ifnar2_282 GGAAAGGACGAAACACCGGCCATCGTCATAGTGCACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GCCATCGTCATAGTGCACAG

283 Ifnar2 Ifnar2_283 GGAAAGGACGAAACACCGTAACCTGGATAATCCCTGAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TAACCTGGATAATCCCTGAA

284 Ifnar2 Ifnar2_284 GGAAAGGACGAAACACCGACTGTGGAATTACGATTATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ACTGTGGAATTACGATTATG

285 Ifngr1 Ifngr1_285 GGAAAGGACGAAACACCGTATGTGGAGCATAACCGGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TATGTGGAGCATAACCGGAG

286 Ifngr1 Ifngr1_286 GGAAAGGACGAAACACCGGGTATTCCCAGCATACGACAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GGTATTCCCAGCATACGACA

287 Ifngr1 Ifngr1_287 GGAAAGGACGAAACACCGTTCAGGGTGAAATACGAGGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TTCAGGGTGAAATACGAGGA

288 Ifngr1 Ifngr1_288 GGAAAGGACGAAACACCGTATACCAATACGCAAATACCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TATACCAATACGCAAATACC

289 Ifngr2 Ifngr2_289 GGAAAGGACGAAACACCGAGGGAACCTCACTTCCAAGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AGGGAACCTCACTTCCAAGT

290 Ifngr2 Ifngr2_290 GGAAAGGACGAAACACCGTGGACCTCCGAAAAACATCTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGGACCTCCGAAAAACATCT

291 Ifngr2 Ifngr2_291 GGAAAGGACGAAACACCGTCCCTTTGATGTGTTCCACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TCCCTTTGATGTGTTCCACG

292 Ifngr2 Ifngr2_292 GGAAAGGACGAAACACCGTGATGAGCAGATTCTAACTTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGATGAGCAGATTCTAACTT

293 Cd79b Cd79b_293 GGAAAGGACGAAACACCGTGACCTGGTTCCGAAAGCGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGACCTGGTTCCGAAAGCGA

294 Cd79b Cd79b_294 GGAAAGGACGAAACACCGTCCCCCAGGATTCAGCACGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TCCCCCAGGATTCAGCACGT

295 Cd79b Cd79b_295 GGAAAGGACGAAACACCGCATAATGTCACCGACAGCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CATAATGTCACCGACAGCTG

296 Cd79b Cd79b_296 GGAAAGGACGAAACACCGCGAGGTTTGCAGCCAAAAAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CGAGGTTTGCAGCCAAAAAG

297 Igll1 Igll1_297 GGAAAGGACGAAACACCGCTGTTCCAGATCATCCCACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CTGTTCCAGATCATCCCACG

298 Igll1 Igll1_298 GGAAAGGACGAAACACCGGCTCACCAAACACACTAGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GCTCACCAAACACACTAGTG

299 Igll1 Igll1_299 GGAAAGGACGAAACACCGCCAAAGACATACCAAAACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CCAAAGACATACCAAAACTG

300 Igll1 Igll1_300 GGAAAGGACGAAACACCGGGAGAACTTCACACTGCCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GGAGAACTTCACACTGCCTG

301 Ikbkb Ikbkb_301 GGAAAGGACGAAACACCGTCACACATACCCCGTGACGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TCACACATACCCCGTGACGG

302 Ikbkb Ikbkb_302 GGAAAGGACGAAACACCGCAAGATCCATGTCCAACGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CAAGATCCATGTCCAACGTG

303 Ikbkb Ikbkb_303 GGAAAGGACGAAACACCGATGTGGCACCCTCGGCAAAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ATGTGGCACCCTCGGCAAAG

304 Ikbkb Ikbkb_304 GGAAAGGACGAAACACCGGAAGCCAGTGATGCACTCGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GAAGCCAGTGATGCACTCGA

305 Ikbkg Ikbkg_305 GGAAAGGACGAAACACCGAAGGATCGGCAAGCTTTAGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AAGGATCGGCAAGCTTTAGA

306 Ikbkg Ikbkg_306 GGAAAGGACGAAACACCGAGGCTGCCTTGCGAATGGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AGGCTGCCTTGCGAATGGAG

307 Ikbkg Ikbkg_307 GGAAAGGACGAAACACCGTGGGTGAAGAATCTTCTCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGGGTGAAGAATCTTCTCTG

308 Ikbkg Ikbkg_308 GGAAAGGACGAAACACCGGCTCAGGTGACATCATTGCTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GCTCAGGTGACATCATTGCT

309 Il10 Il10_309 GGAAAGGACGAAACACCGGCTAACCGACTCCTTAATGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GCTAACCGACTCCTTAATGC

310 Il10 Il10_310 GGAAAGGACGAAACACCGAACTGCACCCACTTCCCAGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AACTGCACCCACTTCCCAGT

311 Il10 Il10_311 GGAAAGGACGAAACACCGAAGGAGCATTTGAATTCCCTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AAGGAGCATTTGAATTCCCT

312 Il10 Il10_312 GGAAAGGACGAAACACCGACTGGCATGAGGATCAGCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ACTGGCATGAGGATCAGCAG

313 Il10ra Il10ra_313 GGAAAGGACGAAACACCGGCAGTGTTTACTTATCACGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GCAGTGTTTACTTATCACGA

314 Il10ra Il10ra_314 GGAAAGGACGAAACACCGGTGGGGACAACACGGACAGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GTGGGGACAACACGGACAGT

315 Il10ra Il10ra_315 GGAAAGGACGAAACACCGGGTGAACGTTGTGAGATCACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GGTGAACGTTGTGAGATCAC

316 Il10ra Il10ra_316 GGAAAGGACGAAACACCGTCTGGCTTCAAACCACACATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TCTGGCTTCAAACCACACAT
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317 Il10rb Il10rb_317 GGAAAGGACGAAACACCGTGGCGGATGAACATTCGGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGGCGGATGAACATTCGGAG

318 Il10rb Il10rb_318 GGAAAGGACGAAACACCGATTTCAAGAACATTCTACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ATTTCAAGAACATTCTACAG

319 Il10rb Il10rb_319 GGAAAGGACGAAACACCGCGGAGGACCTCAGAGTCGTAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CGGAGGACCTCAGAGTCGTA

320 Il10rb Il10rb_320 GGAAAGGACGAAACACCGAGAGAAGTCGCACTGAGTCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AGAGAAGTCGCACTGAGTCG

321 Il12rb1 Il12rb1_321 GGAAAGGACGAAACACCGGTCGGTGAGGAACCAAACCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GTCGGTGAGGAACCAAACCG

322 Il12rb1 Il12rb1_322 GGAAAGGACGAAACACCGCCTCCGAACCATACCCACACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CCTCCGAACCATACCCACAC

323 Il12rb1 Il12rb1_323 GGAAAGGACGAAACACCGTGAGAAGACATCGTTCCCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGAGAAGACATCGTTCCCAG

324 Il12rb1 Il12rb1_324 GGAAAGGACGAAACACCGTCAAGGTGTCACAATCACACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TCAAGGTGTCACAATCACAC

325 Il17ra Il17ra_325 GGAAAGGACGAAACACCGACTGAAGTAGCAAACAACGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ACTGAAGTAGCAAACAACGT

326 Il17ra Il17ra_326 GGAAAGGACGAAACACCGATGAGGCCATACACCCACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ATGAGGCCATACACCCACAG

327 Il17ra Il17ra_327 GGAAAGGACGAAACACCGGAAGGTCTGGATCGTCTACTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GAAGGTCTGGATCGTCTACT

328 Il17ra Il17ra_328 GGAAAGGACGAAACACCGGACCTGGAGATGTTTGAACCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GACCTGGAGATGTTTGAACC

329 Irak1 Irak1_329 GGAAAGGACGAAACACCGACAGAAGGGCCAGCAAAACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ACAGAAGGGCCAGCAAAACG

330 Irak1 Irak1_330 GGAAAGGACGAAACACCGTGGGCAAGAAGCCATAAACAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGGGCAAGAAGCCATAAACA

331 Irak1 Irak1_331 GGAAAGGACGAAACACCGGGTGCGTGAGGATGTGAACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GGTGCGTGAGGATGTGAACG

332 Irak1 Irak1_332 GGAAAGGACGAAACACCGCCCACCGAACTGGCACCAGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CCCACCGAACTGGCACCAGT

333 Il1rn Il1rn_333 GGAAAGGACGAAACACCGTTCTCCAGAAAAGATAGACAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TTCTCCAGAAAAGATAGACA

334 Il1rn Il1rn_334 GGAAAGGACGAAACACCGGTGTTCTTGGGCATCCACGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GTGTTCTTGGGCATCCACGG

335 Il1rn Il1rn_335 GGAAAGGACGAAACACCGCTGCCTCTGAATGAAACAGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CTGCCTCTGAATGAAACAGA

336 Il1rn Il1rn_336 GGAAAGGACGAAACACCGCTTGATATCATCTCCAGACTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CTTGATATCATCTCCAGACT

337 Il2ra Il2ra_337 GGAAAGGACGAAACACCGGTGTCTGTATGACCCACCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GTGTCTGTATGACCCACCCG

338 Il2ra Il2ra_338 GGAAAGGACGAAACACCGATCTTGCAGATGCTAATAGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ATCTTGCAGATGCTAATAGC

339 Il2ra Il2ra_339 GGAAAGGACGAAACACCGGAGAGGTTTCCGAAGACTAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GAGAGGTTTCCGAAGACTAA

340 Il2ra Il2ra_340 GGAAAGGACGAAACACCGGAATCTTCATGTTTCCAAGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GAATCTTCATGTTTCCAAGG

341 Il2rg Il2rg_341 GGAAAGGACGAAACACCGTTCCACAGATTGGGTTATAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TTCCACAGATTGGGTTATAG

342 Il2rg Il2rg_342 GGAAAGGACGAAACACCGGGAGCAACAGAGATCGAAGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GGAGCAACAGAGATCGAAGC

343 Il2rg Il2rg_343 GGAAAGGACGAAACACCGCCCGATTACCAAGATTCTGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CCCGATTACCAAGATTCTGT

344 Il2rg Il2rg_344 GGAAAGGACGAAACACCGCATACCTATAGTGCAGCGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CATACCTATAGTGCAGCGTG

345 Il7r Il7r_345 GGAAAGGACGAAACACCGGGGAGACTAGGCCATACGACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GGGAGACTAGGCCATACGAC

346 Il7r Il7r_346 GGAAAGGACGAAACACCGAGACCTAGAAGATGCAGACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AGACCTAGAAGATGCAGACG

347 Il7r Il7r_347 GGAAAGGACGAAACACCGCAGAACCCAAGAATCAAGGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CAGAACCCAAGAATCAAGGT

348 Il7r Il7r_348 GGAAAGGACGAAACACCGCCTTTGAAGTAATCGTTATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CCTTTGAAGTAATCGTTATG

349 Itch Itch_349 GGAAAGGACGAAACACCGTCCCGCACATAGGCTATCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TCCCGCACATAGGCTATCTG

350 Itch Itch_350 GGAAAGGACGAAACACCGAAAACATAATTTACTCGTAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AAAACATAATTTACTCGTAG

351 Itch Itch_351 GGAAAGGACGAAACACCGGCCAAGCTCCCCTACCACCTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GCCAAGCTCCCCTACCACCT

352 Itch Itch_352 GGAAAGGACGAAACACCGACAACACTCGGATTACTCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ACAACACTCGGATTACTCAG

353 Itgb2 Itgb2_353 GGAAAGGACGAAACACCGGAGTATAGGCAAATCCCGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GAGTATAGGCAAATCCCGTG

354 Itgb2 Itgb2_354 GGAAAGGACGAAACACCGTTGGCTGGCGCAATGTCACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TTGGCTGGCGCAATGTCACG

355 Itgb2 Itgb2_355 GGAAAGGACGAAACACCGATCCTGAGTTCGACCAACGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ATCCTGAGTTCGACCAACGG

356 Itgb2 Itgb2_356 GGAAAGGACGAAACACCGTGGAGTAGGAGAGATCCATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGGAGTAGGAGAGATCCATG

357 Itk Itk_357 GGAAAGGACGAAACACCGCAGCCCCAAGCGCTACTACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CAGCCCCAAGCGCTACTACG

358 Itk Itk_358 GGAAAGGACGAAACACCGGTAAGCCTTCTCATACCCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GTAAGCCTTCTCATACCCCG

359 Itk Itk_359 GGAAAGGACGAAACACCGTCAGGAACCTGAAGAAACCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TCAGGAACCTGAAGAAACCC

360 Itk Itk_360 GGAAAGGACGAAACACCGTTGCTCCAGACTGTGAGAGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TTGCTCCAGACTGTGAGAGT

361 Jak1 Jak1_361 GGAAAGGACGAAACACCGCGATGCCATTCGAATGACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CGATGCCATTCGAATGACAG

362 Jak1 Jak1_362 GGAAAGGACGAAACACCGTGAATAAATCCATCAGACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGAATAAATCCATCAGACAG

363 Jak1 Jak1_363 GGAAAGGACGAAACACCGTCCGAACCGAATCATCACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TCCGAACCGAATCATCACTG

364 Jak1 Jak1_364 GGAAAGGACGAAACACCGAAACATATAGTGTACCTCTAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AAACATATAGTGTACCTCTA

365 Jak3 Jak3_365 GGAAAGGACGAAACACCGCAGACATCGGAACTGCATGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CAGACATCGGAACTGCATGG

366 Jak3 Jak3_366 GGAAAGGACGAAACACCGAGAAAAGTCCAATTTGATCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AGAAAAGTCCAATTTGATCG

367 Jak3 Jak3_367 GGAAAGGACGAAACACCGGGGCTTTGGAGCCACCACGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GGGCTTTGGAGCCACCACGT

368 Jak3 Jak3_368 GGAAAGGACGAAACACCGCACCACCGAGACCTTCCGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CACCACCGAGACCTTCCGTG

369 Rpsa Rpsa_369 GGAAAGGACGAAACACCGGAAGCGGCCAGCGATCGGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GAAGCGGCCAGCGATCGGAG
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370 Rpsa Rpsa_370 GGAAAGGACGAAACACCGCTTACAGGGAGCTCACTCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CTTACAGGGAGCTCACTCAG

371 Rpsa Rpsa_371 GGAAAGGACGAAACACCGGACGTCAGCAGGATTCTCGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GACGTCAGCAGGATTCTCGA

372 Rpsa Rpsa_372 GGAAAGGACGAAACACCGAGGGAAGTACTCCGCATGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AGGGAAGTACTCCGCATGCG

373 Lck Lck_373 GGAAAGGACGAAACACCGAAGATCCGTAACCTAGACAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AAGATCCGTAACCTAGACAA

374 Lck Lck_374 GGAAAGGACGAAACACCGGTACTACAACGGACACACGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GTACTACAACGGACACACGA

375 Lck Lck_375 GGAAAGGACGAAACACCGCCGGGAAAGCGAAAGCACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CCGGGAAAGCGAAAGCACTG

376 Lck Lck_376 GGAAAGGACGAAACACCGGCTTTATGCAGTGGTCACCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GCTTTATGCAGTGGTCACCC

377 Lig1 Lig1_377 GGAAAGGACGAAACACCGGACCTCACTGACACCCCGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GACCTCACTGACACCCCGAG

378 Lig1 Lig1_378 GGAAAGGACGAAACACCGGACAATTCAAGACACTCTTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GACAATTCAAGACACTCTTG

379 Lig1 Lig1_379 GGAAAGGACGAAACACCGTCTTCTCATAGAATTTCCCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TCTTCTCATAGAATTTCCCA

380 Lig1 Lig1_380 GGAAAGGACGAAACACCGAGAGTGATTCTCCAGTGAAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AGAGTGATTCTCCAGTGAAG

381 Psmb8 Psmb8_381 GGAAAGGACGAAACACCGCCGGAGCTCGCACTTCCCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CCGGAGCTCGCACTTCCCCG

382 Psmb8 Psmb8_382 GGAAAGGACGAAACACCGACATGATGCTGCAGTACCGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ACATGATGCTGCAGTACCGG

383 Psmb8 Psmb8_383 GGAAAGGACGAAACACCGCTCGCCTTCAAGTTCCAGCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CTCGCCTTCAAGTTCCAGCA

384 Psmb8 Psmb8_384 GGAAAGGACGAAACACCGAGGTTGTATTATCTTCGGAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AGGTTGTATTATCTTCGGAA

385 Blnk Blnk_385 GGAAAGGACGAAACACCGCTATGCAGGTCGAAACAGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CTATGCAGGTCGAAACAGTG

386 Blnk Blnk_386 GGAAAGGACGAAACACCGAAGATAATCGATCCAGCCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AAGATAATCGATCCAGCCAG

387 Blnk Blnk_387 GGAAAGGACGAAACACCGGTCTGTGACTAGACCCTCGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GTCTGTGACTAGACCCTCGG

388 Blnk Blnk_388 GGAAAGGACGAAACACCGGATATTAAGAACAATGAAGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GATATTAAGAACAATGAAGG

389 Lyst Lyst_389 GGAAAGGACGAAACACCGGGAGCCCTGAAAGATCGCGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GGAGCCCTGAAAGATCGCGG

390 Lyst Lyst_390 GGAAAGGACGAAACACCGGGGATGAGTCTTACCCACGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GGGATGAGTCTTACCCACGT

391 Lyst Lyst_391 GGAAAGGACGAAACACCGTAGGAAGTGGTGAACCACGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TAGGAAGTGGTGAACCACGT

392 Lyst Lyst_392 GGAAAGGACGAAACACCGCATACCCCGAGTTTAAGCAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CATACCCCGAGTTTAAGCAA

393 Masp2 Masp2_393 GGAAAGGACGAAACACCGGGCCTGTGATATAGTCCACAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GGCCTGTGATATAGTCCACA

394 Masp2 Masp2_394 GGAAAGGACGAAACACCGCCTTTGCCACTGACGAGTCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CCTTTGCCACTGACGAGTCG

395 Masp2 Masp2_395 GGAAAGGACGAAACACCGCTGCGAGTATGACTTTGTCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CTGCGAGTATGACTTTGTCA

396 Masp2 Masp2_396 GGAAAGGACGAAACACCGTGTGGCAATAATGGTCACAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGTGGCAATAATGGTCACAA

397 Mcm4 Mcm4_397 GGAAAGGACGAAACACCGTTGTTGACAAGGTTCAACCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TTGTTGACAAGGTTCAACCA

398 Mcm4 Mcm4_398 GGAAAGGACGAAACACCGACCCGGGTGGAGATAGATCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ACCCGGGTGGAGATAGATCG

399 Mcm4 Mcm4_399 GGAAAGGACGAAACACCGGGTTATACCAACCTTTGACAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GGTTATACCAACCTTTGACA

400 Mcm4 Mcm4_400 GGAAAGGACGAAACACCGCTCAGGGTCTTTCATCACATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CTCAGGGTCTTTCATCACAT

401 Cd46 Cd46_401 GGAAAGGACGAAACACCGCTGTGAGCCAAATCATACATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CTGTGAGCCAAATCATACAT

402 Cd46 Cd46_402 GGAAAGGACGAAACACCGTCCATAGCTTCAAATGGCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TCCATAGCTTCAAATGGCCG

403 Cd46 Cd46_403 GGAAAGGACGAAACACCGGGCCTCAGCATAGACGCCCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GGCCTCAGCATAGACGCCCA

404 Cd46 Cd46_404 GGAAAGGACGAAACACCGACAGTTGTGATCCTACCCCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ACAGTTGTGATCCTACCCCA

405 Msh6 Msh6_405 GGAAAGGACGAAACACCGAGTTTCGTGATACCAAACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AGTTTCGTGATACCAAACAG

406 Msh6 Msh6_406 GGAAAGGACGAAACACCGCATCAGTGACCGTCTAGATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CATCAGTGACCGTCTAGATG

407 Msh6 Msh6_407 GGAAAGGACGAAACACCGTAAGTAAAGACACGGCTGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TAAGTAAAGACACGGCTGAG

408 Msh6 Msh6_408 GGAAAGGACGAAACACCGGAGGCAAAGGATCTCAACGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GAGGCAAAGGATCTCAACGG

409 Msn Msn_409 GGAAAGGACGAAACACCGCGCTTGTTAATCCGAAGCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CGCTTGTTAATCCGAAGCCG

410 Msn Msn_410 GGAAAGGACGAAACACCGCCGGGCCAAGTTCTACCCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CCGGGCCAAGTTCTACCCAG

411 Msn Msn_411 GGAAAGGACGAAACACCGGAAGCAACTTATCTCCAGCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GAAGCAACTTATCTCCAGCC

412 Msn Msn_412 GGAAAGGACGAAACACCGCAGACTAAGAAGGCTCAGCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CAGACTAAGAAGGCTCAGCA

413 Mvk Mvk_413 GGAAAGGACGAAACACCGAGCGTCAATTTACCCAACATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AGCGTCAATTTACCCAACAT

414 Mvk Mvk_414 GGAAAGGACGAAACACCGGTGGTCGGAACTTCCCCCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GTGGTCGGAACTTCCCCCCG

415 Mvk Mvk_415 GGAAAGGACGAAACACCGCAAGGTCCCGCGGAGTACCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CAAGGTCCCGCGGAGTACCA

416 Mvk Mvk_416 GGAAAGGACGAAACACCGTCTGAAGTCAATCAACAAGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TCTGAAGTCAATCAACAAGT

417 Myd88 Myd88_417 GGAAAGGACGAAACACCGGGTTCAAGAACAGCGATAGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GGTTCAAGAACAGCGATAGG

418 Myd88 Myd88_418 GGAAAGGACGAAACACCGAAGGAGCTGAAGTCGCGCATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AAGGAGCTGAAGTCGCGCAT

419 Myd88 Myd88_419 GGAAAGGACGAAACACCGCCTGTCCTCAGGACAAACGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CCTGTCCTCAGGACAAACGC

420 Myd88 Myd88_420 GGAAAGGACGAAACACCGGCATCCAACAAACTGCGAGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GCATCCAACAAACTGCGAGT

421 Ncf1 Ncf1_421 GGAAAGGACGAAACACCGTCTTCACGGGCAGTCCCATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TCTTCACGGGCAGTCCCATG

422 Ncf1 Ncf1_422 GGAAAGGACGAAACACCGGATCCGGATCCCAACTACGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GATCCGGATCCCAACTACGC
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423 Ncf1 Ncf1_423 GGAAAGGACGAAACACCGGCTACGCACTGGCTGTCAGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GCTACGCACTGGCTGTCAGT

424 Ncf1 Ncf1_424 GGAAAGGACGAAACACCGCGTTGCCCATCAAACCACCTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CGTTGCCCATCAAACCACCT

425 Ncf2 Ncf2_425 GGAAAGGACGAAACACCGGCACAAAGCCAAACAATACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GCACAAAGCCAAACAATACG

426 Ncf2 Ncf2_426 GGAAAGGACGAAACACCGTGGAATATCGGATTCTGGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGGAATATCGGATTCTGGAG

427 Ncf2 Ncf2_427 GGAAAGGACGAAACACCGTCTCACCTGTGGCTGCAGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TCTCACCTGTGGCTGCAGAG

428 Ncf2 Ncf2_428 GGAAAGGACGAAACACCGTGAAGCAAATCCTCGAGTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGAAGCAAATCCTCGAGTGG

429 Ncf4 Ncf4_429 GGAAAGGACGAAACACCGAGAAGAAGATCCTGACGTCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AGAAGAAGATCCTGACGTCG

430 Ncf4 Ncf4_430 GGAAAGGACGAAACACCGCGTAGAACTGGCGATAGCGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CGTAGAACTGGCGATAGCGG

431 Ncf4 Ncf4_431 GGAAAGGACGAAACACCGCGATCCATGATGGCCCCTTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CGATCCATGATGGCCCCTTG

432 Ncf4 Ncf4_432 GGAAAGGACGAAACACCGACCTCGATGACAAAAACCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ACCTCGATGACAAAAACCTG

433 Nfkb1 Nfkb1_433 GGAAAGGACGAAACACCGTGTGAAGGCCCATCACACGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGTGAAGGCCCATCACACGG

434 Nfkb1 Nfkb1_434 GGAAAGGACGAAACACCGGGAGTCACGAAATCCAACGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GGAGTCACGAAATCCAACGC

435 Nfkb1 Nfkb1_435 GGAAAGGACGAAACACCGTTTCGACTACGCAGTGACGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TTTCGACTACGCAGTGACGG

436 Nfkb1 Nfkb1_436 GGAAAGGACGAAACACCGATGACAGAGGCGTGTATTAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ATGACAGAGGCGTGTATTAG

437 Nfkb2 Nfkb2_437 GGAAAGGACGAAACACCGACTGAGCGTGATAAATGACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ACTGAGCGTGATAAATGACG

438 Nfkb2 Nfkb2_438 GGAAAGGACGAAACACCGCGGAACACAATGGCATACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CGGAACACAATGGCATACTG

439 Nfkb2 Nfkb2_439 GGAAAGGACGAAACACCGCCCACGCTGCTGGATCGGCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CCCACGCTGCTGGATCGGCA

440 Nfkb2 Nfkb2_440 GGAAAGGACGAAACACCGACCCGGATAGCAGCCCATTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ACCCGGATAGCAGCCCATTG

441 Pepd Pepd_441 GGAAAGGACGAAACACCGCACAAATCGGATCTCCAGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CACAAATCGGATCTCCAGCG

442 Pepd Pepd_442 GGAAAGGACGAAACACCGCTGCTATGGTGTCATCGATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CTGCTATGGTGTCATCGATG

443 Pepd Pepd_443 GGAAAGGACGAAACACCGGCCCTGCAACACGACAGCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GCCCTGCAACACGACAGCTG

444 Pepd Pepd_444 GGAAAGGACGAAACACCGCTTGCTAATGCCCTCGAAGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CTTGCTAATGCCCTCGAAGG

445 Cfp Cfp_445 GGAAAGGACGAAACACCGGTTACACATTTGGTTCCGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GTTACACATTTGGTTCCGAG

446 Cfp Cfp_446 GGAAAGGACGAAACACCGTATGAGCATAAGGCCTGCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TATGAGCATAAGGCCTGCAG

447 Cfp Cfp_447 GGAAAGGACGAAACACCGGATTATCACATACTCGTTGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GATTATCACATACTCGTTGA

448 Cfp Cfp_448 GGAAAGGACGAAACACCGCCTACTTGGGAGAGACATCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CCTACTTGGGAGAGACATCA

449 Prf1 Prf1_449 GGAAAGGACGAAACACCGGTTCGTGCCAGGTGTATGGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GTTCGTGCCAGGTGTATGGA

450 Prf1 Prf1_450 GGAAAGGACGAAACACCGTGCCACAGGTAGGCGCTGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGCCACAGGTAGGCGCTGTG

451 Prf1 Prf1_451 GGAAAGGACGAAACACCGTCAATAACGACTGGCGTGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TCAATAACGACTGGCGTGTG

452 Prf1 Prf1_452 GGAAAGGACGAAACACCGGGTAGGAGACTGCCTGAACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GGTAGGAGACTGCCTGAACG

453 Pik3r1 Pik3r1_453 GGAAAGGACGAAACACCGGAGCTTTATAAGGAGAGGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GAGCTTTATAAGGAGAGGCG

454 Pik3r1 Pik3r1_454 GGAAAGGACGAAACACCGTCCATTAACCTTCAACTCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TCCATTAACCTTCAACTCTG

455 Pik3r1 Pik3r1_455 GGAAAGGACGAAACACCGTGGCTACAATGAAACCACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGGCTACAATGAAACCACTG

456 Pik3r1 Pik3r1_456 GGAAAGGACGAAACACCGCTGGAAATCTGAAAAGCACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CTGGAAATCTGAAAAGCACG

457 Prkcd Prkcd_457 GGAAAGGACGAAACACCGAGAAGGTGGCGATAAACTCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AGAAGGTGGCGATAAACTCG

458 Prkcd Prkcd_458 GGAAAGGACGAAACACCGTTATAAACCTTGAATCGGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TTATAAACCTTGAATCGGTG

459 Prkcd Prkcd_459 GGAAAGGACGAAACACCGAGCCCACCATGTATCCTGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AGCCCACCATGTATCCTGAG

460 Prkcd Prkcd_460 GGAAAGGACGAAACACCGCGATGATGTAGAGTGTACCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CGATGATGTAGAGTGTACCA

461 Pms2 Pms2_461 GGAAAGGACGAAACACCGTCTCAGGAAACCATAAACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TCTCAGGAAACCATAAACTG

462 Pms2 Pms2_462 GGAAAGGACGAAACACCGGTAAGCTGCACTAATCAGCTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GTAAGCTGCACTAATCAGCT

463 Pms2 Pms2_463 GGAAAGGACGAAACACCGAGTTTCAGACAATGGATGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AGTTTCAGACAATGGATGTG

464 Pms2 Pms2_464 GGAAAGGACGAAACACCGACTAAAGAGATCAAGTCTAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ACTAAAGAGATCAAGTCTAG

465 Pnp Pnp_465 GGAAAGGACGAAACACCGAGATGCTGTGTGATGATGCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AGATGCTGTGTGATGATGCA

466 Pnp Pnp_466 GGAAAGGACGAAACACCGTCAGTGCCTGGAAACAAATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TCAGTGCCTGGAAACAAATG

467 Pnp Pnp_467 GGAAAGGACGAAACACCGTGTGGCCAGAACCCTCTCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGTGGCCAGAACCCTCTCCG

468 Pnp Pnp_468 GGAAAGGACGAAACACCGCCTCAAGTGGCAGTGATCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CCTCAAGTGGCAGTGATCTG

469 Pola1 Pola1_469 GGAAAGGACGAAACACCGCTAACGTTTACCATTTCACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CTAACGTTTACCATTTCACG

470 Pola1 Pola1_470 GGAAAGGACGAAACACCGAAGAAAGCAACTTACGCTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AAGAAAGCAACTTACGCTGG

471 Pola1 Pola1_471 GGAAAGGACGAAACACCGAAAGAAAAAAAGATCTACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AAAGAAAAAAAGATCTACTG

472 Pola1 Pola1_472 GGAAAGGACGAAACACCGTGTACAGAACCATCAACATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGTACAGAACCATCAACATG

473 Pole Pole_473 GGAAAGGACGAAACACCGCATTATGGTCACCTACAATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CATTATGGTCACCTACAATG

474 Pole Pole_474 GGAAAGGACGAAACACCGGATGCTGAGACCTACGTCGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GATGCTGAGACCTACGTCGG

475 Pole Pole_475 GGAAAGGACGAAACACCGCATTGACCTCAGAATCCATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CATTGACCTCAGAATCCATG



No. *Oligo name *Sequence(5'to3'） nt# Remarks 5' sgRNA.Target.Sequence 3'

476 Pole Pole_476 GGAAAGGACGAAACACCGAGGCTGGAAGGATCATAGCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AGGCTGGAAGGATCATAGCA

477 Pole2 Pole2_477 GGAAAGGACGAAACACCGGATCGAACGATCTGTCGTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GATCGAACGATCTGTCGTGG

478 Pole2 Pole2_478 GGAAAGGACGAAACACCGCCACAGTGGCTTATACACCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CCACAGTGGCTTATACACCG

479 Pole2 Pole2_479 GGAAAGGACGAAACACCGTCAAGCGCTTTAATACCTTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TCAAGCGCTTTAATACCTTG

480 Pole2 Pole2_480 GGAAAGGACGAAACACCGATAGCGTTCAAGATACAGCTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ATAGCGTTCAAGATACAGCT

481 Prkdc Prkdc_481 GGAAAGGACGAAACACCGAGAGCCAATTCAGTGACCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AGAGCCAATTCAGTGACCCG

482 Prkdc Prkdc_482 GGAAAGGACGAAACACCGTGGCCCTTGTAAGTAGACGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGGCCCTTGTAAGTAGACGA

483 Prkdc Prkdc_483 GGAAAGGACGAAACACCGCATGCAGGGTAAGTAATCGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CATGCAGGGTAAGTAATCGT

484 Prkdc Prkdc_484 GGAAAGGACGAAACACCGACAGAGGATGCTCAAAAATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ACAGAGGATGCTCAAAAATG

485 Psen1 Psen1_485 GGAAAGGACGAAACACCGTTTCAACCAGCATACGAAGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TTTCAACCAGCATACGAAGT

486 Psen1 Psen1_486 GGAAAGGACGAAACACCGTGCTACTGTAACGTAGTCCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGCTACTGTAACGTAGTCCA

487 Psen1 Psen1_487 GGAAAGGACGAAACACCGCTGAGCCAATATCTAATGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CTGAGCCAATATCTAATGGG

488 Psen1 Psen1_488 GGAAAGGACGAAACACCGAGTCAGCTTCTATACCCGGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AGTCAGCTTCTATACCCGGA

489 Pstpip1 Pstpip1_489 GGAAAGGACGAAACACCGCTGGTTACAGTGCACCCACAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CTGGTTACAGTGCACCCACA

490 Pstpip1 Pstpip1_490 GGAAAGGACGAAACACCGTGTTTGTAGAAAGAGTGTACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGTTTGTAGAAAGAGTGTAC

491 Pstpip1 Pstpip1_491 GGAAAGGACGAAACACCGATTGGCACTCACACGCTCGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ATTGGCACTCACACGCTCGA

492 Pstpip1 Pstpip1_492 GGAAAGGACGAAACACCGGTCGCTCTACAAGAAGACCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GTCGCTCTACAAGAAGACCA

493 Pten Pten_493 GGAAAGGACGAAACACCGCCTCCAATTCAGGACCCACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CCTCCAATTCAGGACCCACG

494 Pten Pten_494 GGAAAGGACGAAACACCGTGTGCATATTTATTGCATCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGTGCATATTTATTGCATCG

495 Pten Pten_495 GGAAAGGACGAAACACCGACTATTCCAATGTTCAGTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ACTATTCCAATGTTCAGTGG

496 Pten Pten_496 GGAAAGGACGAAACACCGGGTTTGATAAGTTCTAGCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GGTTTGATAAGTTCTAGCTG

497 Ptprc Ptprc_497 GGAAAGGACGAAACACCGGTAGCAGAAATCTTATATCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GTAGCAGAAATCTTATATCG

498 Ptprc Ptprc_498 GGAAAGGACGAAACACCGTTTCACAATGGAGTGTACGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TTTCACAATGGAGTGTACGA

499 Ptprc Ptprc_499 GGAAAGGACGAAACACCGTTGTCAAGCTAAGGCGACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TTGTCAAGCTAAGGCGACAG

500 Ptprc Ptprc_500 GGAAAGGACGAAACACCGACCACAACGAAGCAAACATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ACCACAACGAAGCAAACATG

501 Rac2 Rac2_501 GGAAAGGACGAAACACCGGAGAAGACACGTCTTGCCCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GAGAAGACACGTCTTGCCCA

502 Rac2 Rac2_502 GGAAAGGACGAAACACCGGCTGGACCTTCGCGATGACAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GCTGGACCTTCGCGATGACA

503 Rac2 Rac2_503 GGAAAGGACGAAACACCGAAGAAGCCACTCACACAGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AAGAAGCCACTCACACAGTG

504 Rac2 Rac2_504 GGAAAGGACGAAACACCGGGCACGGACATTCTCATAGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GGCACGGACATTCTCATAGG

505 Rag1 Rag1_505 GGAAAGGACGAAACACCGACACCAAAGCAGAGTCGTAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ACACCAAAGCAGAGTCGTAG

506 Rag1 Rag1_506 GGAAAGGACGAAACACCGTGAAACGATTCCCACAGATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGAAACGATTCCCACAGATG

507 Rag1 Rag1_507 GGAAAGGACGAAACACCGTCCCGCGCAAGATTGCAATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TCCCGCGCAAGATTGCAATG

508 Rag1 Rag1_508 GGAAAGGACGAAACACCGTGGGAAGTAGACCTGACTGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGGGAAGTAGACCTGACTGT

509 Rag2 Rag2_509 GGAAAGGACGAAACACCGCATCAATATATCATTCACGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CATCAATATATCATTCACGG

510 Rag2 Rag2_510 GGAAAGGACGAAACACCGATTGACGTGGTGTATAGTCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ATTGACGTGGTGTATAGTCG

511 Rag2 Rag2_511 GGAAAGGACGAAACACCGTAACTTGTATAGAATAAGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TAACTTGTATAGAATAAGAG

512 Rag2 Rag2_512 GGAAAGGACGAAACACCGCATACCAGGAGACAATAAGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CATACCAGGAGACAATAAGC

513 Ranbp2 Ranbp2_513 GGAAAGGACGAAACACCGAAATTATTCTCGTCACAAAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AAATTATTCTCGTCACAAAG

514 Ranbp2 Ranbp2_514 GGAAAGGACGAAACACCGTGCTAATGTAACTCCCACCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGCTAATGTAACTCCCACCA

515 Ranbp2 Ranbp2_515 GGAAAGGACGAAACACCGATGTTGTTAAACTTAAGTCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ATGTTGTTAAACTTAAGTCG

516 Ranbp2 Ranbp2_516 GGAAAGGACGAAACACCGACATGCAATGCACCTAGAGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ACATGCAATGCACCTAGAGA

517 Rasgrp1 Rasgrp1_517 GGAAAGGACGAAACACCGACGTACAGATATCCGTCGGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ACGTACAGATATCCGTCGGA

518 Rasgrp1 Rasgrp1_518 GGAAAGGACGAAACACCGTAAGAACTATGATCTCGACCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TAAGAACTATGATCTCGACC

519 Rasgrp1 Rasgrp1_519 GGAAAGGACGAAACACCGACAGTTGGTTATTCCGACACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ACAGTTGGTTATTCCGACAC

520 Rasgrp1 Rasgrp1_520 GGAAAGGACGAAACACCGTGACCTTATTGATCTCATGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGACCTTATTGATCTCATGT

521 Relb Relb_521 GGAAAGGACGAAACACCGGTTCAAAACGCCACCCTACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GTTCAAAACGCCACCCTACG

522 Relb Relb_522 GGAAAGGACGAAACACCGTACACCCACATAGCCTCGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TACACCCACATAGCCTCGTG

523 Relb Relb_523 GGAAAGGACGAAACACCGGCGGATTTGCCGAATCAACAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GCGGATTTGCCGAATCAACA

524 Relb Relb_524 GGAAAGGACGAAACACCGGCCTCCTATCGGGACCAGCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GCCTCCTATCGGGACCAGCA

525 Rfxank Rfxank_525 GGAAAGGACGAAACACCGGTTCTACTTACAGTCCAGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GTTCTACTTACAGTCCAGGG

526 Rfxank Rfxank_526 GGAAAGGACGAAACACCGATCAACAAACCGGATGAGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ATCAACAAACCGGATGAGCG

527 Rfxank Rfxank_527 GGAAAGGACGAAACACCGGCACTGTCACTTGCCAGTATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GCACTGTCACTTGCCAGTAT

528 Rfxank Rfxank_528 GGAAAGGACGAAACACCGAGTTCGCTTCCTGCTAGACTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AGTTCGCTTCCTGCTAGACT
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529 Rorc Rorc_529 GGAAAGGACGAAACACCGCTTGAGTATAGTCCAGAACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CTTGAGTATAGTCCAGAACG

530 Rorc Rorc_530 GGAAAGGACGAAACACCGGTCATCTGGGATCCACTACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GTCATCTGGGATCCACTACG

531 Rorc Rorc_531 GGAAAGGACGAAACACCGTCTGGGGCACTGCAGAAACTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TCTGGGGCACTGCAGAAACT

532 Rorc Rorc_532 GGAAAGGACGAAACACCGGACAAGCAGAGGCCTCGGGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GACAAGCAGAGGCCTCGGGT

533 Sema3e Sema3e_533 GGAAAGGACGAAACACCGACACGATCTACACCCGAGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ACACGATCTACACCCGAGTG

534 Sema3e Sema3e_534 GGAAAGGACGAAACACCGTGTGCCAGCAAAGTAAACGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGTGCCAGCAAAGTAAACGG

535 Sema3e Sema3e_535 GGAAAGGACGAAACACCGAAGATAATTACCAACTAGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AAGATAATTACCAACTAGCG

536 Sema3e Sema3e_536 GGAAAGGACGAAACACCGTGTGATACACACATACAGCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGTGATACACACATACAGCA

537 Foxp3 Foxp3_537 GGAAAGGACGAAACACCGCATACCTGATGCATGAAGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CATACCTGATGCATGAAGTG

538 Foxp3 Foxp3_538 GGAAAGGACGAAACACCGTCTACCCACAGGGATCAATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TCTACCCACAGGGATCAATG

539 Foxp3 Foxp3_539 GGAAAGGACGAAACACCGAGGTCGGGACCTGCGAAGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AGGTCGGGACCTGCGAAGTG

540 Foxp3 Foxp3_540 GGAAAGGACGAAACACCGGCAAGAGCTCTTGTCCATTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GCAAGAGCTCTTGTCCATTG

541 Sh2d1a Sh2d1a_541 GGAAAGGACGAAACACCGAGAAGCTCTTACTCGCTACCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AGAAGCTCTTACTCGCTACC

542 Sh2d1a Sh2d1a_542 GGAAAGGACGAAACACCGGATGCAGTGACTGTGTACCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GATGCAGTGACTGTGTACCA

543 Sh2d1a Sh2d1a_543 GGAAAGGACGAAACACCGAACAGGTTCTTGGAGTGCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AACAGGTTCTTGGAGTGCCG

544 Sh2d1a Sh2d1a_544 GGAAAGGACGAAACACCGCACACAGGCAGTACACGCCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CACACAGGCAGTACACGCCA

545 Clpb Clpb_545 GGAAAGGACGAAACACCGAGGACCGCGTTCCGACGAGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AGGACCGCGTTCCGACGAGG

546 Clpb Clpb_546 GGAAAGGACGAAACACCGGGAGAACGGCTGGTACGATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GGAGAACGGCTGGTACGATG

547 Clpb Clpb_547 GGAAAGGACGAAACACCGCGTTGTCACCGGAGACCGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CGTTGTCACCGGAGACCGCG

548 Clpb Clpb_548 GGAAAGGACGAAACACCGCTCTCGAGTGACTAGGACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CTCTCGAGTGACTAGGACTG

549 Stat1 Stat1_549 GGAAAGGACGAAACACCGGGATAGACGCCCAGCCACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GGATAGACGCCCAGCCACTG

550 Stat1 Stat1_550 GGAAAGGACGAAACACCGTGTGATGTTAGATAAACAGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGTGATGTTAGATAAACAGA

551 Stat1 Stat1_551 GGAAAGGACGAAACACCGTTAATGACGAGCTCGTGGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TTAATGACGAGCTCGTGGAG

552 Stat1 Stat1_552 GGAAAGGACGAAACACCGGAAAAGCAAGCGTAATCTCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GAAAAGCAAGCGTAATCTCC

553 Stat3 Stat3_553 GGAAAGGACGAAACACCGCCAACAAATTAAGAAACTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CCAACAAATTAAGAAACTGG

554 Stat3 Stat3_554 GGAAAGGACGAAACACCGCTGCTTCTCTGTCACTACGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CTGCTTCTCTGTCACTACGG

555 Stat3 Stat3_555 GGAAAGGACGAAACACCGGTTTACCACGAAAGTCAGGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GTTTACCACGAAAGTCAGGT

556 Stat3 Stat3_556 GGAAAGGACGAAACACCGCAAAGAGTCACATGCCACGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CAAAGAGTCACATGCCACGT

557 Stat5b Stat5b_557 GGAAAGGACGAAACACCGCTGATTCGCAGTGATTACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CTGATTCGCAGTGATTACAG

558 Stat5b Stat5b_558 GGAAAGGACGAAACACCGTACAGCGAACCAGCTCCATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TACAGCGAACCAGCTCCATG

559 Stat5b Stat5b_559 GGAAAGGACGAAACACCGGGCGTTGTCCCAGAGGACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GGCGTTGTCCCAGAGGACAG

560 Stat5b Stat5b_560 GGAAAGGACGAAACACCGAGTGGATCGAAAGCCAAGCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AGTGGATCGAAAGCCAAGCC

561 Stim1 Stim1_561 GGAAAGGACGAAACACCGTGAGGATAAGCTTATCAGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGAGGATAAGCTTATCAGCG

562 Stim1 Stim1_562 GGAAAGGACGAAACACCGGAATACAGGAGCTAGCTCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GAATACAGGAGCTAGCTCCG

563 Stim1 Stim1_563 GGAAAGGACGAAACACCGGAGCCGTCAAAAATATGCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GAGCCGTCAAAAATATGCTG

564 Stim1 Stim1_564 GGAAAGGACGAAACACCGCAGCAGATCGAGATCCTCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CAGCAGATCGAGATCCTCTG

565 Stxbp2 Stxbp2_565 GGAAAGGACGAAACACCGCGTGTAATAGTGGGGACACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CGTGTAATAGTGGGGACACG

566 Stxbp2 Stxbp2_566 GGAAAGGACGAAACACCGCATCCATCCGATACCGCAAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CATCCATCCGATACCGCAAG

567 Stxbp2 Stxbp2_567 GGAAAGGACGAAACACCGTATTATAGGTACCTTCTCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TATTATAGGTACCTTCTCCG

568 Stxbp2 Stxbp2_568 GGAAAGGACGAAACACCGAAGGTTGTAGGTGCTATGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AAGGTTGTAGGTGCTATGTG

569 Tap1 Tap1_569 GGAAAGGACGAAACACCGACTAATGGACTCGCACACGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ACTAATGGACTCGCACACGT

570 Tap1 Tap1_570 GGAAAGGACGAAACACCGGTCTCTAGCAAAGTCCACGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GTCTCTAGCAAAGTCCACGC

571 Tap1 Tap1_571 GGAAAGGACGAAACACCGTGCCACATAACTGATAGCGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGCCACATAACTGATAGCGA

572 Tap1 Tap1_572 GGAAAGGACGAAACACCGTGGACATGAGCCATATGTTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGGACATGAGCCATATGTTG

573 Tap2 Tap2_573 GGAAAGGACGAAACACCGAGAAGCCACTCGGACTACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AGAAGCCACTCGGACTACTG

574 Tap2 Tap2_574 GGAAAGGACGAAACACCGTTACACGACCCGAATAGCGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TTACACGACCCGAATAGCGA

575 Tap2 Tap2_575 GGAAAGGACGAAACACCGGCTGTGGGGACTGCTAAAAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GCTGTGGGGACTGCTAAAAG

576 Tap2 Tap2_576 GGAAAGGACGAAACACCGCATGCACACATACCTGATGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CATGCACACATACCTGATGG

577 Tapbp Tapbp_577 GGAAAGGACGAAACACCGTGGTGTTAGAGACACTCTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGGTGTTAGAGACACTCTGG

578 Tapbp Tapbp_578 GGAAAGGACGAAACACCGCTTTCCCAGCTGGACTCGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CTTTCCCAGCTGGACTCGAG

579 Tapbp Tapbp_579 GGAAAGGACGAAACACCGCGCCACTCCAGCCCAAAGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CGCCACTCCAGCCCAAAGGG

580 Tapbp Tapbp_580 GGAAAGGACGAAACACCGAGCCGTGAAGCCTTCTCAGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AGCCGTGAAGCCTTCTCAGG

581 Tbx1 Tbx1_581 GGAAAGGACGAAACACCGACATAGACAACATGGAATCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ACATAGACAACATGGAATCG
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582 Tbx1 Tbx1_582 GGAAAGGACGAAACACCGCTTCCGGGATTGCGACCCGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CTTCCGGGATTGCGACCCGG

583 Tbx1 Tbx1_583 GGAAAGGACGAAACACCGACACTACCACCCGGACTCGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ACACTACCACCCGGACTCGC

584 Tbx1 Tbx1_584 GGAAAGGACGAAACACCGGCGCACGGATCGTAGCGCGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GCGCACGGATCGTAGCGCGG

585 Tcf3 Tcf3_585 GGAAAGGACGAAACACCGATTATTGCTGGAGTGATCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ATTATTGCTGGAGTGATCCG

586 Tcf3 Tcf3_586 GGAAAGGACGAAACACCGGCTCCTAGGAACGTGGAAGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GCTCCTAGGAACGTGGAAGG

587 Tcf3 Tcf3_587 GGAAAGGACGAAACACCGGAAGAGCCGTCACCTAGCATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GAAGAGCCGTCACCTAGCAT

588 Tcf3 Tcf3_588 GGAAAGGACGAAACACCGCTGCAAACTGGGTTCCCCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CTGCAAACTGGGTTCCCCCG

589 Tcn2 Tcn2_589 GGAAAGGACGAAACACCGGAAGCGGCTCCATGACAGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GAAGCGGCTCCATGACAGCG

590 Tcn2 Tcn2_590 GGAAAGGACGAAACACCGTCTGAGACCACGAATCACCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TCTGAGACCACGAATCACCA

591 Tcn2 Tcn2_591 GGAAAGGACGAAACACCGGAGACTAGCAATACCGCAGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GAGACTAGCAATACCGCAGG

592 Tcn2 Tcn2_592 GGAAAGGACGAAACACCGGAATATCTATAGCACCCCACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GAATATCTATAGCACCCCAC

593 Tert Tert_593 GGAAAGGACGAAACACCGCCTCCAGCCTAACTTGACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CCTCCAGCCTAACTTGACTG

594 Tert Tert_594 GGAAAGGACGAAACACCGCACAGAGGGCCAGATATCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CACAGAGGGCCAGATATCCG

595 Tert Tert_595 GGAAAGGACGAAACACCGTCAGCATGCTCAACTATGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TCAGCATGCTCAACTATGAG

596 Tert Tert_596 GGAAAGGACGAAACACCGAAGTCCTGCTCGGTCCCCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AAGTCCTGCTCGGTCCCCCG

597 Thbd Thbd_597 GGAAAGGACGAAACACCGTACCTACAACACCCCGTTCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TACCTACAACACCCCGTTCG

598 Thbd Thbd_598 GGAAAGGACGAAACACCGGTGTGAGACAGGCTACCAGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GTGTGAGACAGGCTACCAGT

599 Thbd Thbd_599 GGAAAGGACGAAACACCGCTGTGAAGTAAAACTCACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CTGTGAAGTAAAACTCACAG

600 Thbd Thbd_600 GGAAAGGACGAAACACCGTCGCAGTTAGATCCGAAACAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TCGCAGTTAGATCCGAAACA

601 Tnfaip3 Tnfaip3_601 GGAAAGGACGAAACACCGGCAGCTTGTCAGTACATGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GCAGCTTGTCAGTACATGTG

602 Tnfaip3 Tnfaip3_602 GGAAAGGACGAAACACCGATATCCATGAGTGATAGCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ATATCCATGAGTGATAGCTG

603 Tnfaip3 Tnfaip3_603 GGAAAGGACGAAACACCGAGCCCCGAGGAAACCGCTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AGCCCCGAGGAAACCGCTGG

604 Tnfaip3 Tnfaip3_604 GGAAAGGACGAAACACCGAGGACTTTGCTACGACACTCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AGGACTTTGCTACGACACTC

605 Tnfrsf11a Tnfrsf11a_605 GGAAAGGACGAAACACCGACCAGCACAACGGTCCCCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ACCAGCACAACGGTCCCCTG

606 Tnfrsf11a Tnfrsf11a_606 GGAAAGGACGAAACACCGACACTGAGGAGACCACCCAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ACACTGAGGAGACCACCCAA

607 Tnfrsf11a Tnfrsf11a_607 GGAAAGGACGAAACACCGGTTTAAGCCAGTGTTTCACCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GTTTAAGCCAGTGTTTCACC

608 Tnfrsf11a Tnfrsf11a_608 GGAAAGGACGAAACACCGAGACGCAAGGAGACCTCTCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AGACGCAAGGAGACCTCTCG

609 Tnfrsf1a Tnfrsf1a_609 GGAAAGGACGAAACACCGAGTTGCAAGACATGTCGGAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AGTTGCAAGACATGTCGGAA

610 Tnfrsf1a Tnfrsf1a_610 GGAAAGGACGAAACACCGAGACCTAGCAAGATAACCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AGACCTAGCAAGATAACCAG

611 Tnfrsf1a Tnfrsf1a_611 GGAAAGGACGAAACACCGGATGGGGATACATCCATCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GATGGGGATACATCCATCAG

612 Tnfrsf1a Tnfrsf1a_612 GGAAAGGACGAAACACCGGGATCCCGTGCCTGTCAAAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GGATCCCGTGCCTGTCAAAG

613 Cd40 Cd40_613 GGAAAGGACGAAACACCGATTCGCCTGAGTCACATGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ATTCGCCTGAGTCACATGGG

614 Cd40 Cd40_614 GGAAAGGACGAAACACCGGGGATGACAGACGGTATCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GGGATGACAGACGGTATCAG

615 Cd40 Cd40_615 GGAAAGGACGAAACACCGAGTCAGACTAATGTCATCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AGTCAGACTAATGTCATCTG

616 Cd40 Cd40_616 GGAAAGGACGAAACACCGCTGCACCAGCAAGGATTGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CTGCACCAGCAAGGATTGCG

617 Cd27 Cd27_617 GGAAAGGACGAAACACCGTCTCTCCAGACTACCACACCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TCTCTCCAGACTACCACACC

618 Cd27 Cd27_618 GGAAAGGACGAAACACCGTGCTGCATACCTGTGCCATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGCTGCATACCTGTGCCATG

619 Cd27 Cd27_619 GGAAAGGACGAAACACCGAGACAAACACTACTGGACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AGACAAACACTACTGGACTG

620 Cd27 Cd27_620 GGAAAGGACGAAACACCGCTCAGGTACATTCTTTGTGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CTCAGGTACATTCTTTGTGA

621 Tnfsf11 Tnfsf11_621 GGAAAGGACGAAACACCGGCCTCGATCGTGGTACCAAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GCCTCGATCGTGGTACCAAG

622 Tnfsf11 Tnfsf11_622 GGAAAGGACGAAACACCGGACCCTCGTGTGGGACGCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GACCCTCGTGTGGGACGCCG

623 Tnfsf11 Tnfsf11_623 GGAAAGGACGAAACACCGGTTAAGCAACGGAAAACTAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GTTAAGCAACGGAAAACTAA

624 Tnfsf11 Tnfsf11_624 GGAAAGGACGAAACACCGAGATTTGCAGGACTCGACTCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AGATTTGCAGGACTCGACTC

625 Tnfsf12 Tnfsf12_625 GGAAAGGACGAAACACCGGGCTGACCACGACCAGCAGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GGCTGACCACGACCAGCAGG

626 Tnfsf12 Tnfsf12_626 GGAAAGGACGAAACACCGGCCCAGGCTCAGCACCAGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GCCCAGGCTCAGCACCAGCG

627 Tnfsf12 Tnfsf12_627 GGAAAGGACGAAACACCGCAACGCTGTCTGCCCAGGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CAACGCTGTCTGCCCAGGTG

628 Tnfsf12 Tnfsf12_628 GGAAAGGACGAAACACCGGGAACTGAATCCCCAGACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GGAACTGAATCCCCAGACAG

629 Cd40lg Cd40lg_629 GGAAAGGACGAAACACCGTATTTCAAAACAGGTCGAAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TATTTCAAAACAGGTCGAAG

630 Cd40lg Cd40lg_630 GGAAAGGACGAAACACCGAAGCTAAAGAGATGCAACAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AAGCTAAAGAGATGCAACAA

631 Cd40lg Cd40lg_631 GGAAAGGACGAAACACCGTTATACCATGAAAAGCAACTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TTATACCATGAAAAGCAACT

632 Cd40lg Cd40lg_632 GGAAAGGACGAAACACCGTGAACTGTGAGGAGATGAGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGAACTGTGAGGAGATGAGA

633 Cd70 Cd70_633 GGAAAGGACGAAACACCGTTGGGAAGGTCCTTCACACAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TTGGGAAGGTCCTTCACACA

634 Cd70 Cd70_634 GGAAAGGACGAAACACCGAGCTGTAACTCAGCTGTGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AGCTGTAACTCAGCTGTGTG
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635 Cd70 Cd70_635 GGAAAGGACGAAACACCGAAGGACCCCACACTGCGCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AAGGACCCCACACTGCGCTG

636 Cd70 Cd70_636 GGAAAGGACGAAACACCGCATCTGCGTATCCATCAAGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CATCTGCGTATCCATCAAGA

637 Traf3 Traf3_637 GGAAAGGACGAAACACCGGCTGGGGGCATTGACACACTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GCTGGGGGCATTGACACACT

638 Traf3 Traf3_638 GGAAAGGACGAAACACCGCAGGTTCACGTGCTGTACCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CAGGTTCACGTGCTGTACCG

639 Traf3 Traf3_639 GGAAAGGACGAAACACCGAGTGACTGCACGTGGCCTCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AGTGACTGCACGTGGCCTCG

640 Traf3 Traf3_640 GGAAAGGACGAAACACCGGCTTTGAGATCGAGATTGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GCTTTGAGATCGAGATTGAG

641 Trex1 Trex1_641 GGAAAGGACGAAACACCGTTTCCTCGAACCATTCCCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TTTCCTCGAACCATTCCCTG

642 Trex1 Trex1_642 GGAAAGGACGAAACACCGACACAGAAGGTACCATCTAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ACACAGAAGGTACCATCTAG

643 Trex1 Trex1_643 GGAAAGGACGAAACACCGAGCTTGTCCACCACACGGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AGCTTGTCCACCACACGGGG

644 Trex1 Trex1_644 GGAAAGGACGAAACACCGGGAGCAGAGGAAAGTCATAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GGAGCAGAGGAAAGTCATAG

645 Tfrc Tfrc_645 GGAAAGGACGAAACACCGCTACACGCTTACAATAGCCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CTACACGCTTACAATAGCCC

646 Tfrc Tfrc_646 GGAAAGGACGAAACACCGGAATACATACACTCCTCGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GAATACATACACTCCTCGTG

647 Tfrc Tfrc_647 GGAAAGGACGAAACACCGGGGCTCCTACTACAACATAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GGGCTCCTACTACAACATAA

648 Tfrc Tfrc_648 GGAAAGGACGAAACACCGAACCCTCGGGAGACTCCACTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AACCCTCGGGAGACTCCACT

649 Tnfrsf4 Tnfrsf4_649 GGAAAGGACGAAACACCGGAGCCGCTGTGATCATACCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GAGCCGCTGTGATCATACCA

650 Tnfrsf4 Tnfrsf4_650 GGAAAGGACGAAACACCGTCACACTTGGAGTTACAGCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TCACACTTGGAGTTACAGCA

651 Tnfrsf4 Tnfrsf4_651 GGAAAGGACGAAACACCGTTCCAGATAAGGTACAACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TTCCAGATAAGGTACAACTG

652 Tnfrsf4 Tnfrsf4_652 GGAAAGGACGAAACACCGGTAGACCAGGCACCCAACCTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GTAGACCAGGCACCCAACCT

653 Ung Ung_653 GGAAAGGACGAAACACCGACGGACCTAATCAAGCTCACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ACGGACCTAATCAAGCTCAC

654 Ung Ung_654 GGAAAGGACGAAACACCGTTGTCAGGGTGGGCCCGACAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TTGTCAGGGTGGGCCCGACA

655 Ung Ung_655 GGAAAGGACGAAACACCGCCAACCCCGACTCTGACTCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CCAACCCCGACTCTGACTCC

656 Ung Ung_656 GGAAAGGACGAAACACCGCCACAAGGTCTATCCGCCCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CCACAAGGTCTATCCGCCCC

657 Vps45 Vps45_657 GGAAAGGACGAAACACCGAAAGCTGATAACGAATCATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AAAGCTGATAACGAATCATG

658 Vps45 Vps45_658 GGAAAGGACGAAACACCGACGAACTCTTTGAATTCCGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ACGAACTCTTTGAATTCCGG

659 Vps45 Vps45_659 GGAAAGGACGAAACACCGTGTCTCAAAGCACGTGACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGTCTCAAAGCACGTGACAG

660 Vps45 Vps45_660 GGAAAGGACGAAACACCGTTGTTTCCTTCGACCCACAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TTGTTTCCTTCGACCCACAA

661 Was Was_661 GGAAAGGACGAAACACCGCAACTGATAAGAAACGCTCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CAACTGATAAGAAACGCTCA

662 Was Was_662 GGAAAGGACGAAACACCGCCACCAGCACCAATCAATGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CCACCAGCACCAATCAATGA

663 Was Was_663 GGAAAGGACGAAACACCGTCACCTGTAGGCCATAAAGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TCACCTGTAGGCCATAAAGG

664 Was Was_664 GGAAAGGACGAAACACCGGCAGGTGAACAACCTAGACCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GCAGGTGAACAACCTAGACC

665 Wdr1 Wdr1_665 GGAAAGGACGAAACACCGGTAGCCAAGTATGCACCCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GTAGCCAAGTATGCACCCAG

666 Wdr1 Wdr1_666 GGAAAGGACGAAACACCGGGCCCTACCGACTAGCAACAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GGCCCTACCGACTAGCAACA

667 Wdr1 Wdr1_667 GGAAAGGACGAAACACCGGTGTGCGATTCTCTCCTGATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GTGTGCGATTCTCTCCTGAT

668 Wdr1 Wdr1_668 GGAAAGGACGAAACACCGATGGCTCCCAGAATAGATGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ATGGCTCCCAGAATAGATGT

669 Zap70 Zap70_669 GGAAAGGACGAAACACCGCAACGGCACGTACGCCATCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CAACGGCACGTACGCCATCG

670 Zap70 Zap70_670 GGAAAGGACGAAACACCGGAAGCGAGAGAATCTCCTCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GAAGCGAGAGAATCTCCTCG

671 Zap70 Zap70_671 GGAAAGGACGAAACACCGTCGACAACCCCTACATCGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TCGACAACCCCTACATCGTG

672 Zap70 Zap70_672 GGAAAGGACGAAACACCGCGCGCACCATAGCATCACGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CGCGCACCATAGCATCACGC

673 Ikzf1 Ikzf1_673 GGAAAGGACGAAACACCGGATGGCCTGGTCCATCACGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GATGGCCTGGTCCATCACGT

674 Ikzf1 Ikzf1_674 GGAAAGGACGAAACACCGGTTGGTAAGCCTCACAAATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GTTGGTAAGCCTCACAAATG

675 Ikzf1 Ikzf1_675 GGAAAGGACGAAACACCGCAGAACTCCAAGAGTGATCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CAGAACTCCAAGAGTGATCG

676 Ikzf1 Ikzf1_676 GGAAAGGACGAAACACCGAGAAACTAACCACAACGAGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AGAAACTAACCACAACGAGA

677 Hax1 Hax1_677 GGAAAGGACGAAACACCGCAGAACTATTCTCACCTCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CAGAACTATTCTCACCTCCG

678 Hax1 Hax1_678 GGAAAGGACGAAACACCGAATTCACACACCAGGAGAGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AATTCACACACCAGGAGAGT

679 Hax1 Hax1_679 GGAAAGGACGAAACACCGCTGAAACCGAATTCCTCTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CTGAAACCGAATTCCTCTGG

680 Hax1 Hax1_680 GGAAAGGACGAAACACCGGCTCCAGATTGGGGGTCGCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GCTCCAGATTGGGGGTCGCA

681 Sh3bp2 Sh3bp2_681 GGAAAGGACGAAACACCGTCAGCAAGAAGCACCGAACAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TCAGCAAGAAGCACCGAACA

682 Sh3bp2 Sh3bp2_682 GGAAAGGACGAAACACCGGAGGTGAACGAGTGGGCACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GAGGTGAACGAGTGGGCACG

683 Sh3bp2 Sh3bp2_683 GGAAAGGACGAAACACCGACCTGGAGCCTGATTCCCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ACCTGGAGCCTGATTCCCCG

684 Sh3bp2 Sh3bp2_684 GGAAAGGACGAAACACCGTGGGTACATTGCTCATTGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGGGTACATTGCTCATTGGG

685 Srp54a Srp54a_685 GGAAAGGACGAAACACCGCTTATAGAGAAGTTGAAGCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CTTATAGAGAAGTTGAAGCA

686 Srp54a Srp54a_686 GGAAAGGACGAAACACCGAAAGCGTGGACACCGACTAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AAAGCGTGGACACCGACTAA

687 Srp54a Srp54a_687 GGAAAGGACGAAACACCGTATGTGATGGATGCATCCATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TATGTGATGGATGCATCCAT
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688 Srp54a Srp54a_688 GGAAAGGACGAAACACCGAAACTCGACGGTCATGCGAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AAACTCGACGGTCATGCGAA

689 Rbck1 Rbck1_689 GGAAAGGACGAAACACCGTGCTTCATACCAGCCTGACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGCTTCATACCAGCCTGACG

690 Rbck1 Rbck1_690 GGAAAGGACGAAACACCGAGTACGCCCGGATATGACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AGTACGCCCGGATATGACAG

691 Rbck1 Rbck1_691 GGAAAGGACGAAACACCGTGCATTCACACGGCATTCGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGCATTCACACGGCATTCGG

692 Rbck1 Rbck1_692 GGAAAGGACGAAACACCGACCCGAGGTCTCCCCAACACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ACCCGAGGTCTCCCCAACAC

693 Usp18 Usp18_693 GGAAAGGACGAAACACCGCATCATGAACACTTGAAGCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CATCATGAACACTTGAAGCA

694 Usp18 Usp18_694 GGAAAGGACGAAACACCGACAGCTCTCGCAGCACATGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ACAGCTCTCGCAGCACATGT

695 Usp18 Usp18_695 GGAAAGGACGAAACACCGTGTACAGCCCACGCAAATCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGTACAGCCCACGCAAATCA

696 Usp18 Usp18_696 GGAAAGGACGAAACACCGCAGGCACTGAACGAGCTCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CAGGCACTGAACGAGCTCCG

697 Clcn7 Clcn7_697 GGAAAGGACGAAACACCGGGAAAGACGAATCAACCACAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GGAAAGACGAATCAACCACA

698 Clcn7 Clcn7_698 GGAAAGGACGAAACACCGATAGCTGCAGGGATTTCACAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ATAGCTGCAGGGATTTCACA

699 Clcn7 Clcn7_699 GGAAAGGACGAAACACCGAATCGGACAGATGAACAACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AATCGGACAGATGAACAACG

700 Clcn7 Clcn7_700 GGAAAGGACGAAACACCGACTCTGCCTTCGTACTCGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ACTCTGCCTTCGTACTCGTG

701 Tcirg1 Tcirg1_701 GGAAAGGACGAAACACCGACACAAGTGCCTCATCGCGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ACACAAGTGCCTCATCGCGG

702 Tcirg1 Tcirg1_702 GGAAAGGACGAAACACCGTCTCCCGAAAGCTGGCAATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TCTCCCGAAAGCTGGCAATG

703 Tcirg1 Tcirg1_703 GGAAAGGACGAAACACCGCAGCCACACTCCAACCTGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CAGCCACACTCCAACCTGAG

704 Tcirg1 Tcirg1_704 GGAAAGGACGAAACACCGCGCTACAGGGAAGTTAACCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CGCTACAGGGAAGTTAACCC

705 Nbn Nbn_705 GGAAAGGACGAAACACCGTATTCCTACATCAACAACGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TATTCCTACATCAACAACGC

706 Nbn Nbn_706 GGAAAGGACGAAACACCGTGGAGAAAGCTGATAGCTCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGGAGAAAGCTGATAGCTCG

707 Nbn Nbn_707 GGAAAGGACGAAACACCGATAGCTGGTTCATCAATGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ATAGCTGGTTCATCAATGGG

708 Nbn Nbn_708 GGAAAGGACGAAACACCGGAGAATTACTGTAATCCGCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GAGAATTACTGTAATCCGCA

709 Tinf2 Tinf2_709 GGAAAGGACGAAACACCGCAAAGGCGTGCCATAAAGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CAAAGGCGTGCCATAAAGAG

710 Tinf2 Tinf2_710 GGAAAGGACGAAACACCGCCGGTAGCAAACCAAGCCGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CCGGTAGCAAACCAAGCCGG

711 Tinf2 Tinf2_711 GGAAAGGACGAAACACCGCCAAAGGGGCCAGATTAAAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CCAAAGGGGCCAGATTAAAG

712 Tinf2 Tinf2_712 GGAAAGGACGAAACACCGAGTGCTCTACGCGGCGACGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AGTGCTCTACGCGGCGACGG

713 Elane Elane_713 GGAAAGGACGAAACACCGCCGGCCACCAACAATCTCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CCGGCCACCAACAATCTCTG

714 Elane Elane_714 GGAAAGGACGAAACACCGCTCACAGGCCGTTCACACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CTCACAGGCCGTTCACACAG

715 Elane Elane_715 GGAAAGGACGAAACACCGGAACGACATTGTGATTATCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GAACGACATTGTGATTATCC

716 Elane Elane_716 GGAAAGGACGAAACACCGATGACCTCCACGCCTCTGCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ATGACCTCCACGCCTCTGCA

717 Cfhr1 Cfhr1_717 GGAAAGGACGAAACACCGTTGCCTTCTTAGATCCAACAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TTGCCTTCTTAGATCCAACA

718 Cfhr1 Cfhr1_718 GGAAAGGACGAAACACCGTGCATATACTGGTAACGACAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGCATATACTGGTAACGACA

719 Cfhr1 Cfhr1_719 GGAAAGGACGAAACACCGACTGGTGGAAATGCATTTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ACTGGTGGAAATGCATTTGG

720 Cfhr1 Cfhr1_720 GGAAAGGACGAAACACCGAGAAGGTGACATTGTACAAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AGAAGGTGACATTGTACAAG

721 Ctps Ctps_721 GGAAAGGACGAAACACCGATTGGCCATTAACCACAAGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ATTGGCCATTAACCACAAGC

722 Ctps Ctps_722 GGAAAGGACGAAACACCGATACCAGTACGTCATTAACAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ATACCAGTACGTCATTAACA

723 Ctps Ctps_723 GGAAAGGACGAAACACCGGCCCACAAGAGCGATCGAGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GCCCACAAGAGCGATCGAGC

724 Ctps Ctps_724 GGAAAGGACGAAACACCGTTAATACCCGTAGACGAAGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TTAATACCCGTAGACGAAGA

725 Slc46a1 Slc46a1_725 GGAAAGGACGAAACACCGAGAGCTAACATCTGCCACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AGAGCTAACATCTGCCACAG

726 Slc46a1 Slc46a1_726 GGAAAGGACGAAACACCGGGGCAATGGATCGATGATGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GGGCAATGGATCGATGATGG

727 Slc46a1 Slc46a1_727 GGAAAGGACGAAACACCGTGGACCAGAAGAGTCCCACCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGGACCAGAAGAGTCCCACC

728 Slc46a1 Slc46a1_728 GGAAAGGACGAAACACCGGAACTGTGGGAACCAAAGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GAACTGTGGGAACCAAAGCG

729 Nhp2 Nhp2_729 GGAAAGGACGAAACACCGGCAGAAGCAGATTCGTCGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GCAGAAGCAGATTCGTCGCG

730 Nhp2 Nhp2_730 GGAAAGGACGAAACACCGCCATCTTCCAGTTCTGTGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CCATCTTCCAGTTCTGTGCG

731 Nhp2 Nhp2_731 GGAAAGGACGAAACACCGAGGAGATACATTGCCGATTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AGGAGATACATTGCCGATTG

732 Nhp2 Nhp2_732 GGAAAGGACGAAACACCGGGCCGCTCCCGAAGAGTCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GGCCGCTCCCGAAGAGTCCG

733 Map3k14 Map3k14_733 GGAAAGGACGAAACACCGGCAAAGCCCGAAAAAAACGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GCAAAGCCCGAAAAAAACGT

734 Map3k14 Map3k14_734 GGAAAGGACGAAACACCGCGTGGTTTAGACATTGCAAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CGTGGTTTAGACATTGCAAG

735 Map3k14 Map3k14_735 GGAAAGGACGAAACACCGCCCCGAAACTGAGGACAACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CCCCGAAACTGAGGACAACG

736 Map3k14 Map3k14_736 GGAAAGGACGAAACACCGTGGGCCAGTTGGCTTAGATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGGGCCAGTTGGCTTAGATG

737 Rfx5 Rfx5_737 GGAAAGGACGAAACACCGACATAATGACCGTTCTCGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ACATAATGACCGTTCTCGAG

738 Rfx5 Rfx5_738 GGAAAGGACGAAACACCGATGGGTGTGATAAGTGATCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ATGGGTGTGATAAGTGATCG

739 Rfx5 Rfx5_739 GGAAAGGACGAAACACCGAGAGCGTCTATGATGCCTATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AGAGCGTCTATGATGCCTAT

740 Rfx5 Rfx5_740 GGAAAGGACGAAACACCGTCTACCTTCAGCTCCCATCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TCTACCTTCAGCTCCCATCG
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741 Irf7 Irf7_741 GGAAAGGACGAAACACCGCTTGCGCCAAGACAATTCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CTTGCGCCAAGACAATTCAG

742 Irf7 Irf7_742 GGAAAGGACGAAACACCGGGCAGGTTAACTCCACTAGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GGCAGGTTAACTCCACTAGG

743 Irf7 Irf7_743 GGAAAGGACGAAACACCGTGTGCGGCCCTTGTACATGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGTGCGGCCCTTGTACATGA

744 Irf7 Irf7_744 GGAAAGGACGAAACACCGGGAGCAAGACCGTGTTTACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GGAGCAAGACCGTGTTTACG

745 Irf3 Irf3_745 GGAAAGGACGAAACACCGCCAGTGGTGCCTACACCCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CCAGTGGTGCCTACACCCCG

746 Irf3 Irf3_746 GGAAAGGACGAAACACCGAGAAACAATAGCCAGATCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AGAAACAATAGCCAGATCTG

747 Irf3 Irf3_747 GGAAAGGACGAAACACCGGGCTGGACGAGAGCCGAACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GGCTGGACGAGAGCCGAACG

748 Irf3 Irf3_748 GGAAAGGACGAAACACCGCTGGCGGCCTCGGTAGAAGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CTGGCGGCCTCGGTAGAAGG

749 Icos Icos_749 GGAAAGGACGAAACACCGTGGTCTTGGTGAGTTCGCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGGTCTTGGTGAGTTCGCAG

750 Icos Icos_750 GGAAAGGACGAAACACCGTATGCAAATATCCTCCACTAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TATGCAAATATCCTCCACTA

751 Icos Icos_751 GGAAAGGACGAAACACCGGCAGAAGTAATAGCTTCCCTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GCAGAAGTAATAGCTTCCCT

752 Icos Icos_752 GGAAAGGACGAAACACCGAAATGAAAACATCCTATGATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AAATGAAAACATCCTATGAT

753 Smarcal1 Smarcal1_753 GGAAAGGACGAAACACCGCTCCCAGGTGAAGCGCACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CTCCCAGGTGAAGCGCACAG

754 Smarcal1 Smarcal1_754 GGAAAGGACGAAACACCGTTTGGGTTATAAATCCAGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TTTGGGTTATAAATCCAGCG

755 Smarcal1 Smarcal1_755 GGAAAGGACGAAACACCGTCATTGCAGATATCAAGACCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TCATTGCAGATATCAAGACC

756 Smarcal1 Smarcal1_756 GGAAAGGACGAAACACCGGCTTGGCATCCACTCCGGAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GCTTGGCATCCACTCCGGAA

757 Atp6ap1 Atp6ap1_757 GGAAAGGACGAAACACCGGAGGATTTCACAGCATACGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GAGGATTTCACAGCATACGG

758 Atp6ap1 Atp6ap1_758 GGAAAGGACGAAACACCGGATATGACCCTCATGTGTGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GATATGACCCTCATGTGTGT

759 Atp6ap1 Atp6ap1_759 GGAAAGGACGAAACACCGTAGCTAGATCCACATGCAAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TAGCTAGATCCACATGCAAG

760 Atp6ap1 Atp6ap1_760 GGAAAGGACGAAACACCGGTGTCATTGTAACTCACAGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GTGTCATTGTAACTCACAGG

761 Unc93b1 Unc93b1_761 GGAAAGGACGAAACACCGCTGGGAACGCTACTACACGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CTGGGAACGCTACTACACGC

762 Unc93b1 Unc93b1_762 GGAAAGGACGAAACACCGCCGCAGTTGGACGAACTCGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CCGCAGTTGGACGAACTCGT

763 Unc93b1 Unc93b1_763 GGAAAGGACGAAACACCGAGGTGAAGTATGGCAACATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AGGTGAAGTATGGCAACATG

764 Unc93b1 Unc93b1_764 GGAAAGGACGAAACACCGGCACACGCGAAGCTCAACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GCACACGCGAAGCTCAACTG

765 Nfat5 Nfat5_765 GGAAAGGACGAAACACCGTCAGCCATTTACGTACACTCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TCAGCCATTTACGTACACTC

766 Nfat5 Nfat5_766 GGAAAGGACGAAACACCGAGTATCCGGTTAAAAGTGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AGTATCCGGTTAAAAGTGAG

767 Nfat5 Nfat5_767 GGAAAGGACGAAACACCGGCCGTGGGGGTAAGTAACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GCCGTGGGGGTAAGTAACAG

768 Nfat5 Nfat5_768 GGAAAGGACGAAACACCGAAGACCAACTTCTATAACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AAGACCAACTTCTATAACAG

769 Il1f5 Il1f5_769 GGAAAGGACGAAACACCGGTCATCCTGGGCGTTCAAGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GTCATCCTGGGCGTTCAAGG

770 Il1f5 Il1f5_770 GGAAAGGACGAAACACCGAACATCATGGAGCTCTACCTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AACATCATGGAGCTCTACCT

771 Il1f5 Il1f5_771 GGAAAGGACGAAACACCGAGGGCCAATTCTGAAACTTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AGGGCCAATTCTGAAACTTG

772 Il1f5 Il1f5_772 GGAAAGGACGAAACACCGTGTTGTCCCAAATCGGGCACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGTTGTCCCAAATCGGGCAC

773 Mefv Mefv_773 GGAAAGGACGAAACACCGTCTGATAACCTACTACGGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TCTGATAACCTACTACGGGG

774 Mefv Mefv_774 GGAAAGGACGAAACACCGAAGGAGGGTACCTTCACAAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AAGGAGGGTACCTTCACAAG

775 Mefv Mefv_775 GGAAAGGACGAAACACCGACCAAAAGGAAGGATCAGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ACCAAAAGGAAGGATCAGAG

776 Mefv Mefv_776 GGAAAGGACGAAACACCGTCTGAATGGAAGGACTACGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TCTGAATGGAAGGACTACGG

777 Extl3 Extl3_777 GGAAAGGACGAAACACCGGCCCAAGCCTCGCGTCACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GCCCAAGCCTCGCGTCACAG

778 Extl3 Extl3_778 GGAAAGGACGAAACACCGTCAGACATAGCATGGACAAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TCAGACATAGCATGGACAAG

779 Extl3 Extl3_779 GGAAAGGACGAAACACCGCCACACAGTGCCCACTCAGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CCACACAGTGCCCACTCAGT

780 Extl3 Extl3_780 GGAAAGGACGAAACACCGATTGCGGAGGTATTTAGGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ATTGCGGAGGTATTTAGGTG

781 Tyk2 Tyk2_781 GGAAAGGACGAAACACCGGTGTGGTTACGGCGACAGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GTGTGGTTACGGCGACAGAG

782 Tyk2 Tyk2_782 GGAAAGGACGAAACACCGTAGACCCCCGCATGATGACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TAGACCCCCGCATGATGACG

783 Tyk2 Tyk2_783 GGAAAGGACGAAACACCGCTTCCAGGACATTTCCCACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CTTCCAGGACATTTCCCACG

784 Tyk2 Tyk2_784 GGAAAGGACGAAACACCGATCCACATCGCACACAAAGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ATCCACATCGCACACAAAGT

785 Samhd1 Samhd1_785 GGAAAGGACGAAACACCGATCCTTACATTATGTCGATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ATCCTTACATTATGTCGATG

786 Samhd1 Samhd1_786 GGAAAGGACGAAACACCGGCTTGATATAGCGAAGTCGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GCTTGATATAGCGAAGTCGC

787 Samhd1 Samhd1_787 GGAAAGGACGAAACACCGCTTGGGCTGCCATCGCAGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CTTGGGCTGCCATCGCAGCG

788 Samhd1 Samhd1_788 GGAAAGGACGAAACACCGTTAGGATCTTACCTAGGTCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TTAGGATCTTACCTAGGTCG

789 Adar Adar_789 GGAAAGGACGAAACACCGACTCCAACAAGCCGCCTACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ACTCCAACAAGCCGCCTACG

790 Adar Adar_790 GGAAAGGACGAAACACCGAGAGGTAACCCCAGTAACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AGAGGTAACCCCAGTAACAG

791 Adar Adar_791 GGAAAGGACGAAACACCGTTCTTGTAGGGTGAACACCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TTCTTGTAGGGTGAACACCG

792 Adar Adar_792 GGAAAGGACGAAACACCGTGTATCCAGGAATTCCCTAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGTATCCAGGAATTCCCTAG

793 Tbk1 Tbk1_793 GGAAAGGACGAAACACCGTGCCGTTTAGACCCTTCGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGCCGTTTAGACCCTTCGAG
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794 Tbk1 Tbk1_794 GGAAAGGACGAAACACCGCTTCTCGCTACAACACATGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CTTCTCGCTACAACACATGA

795 Tbk1 Tbk1_795 GGAAAGGACGAAACACCGCAACATCATGCGCGTCATAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CAACATCATGCGCGTCATAG

796 Tbk1 Tbk1_796 GGAAAGGACGAAACACCGCGGGAACAACTCAATACCGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CGGGAACAACTCAATACCGT

797 Mogs Mogs_797 GGAAAGGACGAAACACCGTCTAGGTCATTCTTCCCACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TCTAGGTCATTCTTCCCACG

798 Mogs Mogs_798 GGAAAGGACGAAACACCGTCGGCAGCATATCCACGATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TCGGCAGCATATCCACGATG

799 Mogs Mogs_799 GGAAAGGACGAAACACCGTGCCGAAATAGACGTGTGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGCCGAAATAGACGTGTGGG

800 Mogs Mogs_800 GGAAAGGACGAAACACCGGAGGTCCTACTACCAGAGATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GAGGTCCTACTACCAGAGAT

801 Tnfrsf13b Tnfrsf13b_801 GGAAAGGACGAAACACCGGTACTACGACCATCTCCTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GTACTACGACCATCTCCTGG

802 Tnfrsf13b Tnfrsf13b_802 GGAAAGGACGAAACACCGGAAGTCAGGTCAGACAACTCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GAAGTCAGGTCAGACAACTC

803 Tnfrsf13b Tnfrsf13b_803 GGAAAGGACGAAACACCGGTGGCTCTCCTCTACGCCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GTGGCTCTCCTCTACGCCTG

804 Tnfrsf13b Tnfrsf13b_804 GGAAAGGACGAAACACCGATCAGTACTGGGACTCCTCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ATCAGTACTGGGACTCCTCA

805 Bcl11b Bcl11b_805 GGAAAGGACGAAACACCGGTTGTGCAAATGTAGCTGGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GTTGTGCAAATGTAGCTGGA

806 Bcl11b Bcl11b_806 GGAAAGGACGAAACACCGCTGAGAGCCCGTCGTCTGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CTGAGAGCCCGTCGTCTGAG

807 Bcl11b Bcl11b_807 GGAAAGGACGAAACACCGGCGGGAAGTTCATCTGACACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GCGGGAAGTTCATCTGACAC

808 Bcl11b Bcl11b_808 GGAAAGGACGAAACACCGCAGAGGTGAAGTAATCACGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CAGAGGTGAAGTAATCACGG

809 Stk4 Stk4_809 GGAAAGGACGAAACACCGAATACACCGAGATATCAAGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AATACACCGAGATATCAAGG

810 Stk4 Stk4_810 GGAAAGGACGAAACACCGTATCTGATATCATTCGGCTAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TATCTGATATCATTCGGCTA

811 Stk4 Stk4_811 GGAAAGGACGAAACACCGTGCTGATATCCATCCAATGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGCTGATATCCATCCAATGA

812 Stk4 Stk4_812 GGAAAGGACGAAACACCGTTCAGGAGCCATCCAAAACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TTCAGGAGCCATCCAAAACG

813 Ncstn Ncstn_813 GGAAAGGACGAAACACCGCCAGCAGAACCATGTAAGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CCAGCAGAACCATGTAAGGG

814 Ncstn Ncstn_814 GGAAAGGACGAAACACCGGTGCTATCAAGATCACAACCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GTGCTATCAAGATCACAACC

815 Ncstn Ncstn_815 GGAAAGGACGAAACACCGAGGGACAGAACTCACCCGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AGGGACAGAACTCACCCGTG

816 Ncstn Ncstn_816 GGAAAGGACGAAACACCGGGTGACTCACCGATTGTGGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GGTGACTCACCGATTGTGGA

817 Il21r Il21r_817 GGAAAGGACGAAACACCGGCACGTGTACCATATATGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GCACGTGTACCATATATGTG

818 Il21r Il21r_818 GGAAAGGACGAAACACCGAGGACGCTATGATATCTCCTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AGGACGCTATGATATCTCCT

819 Il21r Il21r_819 GGAAAGGACGAAACACCGGCCACCTCACCACAGCATAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GCCACCTCACCACAGCATAG

820 Il21r Il21r_820 GGAAAGGACGAAACACCGGGGCTGGAAGAAACTCTCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GGGCTGGAAGAAACTCTCAG

821 Il21 Il21_821 GGAAAGGACGAAACACCGGGTGACGAAGTCTAATCAGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GGTGACGAAGTCTAATCAGG

822 Il21 Il21_822 GGAAAGGACGAAACACCGGAAAATCTATGAAAATGACTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GAAAATCTATGAAAATGACT

823 Il21 Il21_823 GGAAAGGACGAAACACCGAAACTCAAGCCATCAAACCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AAACTCAAGCCATCAAACCC

824 Il21 Il21_824 GGAAAGGACGAAACACCGGACATTCATCATTGACCTCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GACATTCATCATTGACCTCG

825 Lpin2 Lpin2_825 GGAAAGGACGAAACACCGGGATACTCACGTTTCTAATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GGATACTCACGTTTCTAATG

826 Lpin2 Lpin2_826 GGAAAGGACGAAACACCGGGTTATATATCCGGATCACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GGTTATATATCCGGATCACG

827 Lpin2 Lpin2_827 GGAAAGGACGAAACACCGTGCAGGTCACCAAAAGAGAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGCAGGTCACCAAAAGAGAA

828 Lpin2 Lpin2_828 GGAAAGGACGAAACACCGAACCTGGATCCGTGTCACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AACCTGGATCCGTGTCACTG

829 Nop10 Nop10_829 GGAAAGGACGAAACACCGCGATCGCGTTTATACGCTGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CGATCGCGTTTATACGCTGA

830 Nop10 Nop10_830 GGAAAGGACGAAACACCGCAATATTACCTCAACGAGCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CAATATTACCTCAACGAGCA

831 Nop10 Nop10_831 GGAAAGGACGAAACACCGGGAGAACCGAGCAGGATGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GGAGAACCGAGCAGGATGGG

832 Nop10 Nop10_832 GGAAAGGACGAAACACCGGAGCAGAAATTTGACCCTATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GAGCAGAAATTTGACCCTAT

833 Psenen Psenen_833 GGAAAGGACGAAACACCGCGAGAATGATCACCCAGAAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CGAGAATGATCACCCAGAAG

834 Psenen Psenen_834 GGAAAGGACGAAACACCGCCGGAAGTACTATCTTGGTAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CCGGAAGTACTATCTTGGTA

835 Psenen Psenen_835 GGAAAGGACGAAACACCGCTTGGAGCGGGTATCCAATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CTTGGAGCGGGTATCCAATG

836 Psenen Psenen_836 GGAAAGGACGAAACACCGATGTTGACTAACCAAAGAAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ATGTTGACTAACCAAAGAAA

837 Ndnl2 Ndnl2_837 GGAAAGGACGAAACACCGCACGTATTGCAGGCGCTCGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CACGTATTGCAGGCGCTCGG

838 Ndnl2 Ndnl2_838 GGAAAGGACGAAACACCGCAACACCATCACCGAGACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CAACACCATCACCGAGACTG

839 Ndnl2 Ndnl2_839 GGAAAGGACGAAACACCGAGAAGAAGATCCCGATCAAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AGAAGAAGATCCCGATCAAG

840 Ndnl2 Ndnl2_840 GGAAAGGACGAAACACCGCCCTGTCGGCCCCGACCGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CCCTGTCGGCCCCGACCGTG

841 Sbds Sbds_841 GGAAAGGACGAAACACCGCCAGATCCGACTGACCAATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CCAGATCCGACTGACCAATG

842 Sbds Sbds_842 GGAAAGGACGAAACACCGCCTTCATGGCTCTCTCGATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CCTTCATGGCTCTCTCGATG

843 Sbds Sbds_843 GGAAAGGACGAAACACCGACTGAAATCTGCAAGCAGGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ACTGAAATCTGCAAGCAGGT

844 Sbds Sbds_844 GGAAAGGACGAAACACCGTAGGGATATCGCCACCATTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TAGGGATATCGCCACCATTG

845 Taz Taz_845 GGAAAGGACGAAACACCGTTTGGAGAAGCTTAACCATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TTTGGAGAAGCTTAACCATG

846 Taz Taz_846 GGAAAGGACGAAACACCGGGTCATCCATGCAAGACTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GGTCATCCATGCAAGACTGG
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847 Taz Taz_847 GGAAAGGACGAAACACCGAGCAGCTCACCTCGACACACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AGCAGCTCACCTCGACACAC

848 Taz Taz_848 GGAAAGGACGAAACACCGTATGAGCTCATTGAGAACCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TATGAGCTCATTGAGAACCG

849 Cdca7 Cdca7_849 GGAAAGGACGAAACACCGTCTACTGGTCGGATTATATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TCTACTGGTCGGATTATATG

850 Cdca7 Cdca7_850 GGAAAGGACGAAACACCGGCTGTCACAACTGTCATCGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GCTGTCACAACTGTCATCGG

851 Cdca7 Cdca7_851 GGAAAGGACGAAACACCGTGTGGCTACCAGAAGGAACCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGTGGCTACCAGAAGGAACC

852 Cdca7 Cdca7_852 GGAAAGGACGAAACACCGGTCGTCCAGAGAACAAGCCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GTCGTCCAGAGAACAAGCCA

853 Magt1 Magt1_853 GGAAAGGACGAAACACCGTGTGTGTGCGATCGCAGCGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGTGTGTGCGATCGCAGCGG

854 Magt1 Magt1_854 GGAAAGGACGAAACACCGCAGCTGAGCAGATTGCCCGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CAGCTGAGCAGATTGCCCGG

855 Magt1 Magt1_855 GGAAAGGACGAAACACCGTTATGCTGGACCCCTAATGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TTATGCTGGACCCCTAATGT

856 Magt1 Magt1_856 GGAAAGGACGAAACACCGGTGGAGCTTTAACAAGACGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GTGGAGCTTTAACAAGACGA

857 Rnaseh2b Rnaseh2b_857 GGAAAGGACGAAACACCGCTCCTAGGTCAACCAAACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CTCCTAGGTCAACCAAACTG

858 Rnaseh2b Rnaseh2b_858 GGAAAGGACGAAACACCGTCAGCCCTTGGACCAAGTCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TCAGCCCTTGGACCAAGTCG

859 Rnaseh2b Rnaseh2b_859 GGAAAGGACGAAACACCGCAGCCTTTAGGAGATAGTGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CAGCCTTTAGGAGATAGTGA

860 Rnaseh2b Rnaseh2b_860 GGAAAGGACGAAACACCGTGGCCAGCTTTACGAACAGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGGCCAGCTTTACGAACAGG

861 Jagn1 Jagn1_861 GGAAAGGACGAAACACCGGCACTACCAGATGAGGTACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GCACTACCAGATGAGGTACG

862 Jagn1 Jagn1_862 GGAAAGGACGAAACACCGGTACCTCATCTGGTAGTGCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GTACCTCATCTGGTAGTGCA

863 Jagn1 Jagn1_863 GGAAAGGACGAAACACCGAGTGCATGGCGACGCGCTCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AGTGCATGGCGACGCGCTCC

864 Jagn1 Jagn1_864 GGAAAGGACGAAACACCGCCGTCGGTGCCGGCCGCTCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CCGTCGGTGCCGGCCGCTCG

865 Ino80 Ino80_865 GGAAAGGACGAAACACCGGGGTTGCGGAATATCCTCACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GGGTTGCGGAATATCCTCAC

866 Ino80 Ino80_866 GGAAAGGACGAAACACCGAGAAAATGAATTGTCTGACAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AGAAAATGAATTGTCTGACA

867 Ino80 Ino80_867 GGAAAGGACGAAACACCGTGCCCATCAATGCATGAAGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGCCCATCAATGCATGAAGG

868 Ino80 Ino80_868 GGAAAGGACGAAACACCGGTGACGTGGAGATTCTTCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GTGACGTGGAGATTCTTCAG

869 Rnaseh2c Rnaseh2c_869 GGAAAGGACGAAACACCGCGTGAAGAAGCGATCTACCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CGTGAAGAAGCGATCTACCG

870 Rnaseh2c Rnaseh2c_870 GGAAAGGACGAAACACCGCGGCTGACTAGAACGTCGCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CGGCTGACTAGAACGTCGCA

871 Rnaseh2c Rnaseh2c_871 GGAAAGGACGAAACACCGAGGGTTTGCGGGATTCGTGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AGGGTTTGCGGGATTCGTGA

872 Rnaseh2c Rnaseh2c_872 GGAAAGGACGAAACACCGACCGTCTGCATCGTGGCGGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ACCGTCTGCATCGTGGCGGA

873 G6pc3 G6pc3_873 GGAAAGGACGAAACACCGTAGGCCGACTGCCAATAGGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TAGGCCGACTGCCAATAGGA

874 G6pc3 G6pc3_874 GGAAAGGACGAAACACCGTTCCCGGGCTAGAGAATATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TTCCCGGGCTAGAGAATATG

875 G6pc3 G6pc3_875 GGAAAGGACGAAACACCGGGGGCTCATTAGCCAGCCAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GGGGCTCATTAGCCAGCCAA

876 G6pc3 G6pc3_876 GGAAAGGACGAAACACCGTAAAGAGAGTCCAATACATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TAAAGAGAGTCCAATACATG

877 Ctc1 Ctc1_877 GGAAAGGACGAAACACCGCTGGTCGAATAACCCGCCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CTGGTCGAATAACCCGCCTG

878 Ctc1 Ctc1_878 GGAAAGGACGAAACACCGCTTGTAGATGAGATCCTCCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CTTGTAGATGAGATCCTCCA

879 Ctc1 Ctc1_879 GGAAAGGACGAAACACCGAATTGCAAGTAACCAAGACCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AATTGCAAGTAACCAAGACC

880 Ctc1 Ctc1_880 GGAAAGGACGAAACACCGCTTGGAACTATGGGGTACACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CTTGGAACTATGGGGTACAC

881 Gins1 Gins1_881 GGAAAGGACGAAACACCGCCGGCGCGCGGTGTAACTCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CCGGCGCGCGGTGTAACTCG

882 Gins1 Gins1_882 GGAAAGGACGAAACACCGTGCTTCGGATTAGAGCACTCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGCTTCGGATTAGAGCACTC

883 Gins1 Gins1_883 GGAAAGGACGAAACACCGGTTGTTGTTCACAGACGGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GTTGTTGTTCACAGACGGAG

884 Gins1 Gins1_884 GGAAAGGACGAAACACCGAGTCTCTTGCTACTTACATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AGTCTCTTGCTACTTACATG

885 C8g C8g_885 GGAAAGGACGAAACACCGTGGGACTCACAGCTTTCGGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGGGACTCACAGCTTTCGGA

886 C8g C8g_886 GGAAAGGACGAAACACCGCTGGGGAGCTGCGTGCAATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CTGGGGAGCTGCGTGCAATG

887 C8g C8g_887 GGAAAGGACGAAACACCGCCTCACCTTGGAACAAGAAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CCTCACCTTGGAACAAGAAG

888 C8g C8g_888 GGAAAGGACGAAACACCGCTGAGCACTGAAATTGACCTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CTGAGCACTGAAATTGACCT

889 Rnaseh2a Rnaseh2a_889 GGAAAGGACGAAACACCGTGTCACACGATACAGCTGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGTCACACGATACAGCTGCG

890 Rnaseh2a Rnaseh2a_890 GGAAAGGACGAAACACCGGTAACAGATGGCGTAGACCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GTAACAGATGGCGTAGACCA

891 Rnaseh2a Rnaseh2a_891 GGAAAGGACGAAACACCGAGACCTTGACAGAGAACGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AGACCTTGACAGAGAACGAG

892 Rnaseh2a Rnaseh2a_892 GGAAAGGACGAAACACCGGGCTCCTTGAGACACACAGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GGCTCCTTGAGACACACAGC

893 Trnt1 Trnt1_893 GGAAAGGACGAAACACCGCATGAATTAAGAATAGCAGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CATGAATTAAGAATAGCAGG

894 Trnt1 Trnt1_894 GGAAAGGACGAAACACCGATTCGCATGATCAACAACAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ATTCGCATGATCAACAACAA

895 Trnt1 Trnt1_895 GGAAAGGACGAAACACCGAACCTGTTCTCACCTATGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AACCTGTTCTCACCTATGTG

896 Trnt1 Trnt1_896 GGAAAGGACGAAACACCGGGCAGAATTGTCGACAGACCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GGCAGAATTGTCGACAGACC

897 Rnf168 Rnf168_897 GGAAAGGACGAAACACCGGGTGTGCCCCAGTTAACTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GGTGTGCCCCAGTTAACTGG

898 Rnf168 Rnf168_898 GGAAAGGACGAAACACCGCCCGGGCCACAGTTATGTGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CCCGGGCCACAGTTATGTGT

899 Rnf168 Rnf168_899 GGAAAGGACGAAACACCGAGCATGGGTTACAGAGCGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AGCATGGGTTACAGAGCGTG



No. *Oligo name *Sequence(5'to3'） nt# Remarks 5' sgRNA.Target.Sequence 3'

900 Rnf168 Rnf168_900 GGAAAGGACGAAACACCGAATCTCTGGACAAGAATCAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AATCTCTGGACAAGAATCAA

901 Unc13d Unc13d_901 GGAAAGGACGAAACACCGAATCTGGTACAGGACGTCATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AATCTGGTACAGGACGTCAT

902 Unc13d Unc13d_902 GGAAAGGACGAAACACCGACAGAGACCTACCCAGACCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ACAGAGACCTACCCAGACCG

903 Unc13d Unc13d_903 GGAAAGGACGAAACACCGTGGCTGGCTGAAACCAGCGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGGCTGGCTGAAACCAGCGG

904 Unc13d Unc13d_904 GGAAAGGACGAAACACCGGCAGCCCTGTGTCCCGACGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GCAGCCCTGTGTCCCGACGT

905 Nbas Nbas_905 GGAAAGGACGAAACACCGAACAAAACAGCATATTCGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AACAAAACAGCATATTCGTG

906 Nbas Nbas_906 GGAAAGGACGAAACACCGATAGCAGTATTTATTCCATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ATAGCAGTATTTATTCCATG

907 Nbas Nbas_907 GGAAAGGACGAAACACCGATTGATTGATGTCAATTGGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ATTGATTGATGTCAATTGGT

908 Nbas Nbas_908 GGAAAGGACGAAACACCGTTTGCCGAATGACATGACATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TTTGCCGAATGACATGACAT

909 Slc29a3 Slc29a3_909 GGAAAGGACGAAACACCGAATGATGGCCATGCACGCGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AATGATGGCCATGCACGCGA

910 Slc29a3 Slc29a3_910 GGAAAGGACGAAACACCGGGGAAACTGCGCAGAACCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GGGAAACTGCGCAGAACCCG

911 Slc29a3 Slc29a3_911 GGAAAGGACGAAACACCGCAAGGAAGACTGCTGCCATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CAAGGAAGACTGCTGCCATG

912 Slc29a3 Slc29a3_912 GGAAAGGACGAAACACCGACCAGAAAACACTCGAACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ACCAGAAAACACTCGAACTG

913 Ifih1 Ifih1_913 GGAAAGGACGAAACACCGTGTGGGTTTGACATAGCGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGTGGGTTTGACATAGCGCG

914 Ifih1 Ifih1_914 GGAAAGGACGAAACACCGCGTAGACGACATATTACCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CGTAGACGACATATTACCAG

915 Ifih1 Ifih1_915 GGAAAGGACGAAACACCGTGGGTTCCAAAATCTGACATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGGGTTCCAAAATCTGACAT

916 Ifih1 Ifih1_916 GGAAAGGACGAAACACCGGATTGATGCATATAGCCACCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GATTGATGCATATAGCCACC

917 Snx10 Snx10_917 GGAAAGGACGAAACACCGGCAGAGCCATCTGAACTCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GCAGAGCCATCTGAACTCCG

918 Snx10 Snx10_918 GGAAAGGACGAAACACCGCATGTCGACCAACGCCGCCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CATGTCGACCAACGCCGCCA

919 Snx10 Snx10_919 GGAAAGGACGAAACACCGAAACATCTTGTGTACGAAGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AAACATCTTGTGTACGAAGA

920 Snx10 Snx10_920 GGAAAGGACGAAACACCGAAAGCAAGAGTGCATTCTGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AAAGCAAGAGTGCATTCTGC

921 Tnfrsf13c Tnfrsf13c_921 GGAAAGGACGAAACACCGCAGACTCACTAGACCCACCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CAGACTCACTAGACCCACCA

922 Tnfrsf13c Tnfrsf13c_922 GGAAAGGACGAAACACCGGACACGCAGTTTCTCACCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GACACGCAGTTTCTCACCAG

923 Tnfrsf13c Tnfrsf13c_923 GGAAAGGACGAAACACCGCTCCGCGCTGAGACCCGACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CTCCGCGCTGAGACCCGACG

924 Tnfrsf13c Tnfrsf13c_924 GGAAAGGACGAAACACCGGCACTCGGTCTGATTGCACTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GCACTCGGTCTGATTGCACT

925 Spink5 Spink5_925 GGAAAGGACGAAACACCGCGGGAAAGTGACCCAATCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CGGGAAAGTGACCCAATCCG

926 Spink5 Spink5_926 GGAAAGGACGAAACACCGAGGGAGAGTGACCCTGTACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AGGGAGAGTGACCCTGTACG

927 Spink5 Spink5_927 GGAAAGGACGAAACACCGCGAGAAAATGACCCTGTGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CGAGAAAATGACCCTGTGCG

928 Spink5 Spink5_928 GGAAAGGACGAAACACCGTGGAAGACTTGGATGTACACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGGAAGACTTGGATGTACAC

929 Tmem173 Tmem173_929 GGAAAGGACGAAACACCGGAAGGCCAAACATCCAACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GAAGGCCAAACATCCAACTG

930 Tmem173 Tmem173_930 GGAAAGGACGAAACACCGTATCTCGGAATCGAATGTTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TATCTCGGAATCGAATGTTG

931 Tmem173 Tmem173_931 GGAAAGGACGAAACACCGAGTATGACCAGGCCAGCCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AGTATGACCAGGCCAGCCCG

932 Tmem173 Tmem173_932 GGAAAGGACGAAACACCGCAGTAGTCCAAGTTCGTGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CAGTAGTCCAAGTTCGTGCG

933 Parn Parn_933 GGAAAGGACGAAACACCGAAAACGGTCTCAAGCCAATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AAAACGGTCTCAAGCCAATG

934 Parn Parn_934 GGAAAGGACGAAACACCGGGTCATACTTAAAAGCACAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GGTCATACTTAAAAGCACAA

935 Parn Parn_935 GGAAAGGACGAAACACCGAAGACATATAGTTATCAGCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AAGACATATAGTTATCAGCA

936 Parn Parn_936 GGAAAGGACGAAACACCGCCAACTCACCGAATTAGCAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CCAACTCACCGAATTAGCAA

937 Stx11 Stx11_937 GGAAAGGACGAAACACCGTCGAACACTATGTCCTCCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TCGAACACTATGTCCTCCCG

938 Stx11 Stx11_938 GGAAAGGACGAAACACCGAGCCATGTACGAGTACAACCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AGCCATGTACGAGTACAACC

939 Stx11 Stx11_939 GGAAAGGACGAAACACCGCATGTCGGGCGAGCAGATTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CATGTCGGGCGAGCAGATTG

940 Stx11 Stx11_940 GGAAAGGACGAAACACCGAGCTGCTTCTGATAGACGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AGCTGCTTCTGATAGACGTG

941 Rhoh Rhoh_941 GGAAAGGACGAAACACCGGGTACTGATGTGCTACTCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GGTACTGATGTGCTACTCTG

942 Rhoh Rhoh_942 GGAAAGGACGAAACACCGCCCACGGTGTACGAGAATACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CCCACGGTGTACGAGAATAC

943 Rhoh Rhoh_943 GGAAAGGACGAAACACCGACAACCAGCACCGGGGTACAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ACAACCAGCACCGGGGTACA

944 Rhoh Rhoh_944 GGAAAGGACGAAACACCGCAGGGGCCGGATACTTCTGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CAGGGGCCGGATACTTCTGA

945 Dock8 Dock8_945 GGAAAGGACGAAACACCGACTTCCGGTTTGCGACACCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ACTTCCGGTTTGCGACACCG

946 Dock8 Dock8_946 GGAAAGGACGAAACACCGCCGGAACACGTAGTGCACGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CCGGAACACGTAGTGCACGT

947 Dock8 Dock8_947 GGAAAGGACGAAACACCGAGCACGTTTAAGGGATGACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AGCACGTTTAAGGGATGACG

948 Dock8 Dock8_948 GGAAAGGACGAAACACCGTAGCGAAGTTCAGTCGCTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TAGCGAAGTTCAGTCGCTGG

949 Ercc6l2 Ercc6l2_949 GGAAAGGACGAAACACCGCTGTTACAGACCAACTCACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CTGTTACAGACCAACTCACG

950 Ercc6l2 Ercc6l2_950 GGAAAGGACGAAACACCGCGTACCAAGACTCTTATCAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CGTACCAAGACTCTTATCAA

951 Ercc6l2 Ercc6l2_951 GGAAAGGACGAAACACCGGGTACTTGCGAGATTACCAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GGTACTTGCGAGATTACCAA

952 Ercc6l2 Ercc6l2_952 GGAAAGGACGAAACACCGAAGGATGAATTGGATACCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AAGGATGAATTGGATACCTG
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953 Dnajc21 Dnajc21_953 GGAAAGGACGAAACACCGTAGGTACGATAACCACCGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TAGGTACGATAACCACCGAG

954 Dnajc21 Dnajc21_954 GGAAAGGACGAAACACCGCTCCCAGAGCGACTATGACAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CTCCCAGAGCGACTATGACA

955 Dnajc21 Dnajc21_955 GGAAAGGACGAAACACCGTAAACGAGATAAGAGAGTGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TAAACGAGATAAGAGAGTGC

956 Dnajc21 Dnajc21_956 GGAAAGGACGAAACACCGTGGATCAGATGAAAACGAAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGGATCAGATGAAAACGAAG

957 Lrba Lrba_957 GGAAAGGACGAAACACCGGACCGTCCCAATGAACTCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GACCGTCCCAATGAACTCAG

958 Lrba Lrba_958 GGAAAGGACGAAACACCGGTGTGGCGAGTGGACGAAGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GTGTGGCGAGTGGACGAAGA

959 Lrba Lrba_959 GGAAAGGACGAAACACCGATAGTTACCATGTACCACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ATAGTTACCATGTACCACTG

960 Lrba Lrba_960 GGAAAGGACGAAACACCGCAGATGCAGTAGACCAACAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CAGATGCAGTAGACCAACAA

961 Lamtor2 Lamtor2_961 GGAAAGGACGAAACACCGGTTCCCGTTCCTATCATACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GTTCCCGTTCCTATCATACG

962 Lamtor2 Lamtor2_962 GGAAAGGACGAAACACCGGCTGGCCTACTCCGGTTATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GCTGGCCTACTCCGGTTATG

963 Lamtor2 Lamtor2_963 GGAAAGGACGAAACACCGCCACCCTCGTAATGGCTACAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CCACCCTCGTAATGGCTACA

964 Lamtor2 Lamtor2_964 GGAAAGGACGAAACACCGCACAGATGCCCGGGTCACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CACAGATGCCCGGGTCACTG

965 Smarcd2 Smarcd2_965 GGAAAGGACGAAACACCGGAGATAATGCGGGAACTGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GAGATAATGCGGGAACTGCG

966 Smarcd2 Smarcd2_966 GGAAAGGACGAAACACCGGCATCGGATGCCCACCACACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GCATCGGATGCCCACCACAC

967 Smarcd2 Smarcd2_967 GGAAAGGACGAAACACCGCCCAACACACTCACTCGCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CCCAACACACTCACTCGCTG

968 Smarcd2 Smarcd2_968 GGAAAGGACGAAACACCGCGGAGCAGCTGTGCCAAATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CGGAGCAGCTGTGCCAAATG

969 C230052I12Rik C230052I12Rik_969 GGAAAGGACGAAACACCGCTAGCCACAATATGTCCTAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CTAGCCACAATATGTCCTAG

970 C230052I12Rik C230052I12Rik_970 GGAAAGGACGAAACACCGTGAGGCAGGATGCTTCCGACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGAGGCAGGATGCTTCCGAC

971 C230052I12Rik C230052I12Rik_971 GGAAAGGACGAAACACCGCAGTAAACTTCTGGACTGCTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CAGTAAACTTCTGGACTGCT

972 C230052I12Rik C230052I12Rik_972 GGAAAGGACGAAACACCGTATGATCCCTTGAAGATGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TATGATCCCTTGAAGATGTG

973 Usb1 Usb1_973 GGAAAGGACGAAACACCGACACGGTATGTAGATGTGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ACACGGTATGTAGATGTGGG

974 Usb1 Usb1_974 GGAAAGGACGAAACACCGTCCTCGATCCTCACCAACGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TCCTCGATCCTCACCAACGG

975 Usb1 Usb1_975 GGAAAGGACGAAACACCGGGTACAAACATCTGAGCTCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GGTACAAACATCTGAGCTCG

976 Usb1 Usb1_976 GGAAAGGACGAAACACCGGACGACAGTGCAAAGCATGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GACGACAGTGCAAAGCATGG

977 Traf3ip2 Traf3ip2_977 GGAAAGGACGAAACACCGGTCCTGCAGGTAACACGAGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GTCCTGCAGGTAACACGAGG

978 Traf3ip2 Traf3ip2_978 GGAAAGGACGAAACACCGGTAGTACTGACAGTTCCATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GTAGTACTGACAGTTCCATG

979 Traf3ip2 Traf3ip2_979 GGAAAGGACGAAACACCGCCTGCGAGCTAAAGTCCTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CCTGCGAGCTAAAGTCCTGG

980 Traf3ip2 Traf3ip2_980 GGAAAGGACGAAACACCGCCAAAGCATTAGGTAAACTTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CCAAAGCATTAGGTAAACTT

981 Ticam1 Ticam1_981 GGAAAGGACGAAACACCGAAGATGCCATCGATCACTCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AAGATGCCATCGATCACTCG

982 Ticam1 Ticam1_982 GGAAAGGACGAAACACCGTCTGGAACGCTAATTTCGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TCTGGAACGCTAATTTCGTG

983 Ticam1 Ticam1_983 GGAAAGGACGAAACACCGGATATCAAGGGGGACCCCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GATATCAAGGGGGACCCCAG

984 Ticam1 Ticam1_984 GGAAAGGACGAAACACCGCTTCACACCATGGAACCCATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CTTCACACCATGGAACCCAT

985 Fermt3 Fermt3_985 GGAAAGGACGAAACACCGGGAGGTGCATGACCTGACAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GGAGGTGCATGACCTGACAA

986 Fermt3 Fermt3_986 GGAAAGGACGAAACACCGCTGTCACACTCCGAGTCACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CTGTCACACTCCGAGTCACG

987 Fermt3 Fermt3_987 GGAAAGGACGAAACACCGGGGCTACCGCCAGTACTGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GGGCTACCGCCAGTACTGGG

988 Fermt3 Fermt3_988 GGAAAGGACGAAACACCGCTCACCCACATCCCCGCTCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CTCACCCACATCCCCGCTCA

989 Mthfd1 Mthfd1_989 GGAAAGGACGAAACACCGACACCAACGATAGATTCCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ACACCAACGATAGATTCCTG

990 Mthfd1 Mthfd1_990 GGAAAGGACGAAACACCGCACTATGAATCCGTGCACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CACTATGAATCCGTGCACAG

991 Mthfd1 Mthfd1_991 GGAAAGGACGAAACACCGGATTGCCGGAAGGCACGCGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GATTGCCGGAAGGCACGCGG

992 Mthfd1 Mthfd1_992 GGAAAGGACGAAACACCGGGTAGCGTCCAGTAAGAAAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GGTAGCGTCCAGTAAGAAAG

993 Obfc1 Obfc1_993 GGAAAGGACGAAACACCGGACGCAGTTTATAACCCCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GACGCAGTTTATAACCCCAG

994 Obfc1 Obfc1_994 GGAAAGGACGAAACACCGCAACGGGCATCCAATAAGGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CAACGGGCATCCAATAAGGC

995 Obfc1 Obfc1_995 GGAAAGGACGAAACACCGGGAGATATCATCCGAGTCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GGAGATATCATCCGAGTCCG

996 Obfc1 Obfc1_996 GGAAAGGACGAAACACCGTCGCAGTGCTCAGAATAGCTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TCGCAGTGCTCAGAATAGCT

997 Card11 Card11_997 GGAAAGGACGAAACACCGGCAGCATAACTGTGTTCATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GCAGCATAACTGTGTTCATG

998 Card11 Card11_998 GGAAAGGACGAAACACCGACTATGGAGTCATTTCCCGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ACTATGGAGTCATTTCCCGG

999 Card11 Card11_999 GGAAAGGACGAAACACCGCACACACTTCCTGATGAACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CACACACTTCCTGATGAACG

1000 Card11 Card11_1000 GGAAAGGACGAAACACCGGCGACCTCCAACTCGAGGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GCGACCTCCAACTCGAGGTG

1001 Sp110 Sp110_1001 GGAAAGGACGAAACACCGAAATGACCTGGAAATGGCCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AAATGACCTGGAAATGGCCA

1002 Sp110 Sp110_1002 GGAAAGGACGAAACACCGGGTCAAATTCCAAAAGAAGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GGTCAAATTCCAAAAGAAGA

1003 Sp110 Sp110_1003 GGAAAGGACGAAACACCGTCCTGAATGCAGCCAAGGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TCCTGAATGCAGCCAAGGAG

1004 Sp110 Sp110_1004 GGAAAGGACGAAACACCGAGCTCAAGGCAGTGAGCAGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AGCTCAAGGCAGTGAGCAGG

1005 Orai1 Orai1_1005 GGAAAGGACGAAACACCGGATCGGCCAGAGTTACTCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GATCGGCCAGAGTTACTCCG
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1006 Orai1 Orai1_1006 GGAAAGGACGAAACACCGTGGCGATGCATGCGCTCGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGGCGATGCATGCGCTCGTG

1007 Orai1 Orai1_1007 GGAAAGGACGAAACACCGAAGACGATGAGCAACCCTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AAGACGATGAGCAACCCTGG

1008 Orai1 Orai1_1008 GGAAAGGACGAAACACCGAATCCGGAGCTTCCCGTGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AATCCGGAGCTTCCCGTGAG

1009 Pgm3 Pgm3_1009 GGAAAGGACGAAACACCGTACGGCCTCACATAACCCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TACGGCCTCACATAACCCTG

1010 Pgm3 Pgm3_1010 GGAAAGGACGAAACACCGAACTTCTTCAAGGTACCGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AACTTCTTCAAGGTACCGCG

1011 Pgm3 Pgm3_1011 GGAAAGGACGAAACACCGTACACCATGTAGTGCAACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TACACCATGTAGTGCAACTG

1012 Pgm3 Pgm3_1012 GGAAAGGACGAAACACCGCTGCTATGACATACCCTGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CTGCTATGACATACCCTGTG

1013 C7 C7_1013 GGAAAGGACGAAACACCGCATACTGATCGATTAACCGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CATACTGATCGATTAACCGT

1014 C7 C7_1014 GGAAAGGACGAAACACCGATCAACACCAAAAGTTTCGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ATCAACACCAAAAGTTTCGG

1015 C7 C7_1015 GGAAAGGACGAAACACCGCAATCCTGCAAACCTGAACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CAATCCTGCAAACCTGAACG

1016 C7 C7_1016 GGAAAGGACGAAACACCGGTGTCTCCACAACAATAGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GTGTCTCCACAACAATAGCG

1017 C8b C8b_1017 GGAAAGGACGAAACACCGAAAGACGCCATGGAGCAAGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AAAGACGCCATGGAGCAAGG

1018 C8b C8b_1018 GGAAAGGACGAAACACCGATTGTGTGACTTGTCCGACAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ATTGTGTGACTTGTCCGACA

1019 C8b C8b_1019 GGAAAGGACGAAACACCGTTGACTGTGAGCTATCCACCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TTGACTGTGAGCTATCCACC

1020 C8b C8b_1020 GGAAAGGACGAAACACCGCAAGGACAGAGCGCGCGTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CAAGGACAGAGCGCGCGTGG

1021 Cebpe Cebpe_1021 GGAAAGGACGAAACACCGCAGTACCAAGTGGCACACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CAGTACCAAGTGGCACACTG

1022 Cebpe Cebpe_1022 GGAAAGGACGAAACACCGGCAGGTAGTGAGGAAACGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GCAGGTAGTGAGGAAACGAG

1023 Cebpe Cebpe_1023 GGAAAGGACGAAACACCGCAGACTCGATGTAGGCGGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CAGACTCGATGTAGGCGGAG

1024 Cebpe Cebpe_1024 GGAAAGGACGAAACACCGCTTACCTTGAGGACACGCAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CTTACCTTGAGGACACGCAA

1025 Tirap Tirap_1025 GGAAAGGACGAAACACCGCTGTCTGTGAACCATCATAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CTGTCTGTGAACCATCATAG

1026 Tirap Tirap_1026 GGAAAGGACGAAACACCGCGAAACAATGGCGCCACCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CGAAACAATGGCGCCACCCG

1027 Tirap Tirap_1027 GGAAAGGACGAAACACCGTGCAGCTCGAGGGTGAGCTAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGCAGCTCGAGGGTGAGCTA

1028 Tirap Tirap_1028 GGAAAGGACGAAACACCGCAAGTAGGAGACCAGCTCCTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CAAGTAGGAGACCAGCTCCT

1029 Dclre1b Dclre1b_1029 GGAAAGGACGAAACACCGTGCTAGACAAACCCACCGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGCTAGACAAACCCACCGTG

1030 Dclre1b Dclre1b_1030 GGAAAGGACGAAACACCGTCCACTGAAGCATGGCAGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TCCACTGAAGCATGGCAGAG

1031 Dclre1b Dclre1b_1031 GGAAAGGACGAAACACCGAGAGAAACATGACAGAACCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AGAGAAACATGACAGAACCA

1032 Dclre1b Dclre1b_1032 GGAAAGGACGAAACACCGTGAATGGTCAGAGTACGGGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGAATGGTCAGAGTACGGGA

1033 Tlr3 Tlr3_1033 GGAAAGGACGAAACACCGCTTAGATGAAATCCCAGTCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CTTAGATGAAATCCCAGTCG

1034 Tlr3 Tlr3_1034 GGAAAGGACGAAACACCGGTTGTAGGAAAGATCGAGCTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GTTGTAGGAAAGATCGAGCT

1035 Tlr3 Tlr3_1035 GGAAAGGACGAAACACCGGAATGGTCAAGTTACGAAGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GAATGGTCAAGTTACGAAGA

1036 Tlr3 Tlr3_1036 GGAAAGGACGAAACACCGATCTACAAAGTTGGGAACGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ATCTACAAAGTTGGGAACGG

1037 Card14 Card14_1037 GGAAAGGACGAAACACCGCCACAGCCGCATGAAACGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CCACAGCCGCATGAAACGTG

1038 Card14 Card14_1038 GGAAAGGACGAAACACCGTGTTCTACCTTAGAGACTCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGTTCTACCTTAGAGACTCG

1039 Card14 Card14_1039 GGAAAGGACGAAACACCGCACTCTGGAGAATACAACGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CACTCTGGAGAATACAACGC

1040 Card14 Card14_1040 GGAAAGGACGAAACACCGAGAACTAAATCGGCTTAAGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AGAACTAAATCGGCTTAAGG

1041 Rfxap Rfxap_1041 GGAAAGGACGAAACACCGTCCAAGACCTGCACGTACGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TCCAAGACCTGCACGTACGA

1042 Rfxap Rfxap_1042 GGAAAGGACGAAACACCGGCACCGCAACAAGATGTACAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GCACCGCAACAAGATGTACA

1043 Rfxap Rfxap_1043 GGAAAGGACGAAACACCGCTGGACACATCGGACCCGGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CTGGACACATCGGACCCGGC

1044 Rfxap Rfxap_1044 GGAAAGGACGAAACACCGGTCACCGGAGGGGCCGTCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GTCACCGGAGGGGCCGTCCG

1045 Il17rc Il17rc_1045 GGAAAGGACGAAACACCGCTGTGGAACGATGACAACATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CTGTGGAACGATGACAACAT

1046 Il17rc Il17rc_1046 GGAAAGGACGAAACACCGAGCAATACTTACCCCAGAGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AGCAATACTTACCCCAGAGG

1047 Il17rc Il17rc_1047 GGAAAGGACGAAACACCGGGAGCCACAAGATTTCCAGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GGAGCCACAAGATTTCCAGT

1048 Il17rc Il17rc_1048 GGAAAGGACGAAACACCGATCTAGCTGCCATACCCCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ATCTAGCTGCCATACCCCTG

1049 Wipf1 Wipf1_1049 GGAAAGGACGAAACACCGGGAACAGAATGCCTCCCCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GGAACAGAATGCCTCCCCCG

1050 Wipf1 Wipf1_1050 GGAAAGGACGAAACACCGCCGTCGAGTCTGCACAACCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CCGTCGAGTCTGCACAACCG

1051 Wipf1 Wipf1_1051 GGAAAGGACGAAACACCGGGGGCTTGTCATCCAAGGCTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GGGGCTTGTCATCCAAGGCT

1052 Wipf1 Wipf1_1052 GGAAAGGACGAAACACCGGCTGAGGTCCACCGCCAACAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GCTGAGGTCCACCGCCAACA

1053 Wrap53 Wrap53_1053 GGAAAGGACGAAACACCGGGTCATTACCACTTACTAGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GGTCATTACCACTTACTAGG

1054 Wrap53 Wrap53_1054 GGAAAGGACGAAACACCGAGAAACGAATCTCCCCGAGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AGAAACGAATCTCCCCGAGT

1055 Wrap53 Wrap53_1055 GGAAAGGACGAAACACCGGAAGAGTTGGGAACCATCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GAAGAGTTGGGAACCATCCG

1056 Wrap53 Wrap53_1056 GGAAAGGACGAAACACCGGACACAACCAAGCTAGCCACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GACACAACCAAGCTAGCCAC

1057 Tmc6 Tmc6_1057 GGAAAGGACGAAACACCGGGAGTCATGTCGCTCCAGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GGAGTCATGTCGCTCCAGAG

1058 Tmc6 Tmc6_1058 GGAAAGGACGAAACACCGTTTCCAAGGTCGCAGCCGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TTTCCAAGGTCGCAGCCGTG
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1059 Tmc6 Tmc6_1059 GGAAAGGACGAAACACCGGACCAGAAAACGTAGGCACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GACCAGAAAACGTAGGCACG

1060 Tmc6 Tmc6_1060 GGAAAGGACGAAACACCGTACCGGGTTGGCAGTACCAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TACCGGGTTGGCAGTACCAA

1061 Tmc8 Tmc8_1061 GGAAAGGACGAAACACCGGGAGCTCTCTACGAGATTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GGAGCTCTCTACGAGATTGG

1062 Tmc8 Tmc8_1062 GGAAAGGACGAAACACCGCAACGCTTGCGACTACCAGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CAACGCTTGCGACTACCAGG

1063 Tmc8 Tmc8_1063 GGAAAGGACGAAACACCGCTTCTACGGTGCCTACCGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CTTCTACGGTGCCTACCGAG

1064 Tmc8 Tmc8_1064 GGAAAGGACGAAACACCGCATCCGCACAGGCGTCCGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CATCCGCACAGGCGTCCGGG

1065 Ttc37 Ttc37_1065 GGAAAGGACGAAACACCGACAAACAGATCACTTCTAGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ACAAACAGATCACTTCTAGT

1066 Ttc37 Ttc37_1066 GGAAAGGACGAAACACCGCGCCTGTGTTCAGACAGGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CGCCTGTGTTCAGACAGGCG

1067 Ttc37 Ttc37_1067 GGAAAGGACGAAACACCGTGACGTGTGTAAGAAACTCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGACGTGTGTAAGAAACTCG

1068 Ttc37 Ttc37_1068 GGAAAGGACGAAACACCGGAGGCGTACTTAAGCAGAGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GAGGCGTACTTAAGCAGAGG

1069 Mkl1 Mkl1_1069 GGAAAGGACGAAACACCGAGACAGTTCCTCCTTCGACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AGACAGTTCCTCCTTCGACG

1070 Mkl1 Mkl1_1070 GGAAAGGACGAAACACCGGTGATGAGAATTCCACACCTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GTGATGAGAATTCCACACCT

1071 Mkl1 Mkl1_1071 GGAAAGGACGAAACACCGCTGCCCCCAAGCCTAGCCAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CTGCCCCCAAGCCTAGCCAA

1072 Mkl1 Mkl1_1072 GGAAAGGACGAAACACCGGTCAGGATGCACATTCTGGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GTCAGGATGCACATTCTGGA

1073 Ttc7 Ttc7_1073 GGAAAGGACGAAACACCGTGGGATCGATGACATATCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGGGATCGATGACATATCCG

1074 Ttc7 Ttc7_1074 GGAAAGGACGAAACACCGTCCAAGACCAATTACTACCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TCCAAGACCAATTACTACCG

1075 Ttc7 Ttc7_1075 GGAAAGGACGAAACACCGGCAACACACCTGTCGGACGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GCAACACACCTGTCGGACGA

1076 Ttc7 Ttc7_1076 GGAAAGGACGAAACACCGCTGCCCCAAAGACAACATAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CTGCCCCAAAGACAACATAG

1077 Dclre1c Dclre1c_1077 GGAAAGGACGAAACACCGTTTATTCACCAACCTAAGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TTTATTCACCAACCTAAGCG

1078 Dclre1c Dclre1c_1078 GGAAAGGACGAAACACCGCAGGGAAACATACACGACTTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CAGGGAAACATACACGACTT

1079 Dclre1c Dclre1c_1079 GGAAAGGACGAAACACCGGCATCAAGCCATCTACCATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GCATCAAGCCATCTACCATG

1080 Dclre1c Dclre1c_1080 GGAAAGGACGAAACACCGTCAACTAAAGATATCTGCGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TCAACTAAAGATATCTGCGT

1081 Slc35c1 Slc35c1_1081 GGAAAGGACGAAACACCGAGGGCACCCCTACGTACTTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AGGGCACCCCTACGTACTTG

1082 Slc35c1 Slc35c1_1082 GGAAAGGACGAAACACCGAGGTTAGGCGCCAGATACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AGGTTAGGCGCCAGATACTG

1083 Slc35c1 Slc35c1_1083 GGAAAGGACGAAACACCGCTCACCAATGATGACGCCGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CTCACCAATGATGACGCCGC

1084 Slc35c1 Slc35c1_1084 GGAAAGGACGAAACACCGGCAGTGAGGTCACCAGGCATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GCAGTGAGGTCACCAGGCAT

1085 C8a C8a_1085 GGAAAGGACGAAACACCGTCCTGCTATAGGTACTACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TCCTGCTATAGGTACTACTG

1086 C8a C8a_1086 GGAAAGGACGAAACACCGGGAGATTGAAGTATCCGCCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GGAGATTGAAGTATCCGCCA

1087 C8a C8a_1087 GGAAAGGACGAAACACCGCATTGTACACAGTTTCACACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CATTGTACACAGTTTCACAC

1088 C8a C8a_1088 GGAAAGGACGAAACACCGCTTGCCTTAGACAAGGTGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CTTGCCTTAGACAAGGTGTG

1089 Rltpr Rltpr_1089 GGAAAGGACGAAACACCGGCCTGACTTACCATGAAGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GCCTGACTTACCATGAAGGG

1090 Rltpr Rltpr_1090 GGAAAGGACGAAACACCGCAACCAAGTAGACTCTACTTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CAACCAAGTAGACTCTACTT

1091 Rltpr Rltpr_1091 GGAAAGGACGAAACACCGAGACCACCCTGGATACCACAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AGACCACCCTGGATACCACA

1092 Rltpr Rltpr_1092 GGAAAGGACGAAACACCGACATGCGCCTGTCAATCACTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ACATGCGCCTGTCAATCACT

1093 Malt1 Malt1_1093 GGAAAGGACGAAACACCGGTCCTATGCCTCACTACCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GTCCTATGCCTCACTACCAG

1094 Malt1 Malt1_1094 GGAAAGGACGAAACACCGATATGAGATGTGTAACGCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ATATGAGATGTGTAACGCTG

1095 Malt1 Malt1_1095 GGAAAGGACGAAACACCGCCACTGGCTAAATTCAAAAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CCACTGGCTAAATTCAAAAG

1096 Malt1 Malt1_1096 GGAAAGGACGAAACACCGAGCTTGGACCGCGCTCCGGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AGCTTGGACCGCGCTCCGGA

1097 Dkc1 Dkc1_1097 GGAAAGGACGAAACACCGTTTACTGCAGCAATAAGTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TTTACTGCAGCAATAAGTGG

1098 Dkc1 Dkc1_1098 GGAAAGGACGAAACACCGTCTCTACCCGAAGTATTCGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TCTCTACCCGAAGTATTCGT

1099 Dkc1 Dkc1_1099 GGAAAGGACGAAACACCGTACGCATAGTGTCCGAATGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TACGCATAGTGTCCGAATGT

1100 Dkc1 Dkc1_1100 GGAAAGGACGAAACACCGATGATGTACTCGATGCTCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ATGATGTACTCGATGCTCAG

1101 Ap1s3 Ap1s3_1101 GGAAAGGACGAAACACCGCCACACTCCCTGACAAGGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CCACACTCCCTGACAAGGAG

1102 Ap1s3 Ap1s3_1102 GGAAAGGACGAAACACCGTCCAGACCGTCCTCTCTCGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TCCAGACCGTCCTCTCTCGT

1103 Ap1s3 Ap1s3_1103 GGAAAGGACGAAACACCGTCAGTCGACAAGGGAAGCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TCAGTCGACAAGGGAAGCTG

1104 Ap1s3 Ap1s3_1104 GGAAAGGACGAAACACCGTAATATCCAGCTCACAGACCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TAATATCCAGCTCACAGACC

1105 Il17f Il17f_1105 GGAAAGGACGAAACACCGGACTTACTTGTAATCCCATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GACTTACTTGTAATCCCATG

1106 Il17f Il17f_1106 GGAAAGGACGAAACACCGTGGGAACTGTCCTCCCCTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGGGAACTGTCCTCCCCTGG

1107 Il17f Il17f_1107 GGAAAGGACGAAACACCGAGCGGTTCTGGAATTCACGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AGCGGTTCTGGAATTCACGT

1108 Il17f Il17f_1108 GGAAAGGACGAAACACCGGGGCCTCAGCGATCTCTGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GGGCCTCAGCGATCTCTGAG

1109 Nod2 Nod2_1109 GGAAAGGACGAAACACCGCCGACCCATCGTAAGTACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CCGACCCATCGTAAGTACTG

1110 Nod2 Nod2_1110 GGAAAGGACGAAACACCGAGATGCCGACACCATACTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AGATGCCGACACCATACTGG

1111 Nod2 Nod2_1111 GGAAAGGACGAAACACCGGCAGAGTCTGGACTGACGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GCAGAGTCTGGACTGACGTG
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1112 Nod2 Nod2_1112 GGAAAGGACGAAACACCGGTTGTAGAGTCTCCTCACAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GTTGTAGAGTCTCCTCACAA

1113 Irak4 Irak4_1113 GGAAAGGACGAAACACCGGTAGCTATCAAAAAGCCGTCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GTAGCTATCAAAAAGCCGTC

1114 Irak4 Irak4_1114 GGAAAGGACGAAACACCGCTGTGTGAACAACACCATCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CTGTGTGAACAACACCATCG

1115 Irak4 Irak4_1115 GGAAAGGACGAAACACCGTGTAAGCATACACTAAGCACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGTAAGCATACACTAAGCAC

1116 Irak4 Irak4_1116 GGAAAGGACGAAACACCGCAAGGTGCAAGGTTGCTCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CAAGGTGCAAGGTTGCTCAG

1117 Zbtb24 Zbtb24_1117 GGAAAGGACGAAACACCGGGAAATCGAAGTTACCCGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GGAAATCGAAGTTACCCGTG

1118 Zbtb24 Zbtb24_1118 GGAAAGGACGAAACACCGTGAGAAATACTCGCTACTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGAGAAATACTCGCTACTGG

1119 Zbtb24 Zbtb24_1119 GGAAAGGACGAAACACCGACACGTCCATAAACTTTCGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ACACGTCCATAAACTTTCGG

1120 Zbtb24 Zbtb24_1120 GGAAAGGACGAAACACCGGATCCTCTGAAACGGAAACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GATCCTCTGAAACGGAAACG

1121 Rnf31 Rnf31_1121 GGAAAGGACGAAACACCGGATGGATTGAGTTTCCCCGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GATGGATTGAGTTTCCCCGA

1122 Rnf31 Rnf31_1122 GGAAAGGACGAAACACCGGAACTATGAGTTGTTGGACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GAACTATGAGTTGTTGGACG

1123 Rnf31 Rnf31_1123 GGAAAGGACGAAACACCGCTACCTCAACACCCTATCCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CTACCTCAACACCCTATCCA

1124 Rnf31 Rnf31_1124 GGAAAGGACGAAACACCGGGAGGAACCAAGGTGTTGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GGAGGAACCAAGGTGTTGTG

1125 Rtel1 Rtel1_1125 GGAAAGGACGAAACACCGACACGGGGATCCATGCGTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ACACGGGGATCCATGCGTGG

1126 Rtel1 Rtel1_1126 GGAAAGGACGAAACACCGTATGCCGACATACCGGTAGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TATGCCGACATACCGGTAGG

1127 Rtel1 Rtel1_1127 GGAAAGGACGAAACACCGGTTGTCATACACCTTAAGGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GTTGTCATACACCTTAAGGT

1128 Rtel1 Rtel1_1128 GGAAAGGACGAAACACCGGAGGCGTCACCAAACCTGGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GAGGCGTCACCAAACCTGGA

1129 Irf2bp2 Irf2bp2_1129 GGAAAGGACGAAACACCGCGCACGCGTGCTGAAGTCGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CGCACGCGTGCTGAAGTCGG

1130 Irf2bp2 Irf2bp2_1130 GGAAAGGACGAAACACCGGCGGCAGAACCGTTGACCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GCGGCAGAACCGTTGACCAG

1131 Irf2bp2 Irf2bp2_1131 GGAAAGGACGAAACACCGTCTCGATGACGAACTCCACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TCTCGATGACGAACTCCACG

1132 Irf2bp2 Irf2bp2_1132 GGAAAGGACGAAACACCGGGCCGACAGCTTATCCAGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GGCCGACAGCTTATCCAGCG

1133 Gimap5 Gimap5_1133 GGAAAGGACGAAACACCGGTCACCAGTAACAACACATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GTCACCAGTAACAACACATG

1134 Gimap5 Gimap5_1134 GGAAAGGACGAAACACCGAGCTAGATTCTTGTACACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AGCTAGATTCTTGTACACAG

1135 Gimap5 Gimap5_1135 GGAAAGGACGAAACACCGACTGGAATGCTGGTCGTCGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ACTGGAATGCTGGTCGTCGG

1136 Gimap5 Gimap5_1136 GGAAAGGACGAAACACCGCTGAAGATGCCATGGCTGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CTGAAGATGCCATGGCTGTG

1137 Lig4 Lig4_1137 GGAAAGGACGAAACACCGTTAGACGTCCTAATTGTGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TTAGACGTCCTAATTGTGGG

1138 Lig4 Lig4_1138 GGAAAGGACGAAACACCGGCAACTCAACTGCATCATTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GCAACTCAACTGCATCATTG

1139 Lig4 Lig4_1139 GGAAAGGACGAAACACCGGAACGCATTGTGAATAAATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GAACGCATTGTGAATAAATG

1140 Lig4 Lig4_1140 GGAAAGGACGAAACACCGCATCCGTGCGAGCTCCACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CATCCGTGCGAGCTCCACTG

1141 Chd7 Chd7_1141 GGAAAGGACGAAACACCGGACATGCCCATAAACGAACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GACATGCCCATAAACGAACG

1142 Chd7 Chd7_1142 GGAAAGGACGAAACACCGAAACGGTTTAAGTCAAAACAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AAACGGTTTAAGTCAAAACA

1143 Chd7 Chd7_1143 GGAAAGGACGAAACACCGCCTACCGGAATGATTTAGCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CCTACCGGAATGATTTAGCA

1144 Chd7 Chd7_1144 GGAAAGGACGAAACACCGTCGATGACCACACAGCGCCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TCGATGACCACACAGCGCCA

1145 Ccbe1 Ccbe1_1145 GGAAAGGACGAAACACCGGACCTACCGAGAGGAACCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GACCTACCGAGAGGAACCCG

1146 Ccbe1 Ccbe1_1146 GGAAAGGACGAAACACCGCAGCAGTGCACGGATAACTTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CAGCAGTGCACGGATAACTT

1147 Ccbe1 Ccbe1_1147 GGAAAGGACGAAACACCGACAGAGAGTGGTATTGCTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ACAGAGAGTGGTATTGCTGG

1148 Ccbe1 Ccbe1_1148 GGAAAGGACGAAACACCGGAACTGGGCAAGTATGTCAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GAACTGGGCAAGTATGTCAA

1149 Fat4 Fat4_1149 GGAAAGGACGAAACACCGGACATCGTGGACGATCGAGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GACATCGTGGACGATCGAGG

1150 Fat4 Fat4_1150 GGAAAGGACGAAACACCGCAGTTATCTCATCACTACCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CAGTTATCTCATCACTACCG

1151 Fat4 Fat4_1151 GGAAAGGACGAAACACCGGGGATGTCGAAAGAGTACACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GGGATGTCGAAAGAGTACAC

1152 Fat4 Fat4_1152 GGAAAGGACGAAACACCGATTAGATCCTATGTCCGCGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ATTAGATCCTATGTCCGCGT

1153 Card9 Card9_1153 GGAAAGGACGAAACACCGGATGTACAAGGACCGTATCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GATGTACAAGGACCGTATCG

1154 Card9 Card9_1154 GGAAAGGACGAAACACCGGTGACTTTCCGGTATAACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GTGACTTTCCGGTATAACTG

1155 Card9 Card9_1155 GGAAAGGACGAAACACCGTAGATAGGGTGTGATCCGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TAGATAGGGTGTGATCCGGG

1156 Card9 Card9_1156 GGAAAGGACGAAACACCGCCAACCTGGTCATCCGCAAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CCAACCTGGTCATCCGCAAG

1157 Plekhm1 Plekhm1_1157 GGAAAGGACGAAACACCGTGACTTGTAGGAGAGTTCGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGACTTGTAGGAGAGTTCGA

1158 Plekhm1 Plekhm1_1158 GGAAAGGACGAAACACCGTGATGAGGAACGCACCTGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGATGAGGAACGCACCTGTG

1159 Plekhm1 Plekhm1_1159 GGAAAGGACGAAACACCGGCTGGTAGCTAGGCTATGGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GCTGGTAGCTAGGCTATGGA

1160 Plekhm1 Plekhm1_1160 GGAAAGGACGAAACACCGACTCACCGGACTCGTAGGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ACTCACCGGACTCGTAGGAG

1161 Kmt2d Kmt2d_1161 GGAAAGGACGAAACACCGAAATGGCTGTTGATCCCATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AAATGGCTGTTGATCCCATG

1162 Kmt2d Kmt2d_1162 GGAAAGGACGAAACACCGGTTCACCATTAATACCCCCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GTTCACCATTAATACCCCCA

1163 Kmt2d Kmt2d_1163 GGAAAGGACGAAACACCGTCGGGCCGGACTAACATCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TCGGGCCGGACTAACATCCG

1164 Kmt2d Kmt2d_1164 GGAAAGGACGAAACACCGTGGGGATGGACAGCCCGACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGGGGATGGACAGCCCGACG



No. *Oligo name *Sequence(5'to3'） nt# Remarks 5' sgRNA.Target.Sequence 3'

1165 Otulin Otulin_1165 GGAAAGGACGAAACACCGGGAACTTCACAGCTTCGTAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GGAACTTCACAGCTTCGTAG

1166 Otulin Otulin_1166 GGAAAGGACGAAACACCGTGATAACTACTGTGCACTGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGATAACTACTGTGCACTGA

1167 Otulin Otulin_1167 GGAAAGGACGAAACACCGAACAGAACCCAGGTTAAGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AACAGAACCCAGGTTAAGTG

1168 Otulin Otulin_1168 GGAAAGGACGAAACACCGAGTATACCTGGATCAAGCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AGTATACCTGGATCAAGCAG

1169 Cfhr2 Cfhr2_1169 GGAAAGGACGAAACACCGTTGTCCCCTTAGACTCAACAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TTGTCCCCTTAGACTCAACA

1170 Cfhr2 Cfhr2_1170 GGAAAGGACGAAACACCGGAATGGAGACTCTACATACTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GAATGGAGACTCTACATACT

1171 Cfhr2 Cfhr2_1171 GGAAAGGACGAAACACCGACTTATTTCCTATAGACACTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ACTTATTTCCTATAGACACT

1172 Cfhr2 Cfhr2_1172 GGAAAGGACGAAACACCGATACCATTTAGAATATAAGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ATACCATTTAGAATATAAGG

1173 Nlrp1b Nlrp1b_1173 GGAAAGGACGAAACACCGCTAAATGACCTGTGTGACGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CTAAATGACCTGTGTGACGA

1174 Nlrp1b Nlrp1b_1174 GGAAAGGACGAAACACCGAGATGCTAAAGAGCACCCTAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AGATGCTAAAGAGCACCCTA

1175 Nlrp1b Nlrp1b_1175 GGAAAGGACGAAACACCGAGAAGATCATTCCTTATGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AGAAGATCATTCCTTATGTG

1176 Nlrp1b Nlrp1b_1176 GGAAAGGACGAAACACCGCTGTAAGCAAGGGTTAGCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CTGTAAGCAAGGGTTAGCAG

1177 Vps13b Vps13b_1177 GGAAAGGACGAAACACCGTGTCCATACTACCCAAATCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGTCCATACTACCCAAATCG

1178 Vps13b Vps13b_1178 GGAAAGGACGAAACACCGTAAACACTGCAATACAAGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TAAACACTGCAATACAAGCG

1179 Vps13b Vps13b_1179 GGAAAGGACGAAACACCGGAAACCTCTTCCCGATACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GAAACCTCTTCCCGATACAG

1180 Vps13b Vps13b_1180 GGAAAGGACGAAACACCGTGGCAGTAGTCCATGTACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGGCAGTAGTCCATGTACTG

1181 Isg15 Isg15_1181 GGAAAGGACGAAACACCGGTCCGTGACTAACTCCATGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GTCCGTGACTAACTCCATGA

1182 Isg15 Isg15_1182 GGAAAGGACGAAACACCGCAGCAGCACAGTGATGCTAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CAGCAGCACAGTGATGCTAG

1183 Isg15 Isg15_1183 GGAAAGGACGAAACACCGGCATCCTGGTGAGGAACGAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GCATCCTGGTGAGGAACGAA

1184 Isg15 Isg15_1184 GGAAAGGACGAAACACCGTGGAAAGGGTAAGACCGTCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGGAAAGGGTAAGACCGTCC

1185 Epg5 Epg5_1185 GGAAAGGACGAAACACCGACAGCCGACTCGTTGTAACAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ACAGCCGACTCGTTGTAACA

1186 Epg5 Epg5_1186 GGAAAGGACGAAACACCGTCGAGCCAGAAGAACCAATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TCGAGCCAGAAGAACCAATG

1187 Epg5 Epg5_1187 GGAAAGGACGAAACACCGTGGGTACCATACCCATATTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGGGTACCATACCCATATTG

1188 Epg5 Epg5_1188 GGAAAGGACGAAACACCGGAAACGCTGTCTTACACAAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GAAACGCTGTCTTACACAAG

1189 C1ra C1ra_1189 GGAAAGGACGAAACACCGTTTGCCAGAATGATGGCACAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TTTGCCAGAATGATGGCACA

1190 C1ra C1ra_1190 GGAAAGGACGAAACACCGTGTGCAGGTATATATCCCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGTGCAGGTATATATCCCTG

1191 C1ra C1ra_1191 GGAAAGGACGAAACACCGCCACACAGACTTCTCCAATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CCACACAGACTTCTCCAATG

1192 C1ra C1ra_1192 GGAAAGGACGAAACACCGTGGTTGTCTCCAAGTCACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGGTTGTCTCCAAGTCACTG

1193 C1s2 C1s2_1193 GGAAAGGACGAAACACCGAATTCCTCATGTCATCATGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AATTCCTCATGTCATCATGG

1194 C1s2 C1s2_1194 GGAAAGGACGAAACACCGTTCTCTTAGATAATCTCAGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TTCTCTTAGATAATCTCAGG

1195 C1s2 C1s2_1195 GGAAAGGACGAAACACCGTCTTTCAAACTGATCTAATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TCTTTCAAACTGATCTAATG

1196 C1s2 C1s2_1196 GGAAAGGACGAAACACCGAACACACAGTTAAACTGTCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AACACACAGTTAAACTGTCA

1197 C4b C4b_1197 GGAAAGGACGAAACACCGGCACAAGATGCCTCTTAGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GCACAAGATGCCTCTTAGTG

1198 C4b C4b_1198 GGAAAGGACGAAACACCGCAGGCACAGCCCCTCAACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CAGGCACAGCCCCTCAACTG

1199 C4b C4b_1199 GGAAAGGACGAAACACCGGTAAGCCACAAAGTAGAACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GTAAGCCACAAAGTAGAACG

1200 C4b C4b_1200 GGAAAGGACGAAACACCGTGAAACAAAGGACCATGCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGAAACAAAGGACCATGCTG

1201 Cd59b Cd59b_1201 GGAAAGGACGAAACACCGTATTATGAGCCGATTAGACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TATTATGAGCCGATTAGACG

1202 Cd59b Cd59b_1202 GGAAAGGACGAAACACCGATGCTACAACTGTTTAGACCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ATGCTACAACTGTTTAGACC

1203 Cd59b Cd59b_1203 GGAAAGGACGAAACACCGGGCAAGTGTATCAACAGTGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GGCAAGTGTATCAACAGTGT

1204 Cd59b Cd59b_1204 GGAAAGGACGAAACACCGTTGATACACTTGCCTTCCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TTGATACACTTGCCTTCCTG

1205 Lat Lat_1205 GGAAAGGACGAAACACCGACTCACGAGGTGGCTTGATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 Gecko Library v2 ACTCACGAGGTGGCTTGATG

1206 Lat Lat_1206 GGAAAGGACGAAACACCGGCATCCGATGGGAACCCCCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GCATCCGATGGGAACCCCCA

1207 Lat Lat_1207 GGAAAGGACGAAACACCGATACTCACGGGATGGGGAGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ATACTCACGGGATGGGGAGC

1208 Lat Lat_1208 GGAAAGGACGAAACACCGCTCTGTGGAAGTGCTGTCATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CTCTGTGGAAGTGCTGTCAT

1209 Nhej1 Nhej1_1209 GGAAAGGACGAAACACCGCCCTATGCATAGAGCTCGGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CCCTATGCATAGAGCTCGGC

1210 Nhej1 Nhej1_1210 GGAAAGGACGAAACACCGACCAGCCGAGCTCTATGCATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ACCAGCCGAGCTCTATGCAT

1211 Nhej1 Nhej1_1211 GGAAAGGACGAAACACCGGGCTGGTTATCAGTTCCTCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GGCTGGTTATCAGTTCCTCG

1212 Nhej1 Nhej1_1212 GGAAAGGACGAAACACCGTCACCAACAGCACACGCCTCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TCACCAACAGCACACGCCTC

1213 Dock2 Dock2_1213 GGAAAGGACGAAACACCGAAGAAGTGACAACCACGCTCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AAGAAGTGACAACCACGCTC

1214 Dock2 Dock2_1214 GGAAAGGACGAAACACCGCAGCATCTCACGCTACAGATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CAGCATCTCACGCTACAGAT

1215 Dock2 Dock2_1215 GGAAAGGACGAAACACCGGTGACAGTTTATGCTTTATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GTGACAGTTTATGCTTTATG

1216 Dock2 Dock2_1216 GGAAAGGACGAAACACCGTACATCCTTTATCCATCTCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TACATCCTTTATCCATCTCA

1217 Mysm1 Mysm1_1217 GGAAAGGACGAAACACCGATCACTATCTTGATTCAACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ATCACTATCTTGATTCAACG
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1218 Mysm1 Mysm1_1218 GGAAAGGACGAAACACCGAAAATTCTGGGTTAATCAAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AAAATTCTGGGTTAATCAAA

1219 Mysm1 Mysm1_1219 GGAAAGGACGAAACACCGTATCATTGAGAAAATGCTGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TATCATTGAGAAAATGCTGT

1220 Mysm1 Mysm1_1220 GGAAAGGACGAAACACCGTTATCTAATAAATCACTTCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TTATCTAATAAATCACTTCC

1221 Kdm6a Kdm6a_1221 GGAAAGGACGAAACACCGTTGGATAATCTTCCAATAAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TTGGATAATCTTCCAATAAG

1222 Kdm6a Kdm6a_1222 GGAAAGGACGAAACACCGTAGCATTATCTGCATACCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TAGCATTATCTGCATACCAG

1223 Kdm6a Kdm6a_1223 GGAAAGGACGAAACACCGGAAACCTCACGAACCCGAAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GAAACCTCACGAACCCGAAA

1224 Kdm6a Kdm6a_1224 GGAAAGGACGAAACACCGCGCCAGGATGAAGGCCCTGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CGCCAGGATGAAGGCCCTGC

1225 Tpp2 Tpp2_1225 GGAAAGGACGAAACACCGCACACCAAGCAGTCATATACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CACACCAAGCAGTCATATAC

1226 Tpp2 Tpp2_1226 GGAAAGGACGAAACACCGATTGATATCATTGATACAACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ATTGATATCATTGATACAAC

1227 Tpp2 Tpp2_1227 GGAAAGGACGAAACACCGATAGGCCAATAAACTAATCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ATAGGCCAATAAACTAATCA

1228 Tpp2 Tpp2_1228 GGAAAGGACGAAACACCGTGGTTATGACTTCTATCCAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGGTTATGACTTCTATCCAA

1229 Il12b Il12b_1229 GGAAAGGACGAAACACCGCCTGCCCATTGAACTGGCGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CCTGCCCATTGAACTGGCGT

1230 Il12b Il12b_1230 GGAAAGGACGAAACACCGCCATGAGCACGTGAACCGTCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CCATGAGCACGTGAACCGTC

1231 Il12b Il12b_1231 GGAAAGGACGAAACACCGCATGTCACTGCCCGAGAGTCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CATGTCACTGCCCGAGAGTC

1232 Il12b Il12b_1232 GGAAAGGACGAAACACCGGACTGGACTCCCGATGCCCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GACTGGACTCCCGATGCCCC

1233 Stat2 Stat2_1233 GGAAAGGACGAAACACCGTGAGATTGAAAATCGAATCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGAGATTGAAAATCGAATCC

1234 Stat2 Stat2_1234 GGAAAGGACGAAACACCGTCCACAACTGCTTCGGGGGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TCCACAACTGCTTCGGGGGC

1235 Stat2 Stat2_1235 GGAAAGGACGAAACACCGCTGAGCTGTAGTGGTCCCACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CTGAGCTGTAGTGGTCCCAC

1236 Stat2 Stat2_1236 GGAAAGGACGAAACACCGAGTTCTTGGTGAGATCCATCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AGTTCTTGGTGAGATCCATC

1237 C3 C3_1237 GGAAAGGACGAAACACCGGATGACGACTGTCTTGCCCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GATGACGACTGTCTTGCCCA

1238 C3 C3_1238 GGAAAGGACGAAACACCGACAAAGGCAAGATGCCGTGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 ACAAAGGCAAGATGCCGTGT

1239 C3 C3_1239 GGAAAGGACGAAACACCGGAGCGAAGAGACCATCGTACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GAGCGAAGAGACCATCGTAC

1240 C3 C3_1240 GGAAAGGACGAAACACCGGACAGTCGTCATCCTCATTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GACAGTCGTCATCCTCATTG

1241 C6 C6_1241 GGAAAGGACGAAACACCGTAGTAGTGAACGATTACTATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TAGTAGTGAACGATTACTAT

1242 C6 C6_1242 GGAAAGGACGAAACACCGCGATAAGCTTTGTATCAAGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 CGATAAGCTTTGTATCAAGC

1243 C6 C6_1243 GGAAAGGACGAAACACCGTGAAACACGGTATGGATTACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TGAAACACGGTATGGATTAC

1244 C6 C6_1244 GGAAAGGACGAAACACCGGGTTGCCCCCCAAACTGACTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GGTTGCCCCCCAAACTGACT

1245 Cfb Cfb_1245 GGAAAGGACGAAACACCGTTCGAGTCTGCACGGGGTATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 TTCGAGTCTGCACGGGGTAT

1246 Cfb Cfb_1246 GGAAAGGACGAAACACCGAATACGCTGCCCACGACCGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AATACGCTGCCCACGACCGC

1247 Cfb Cfb_1247 GGAAAGGACGAAACACCGGCTGGATACTGTCCCAATCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 GCTGGATACTGTCCCAATCC

1248 Cfb Cfb_1248 GGAAAGGACGAAACACCGAGCCACGCAGGACAAGTCCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AGCCACGCAGGACAAGTCCC

1253 BRDN0000737505 BRDN0000737505_1253GGAAAGGACGAAACACCGAAAAAGTCCGCGATTACGTCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 NTCs AAAAAGTCCGCGATTACGTC

1254 BRDN0000737693 BRDN0000737693_1254GGAAAGGACGAAACACCGAAAACGGCTCGATCGGTGATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AAAACGGCTCGATCGGTGAT

1255 BRDN0000737637 BRDN0000737637_1255GGAAAGGACGAAACACCGAAAACGTAATTATACCGAGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AAAACGTAATTATACCGAGC

1256 BRDN0000738185 BRDN0000738185_1256GGAAAGGACGAAACACCGAAAATTGCACCTTCCCGGCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AAAATTGCACCTTCCCGGCC

1257 BRDN0000737801 BRDN0000737801_1257GGAAAGGACGAAACACCGAAACCCCCGCGCGGAGCGTCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AAACCCCCGCGCGGAGCGTC

1258 BRDN0000737467 BRDN0000737467_1258GGAAAGGACGAAACACCGAAACCTAGCGTAGATTCGGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AAACCTAGCGTAGATTCGGC

1259 BRDN0000737848 BRDN0000737848_1259GGAAAGGACGAAACACCGAAACGAGGCTGTTCGTACACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AAACGAGGCTGTTCGTACAC

1260 BRDN0000737609 BRDN0000737609_1260GGAAAGGACGAAACACCGAAACTCATACGTAGCGAATCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AAACTCATACGTAGCGAATC

1261 BRDN0000737434 BRDN0000737434_1261GGAAAGGACGAAACACCGAAACTCCCGTGTCAACCGATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AAACTCCCGTGTCAACCGAT

1262 BRDN0000738254 BRDN0000738254_1262GGAAAGGACGAAACACCGAAAGACGTGCATTCAGCGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AAAGACGTGCATTCAGCGAG

1263 BRDN0000737777 BRDN0000737777_1263GGAAAGGACGAAACACCGAACATGTTAAGTCGCGTTATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AACATGTTAAGTCGCGTTAT

1264 BRDN0000737611 BRDN0000737611_1264GGAAAGGACGAAACACCGAACCAGCATTTGACCGCGCTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AACCAGCATTTGACCGCGCT

1265 BRDN0000737528 BRDN0000737528_1265GGAAAGGACGAAACACCGAACCCCGGCTGTCATCGCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AACCCCGGCTGTCATCGCCG

1266 BRDN0000738228 BRDN0000738228_1266GGAAAGGACGAAACACCGAACCCGCCGGAACAATCAGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AACCCGCCGGAACAATCAGC

1267 BRDN0000737727 BRDN0000737727_1267GGAAAGGACGAAACACCGAACCGGCTGCGCGTTTGCAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AACCGGCTGCGCGTTTGCAA

1268 BRDN0000737483 BRDN0000737483_1268GGAAAGGACGAAACACCGAACCGTACTGCGAGGAGCATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AACCGTACTGCGAGGAGCAT

1269 BRDN0000737872 BRDN0000737872_1269GGAAAGGACGAAACACCGAACCTCGTCTCATGTACGAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AACCTCGTCTCATGTACGAA

1270 BRDN0000737516 BRDN0000737516_1270GGAAAGGACGAAACACCGAACGCCCCGGATTTCGTTGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AACGCCCCGGATTTCGTTGA

1271 BRDN0000737844 BRDN0000737844_1271GGAAAGGACGAAACACCGAACGGCTGCGCCCGCGGCAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AACGGCTGCGCCCGCGGCAA

1272 BRDN0000737412 BRDN0000737412_1272GGAAAGGACGAAACACCGAACGGGCGCAATACCCTTTTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AACGGGCGCAATACCCTTTT

1273 BRDN0000737631 BRDN0000737631_1273GGAAAGGACGAAACACCGAACGGTAGCGTACCCGTGAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AACGGTAGCGTACCCGTGAA

1274 BRDN0000737750 BRDN0000737750_1274GGAAAGGACGAAACACCGAACGGTCAAATCCGTGAGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AACGGTCAAATCCGTGAGGG
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1275 BRDN0000737875 BRDN0000737875_1275GGAAAGGACGAAACACCGAACGTCACCAACCTCGATCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AACGTCACCAACCTCGATCC

1276 BRDN0000738229 BRDN0000738229_1276GGAAAGGACGAAACACCGAACGTTATAGCTTCGTCTCTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AACGTTATAGCTTCGTCTCT

1277 BRDN0000737806 BRDN0000737806_1277GGAAAGGACGAAACACCGAACTAACTCACTACGCACGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AACTAACTCACTACGCACGA

1278 BRDN0000738366 BRDN0000738366_1278GGAAAGGACGAAACACCGAACTCCTCATCGTACGCTAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AACTCCTCATCGTACGCTAA

1279 BRDN0000737593 BRDN0000737593_1279GGAAAGGACGAAACACCGAACTCGCGTGGGAAGTCCGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AACTCGCGTGGGAAGTCCGG

1280 BRDN0000738128 BRDN0000738128_1280GGAAAGGACGAAACACCGAACTTATACGTAATCTGATCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AACTTATACGTAATCTGATC

1281 BRDN0000738307 BRDN0000738307_1281GGAAAGGACGAAACACCGAAGACTCCTACGTATCGAGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AAGACTCCTACGTATCGAGC

1282 BRDN0000737391 BRDN0000737391_1282GGAAAGGACGAAACACCGAAGCACAAGAACGGTCCGCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC73 AAGCACAAGAACGGTCCGCC
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x

1 LAT

2 NHEJ1 1700029B21Rik cernunnosXLF

3 DOCK2

4 MYSM1 C130067A03RikC530050H10Rik

7 KDM6A Utx

8 TPP2 TppII

9 IL12B

10 STAT2

11 C1R C1ra/C1rb

12 C1S C1s1/C1s2

13 C4A C4b

14 C3

15 C6

16 CFB

17 CD59 CD59b/CD59a

Green: Found under other names in Brie Library

Others: Taken from Gecko Library


