Library Number

RMKO05

Library Name

Inborn Errors of Immunity (IEl) Library #3 - IEI3

Old Document Name

IEI Library (Andrew)

Library Purpose

CRISPR/Cas9 Knockout of genes associated with Inborn Errors of
Immunity/Primary immune deficiencys in mouse T cells to look at
effects on immunometabolism.

Location

Main Lab, '-20 Freezer, IEl box

Designer Name

Andrew Patterson

Designing Date January 2019
Design Reference 2017 IUIS report on Primary Immune Deficiencies/IEl
Usage Reference n/a

Species Mouse (Mus musculus)

Total Gene # 312

Total Target # 1278
Gene Group

1. Negative Controls (Nontargeting controls from BRIE library)30

2. Positive Controls n/a

3. IEl Genes 312
Target Number

1. Negative Controls 30*%1=30

2. Positive Controls n/a

3. IEl Genes 312*4=1248

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.

Note 2: This library does not include genes added to the IEl list by IUIS after 2017. See their 2022
publication for a more updated list.

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.
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Target Gene Symbol sgRNA.Target.Sequence

Acp5
Acp5
Acp5
Acp5
Actb
Actb
Actb
Actb
Ada
Ada
Ada
Ada
Adam17
Adam17
Adam17
Adam17
Cfd
Cfd
Cfd
Cfd
Aicda
Aicda
Aicda
Aicda
Aire
Aire
Aire
Aire
Ak2
Ak2
Ak2
Ak2
Ap3bl
Ap3bl
Ap3bl
Ap3bl
Ap3d1l
Ap3dl
Ap3d1l
Ap3dl
Xiap
Xiap

ATACCAGGGGATGTTGCGAA
TCCACGTACAAACATAACTG
TACCTGGAACCTCTTGTCGC
ACAGCCACAAATCTCAGGGT
AATGCCTGTGGTACGACCAG
ATGGAGGGGAATACAGCCCG
GGACTCCTATGTGGGTGACG
CAGCACAGGGTGCTCCTCAG
GTTGTGGATCTTGTGAACCA
ATTCATCGGACCGTCCACGC
CTTCATCTCCACAAACTCGT
GCTGCGCAACATTATCGGCA
GGTGTGTGGCAACTCCAGGG
ACACGTCGTGGGATAATGCA
CATCGACGTACGGCACACAC
GCCCCAAATGAGGACCAAGG
TCTCACGTGGGGACCCAACG
CCCCGAGGCCGGATTCTGGG
TTGACACTCTGAGTTGATGC
CCCCTGAACCCTACAAGCGA
GTAGGAACAACAATTCCACG
TTCACAGAAGTAGAGGCGCG
ACCAGGTGACGCGGTAACAC
TGAGACCTACCTCTGCTACG
TGTGCCGTGTGCCACGACGG
CTCTCCAGGAATTCAGACCA
ACAGAACCTGTCCCAGCCTG
GGTAGAGATGAGCAGAAAGT
TGAAGGCGACAATGGATGCA
GGTAGGACCGGCCACTCTTG
TCCGAACCGGAGATTCCGAA
TCAGCCAGTTTGGGTGCCTG
TGTGGCCAGTAAAAACATCG
GCTGCCTAATAAATCGTGTG
ATATGCTAACAAGATACGCT
TTGGCACATCTCACCCAAGT
CCAACGCAATGGTATCTGTG
AGCACATCACCAACTTCGAG
TCTTCACAGTAAAGTACCTG
TGTCCTCATCGCTCTCCGTG
TTTCAGACACCATATACCCG
AGCACTAGCTAACTCTCTGG
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45
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47
48
49
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53
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55
56
57
58
59
60
61
62
63
64
65
66
67
68
69
70
71
72
73
74
75
76
77
78
79
80
81
82
83
84

Target Gene Symbol sgRNA.Target.Sequence

Xiap
Xiap
Arpclb
Arpclb
Arpclb
Arpclb
Rab27a
Rab27a
Rab27a
Rab27a
Atm
Atm
Atm
Atm
B2m
B2m
B2m
B2m
Bach2
Bach2
Bach2
Bach2
Bcl10
Bcl10
Bcl10
Bcl10
Blm
Blm
Blm
Blm
Btk
Btk
Btk
Btk
Serpingl
Serpingl
Serpingl
Serpingl
Clqa
Clga
Clqga
Clga

CTTGGGAACAGCATGCGAAG
ATGGACATCCTCAGTTAACA
CACAATGCGGTTACTCTCAG
CAATGAGAACAAGTTCGCCG
CCAGTCCAGGCTGAGCACTG
GAAGCGAGCACTCACGTGTA
TGGTTAAGCTACGAAACCTA
AGTGTACTGGTAGAGTACAC
AACCCAGATATAGTGCTGTG
CCTGAAATCAATGCCCACTG
TAAGTCATATAGGAAGCCGA
GAGTATAAATAACATCGCGA
AAGACTTGAACACCGGACAA
TGCAAGATACACATGAATCG
ATTTGGATTTCAATGTGAGG
ACTCACTCTGGATAGCATAC
TGAGTATACTTGAATTTGAG
TCGGCTTCCCATTCTCCGGT
TGGACAGACGAAAGATGACT
AATTACGGACAGCCCCACGT
CTCCTCGTATTCCTACGCAG
TCTCTGTTCGGTATAACGAA
CTCCGGGTGGTACATGACAG
GATTCAGAAGATAACGGATG
ATAAAACTGGAGCACCTCAA
CCTGGTGGAATCCATCCGCA
TTACCTGGAACATTTCAACG
GGTGGGTAAACATTCCTCAG
CCTGCAAGTGGATTTAACGA
CCTTCACCGACTTACACCTG
AATCCGGTACAATAGTGACC
TATGAATATGACTTTGAACG
TGGAGGAGAGCAACCTACCG
AGATTTAGCAAACACAGACA
GCTCTGAGATGCATTCACAT
ACAATAACAAATGACACCAT
AGAACTCATCAACACCTGGG
GGACACAGGCAAAATCCTTG
CACAGATGAAGCGACCCGTG
CCCAATGACGCTTGGCAACG
TTCAGCCACTGTCCATACTA
AGGCAATCCAGGCAATATCA
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85
86
87
88
89
90
91
92
93
94
95
96
97
98
99

100
101
102
103
104
105
106
107
108
109
110
111
112
113
114
115
116
117
118
119
120
121
122
123
124
125
126

Target Gene Symbol sgRNA.Target.Sequence

Clgb
Clgb
Clgb
Clgb
Clqc
Clqc
Clqc
Clqc
Cc2
C2
C2
C2
Ciita
Ciita
Ciita
Ciita
Cc9
Cc9
Cc9
Cc9
Hyoul
Hyoul
Hyoul
Hyoul
Casp8
Casp8
Casp8
Casp8
Ctlad
Ctlad
Ctlad
Ctlad
Cd19
Cd19
Cd19
Cd19
Ms4al
Msdal
Ms4al
Msdal
Cd3d
Cd3d

AGGCACTCCAGGGATAAAGG
TGACCTGGTTCGGTCGCAAG
GAATCGCCTTTGGGACCGCG
CAGGTGAACTTGCCGTTGCG
GGGTGACTGTGAATACCGAC
CTGTGGTCACCAACCCTCAG
ATCATGCCCGTCCTTCCCAG
GCTCCCCCGGAGGCCCCCTG
GTTCTAGGAAAGTCCAACAT
GTGTGATGTGAGCTAGACCT
AGTCAATACCATATTTGAGG
TTGGGGCGACAGTACCGCAC
AGCTCGACTAAGGCTCCGGG
AGGTCCTTGATTATATCGTG
TCCAGTGTCCTAATCTACCA
AGCAGGCCAAGACTTACATG
CTACAACGGACTCTGTGACC
TTTCCCATTAAACTGTCCGA
ATTCTGCAGTCTATCGGTAT
TTGAGAGGAGTGGTCCAACT
ACAGGCGGATAACCCTCATG
ACATCGTACTCACTTGCCCA
TGGAATTGATATCTTTCCGG
TGGCGTGCTCAGTTTAGACA
GATTATGAAAGATCAAGCAC
CTTCCTAGACTGCAACCGAG
ATGATCAGACAGTATCCCCG
CAAGAAGCAGGAGACCATCG
TGTGATGGTGAATATTCACA
GGACTGAGAGCTGTTGACAC
ACAGGTGACCCAACCTTCAG
TGCCCACAAAGTATGGCGGT
GAATGACTGACCCCGCCAGG
AATGTCTCAGACCATATGGG
GGCACCTATTATTGTCTCCG
TTTAGCCCACACATACAGCT
GTTACAGTACTGTGTAGATG
TACCATACACTCAAACAGAT
CAGTCGTAGATATCAACATA
CCACACAAAGCTTCTTCATG
TTACACAGATATATCCCTCG
TCCATCTAGATGCATGACGC
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127
128
129
130
131
132
133
134
135
136
137
138
139
140
141
142
143
144
145
146
147
148
149
150
151
152
153
154
155
156
157
158
159
160
161
162
163
164
165
166
167
168

Target Gene Symbol sgRNA.Target.Sequence

Cd3d
Cd3d
Cd3e
Cd3e
Cd3e
Cd3e
Cd3g
Cd3g
Cd3g
Cd3g
Cd247
Cd247
Cd247
Cd247
Cd79a
Cd79a
Cd79a
Cd79a
Cd81
Cds1
Cd81
Cd81
Cd8a
Cd8a
Cd8a
Cd8a
Cfh
Cfh
Cfh
Cfh
Cfi
Cfi
Cfi
Cfi
Cftr
Cftr
Cftr
Cftr
Corola
Corola
Corola
Corola

AAGAATAAAACACTCAACTT
GATACAAGTGACCGAATATG
AGGGCACGTCAACTCTACAC
TTCTCGGAAGTCGAGGACAG
TACTTGTACCTGAAAGCTCG
TCAGAAGCATGATAAGCACC
TGACACTGATACGTGCCTCG
TTCTGTAATACACTTGCAGG
AACTGCATTGAGCTAAACAT
GTACAAGTGGATGGCAGCCG
GCTCGGGATCCAGAGATGGG
GCTCAATCTAGGGCGAAGAG
CTCCTGGGAACCGCACGTGG
CATTGTATACGCCTTCCTGG
GGAACCCTAATATCACATGG
CCTACTCACTGCGCACGCGG
CGAAGTAAACAAGAACCACA
AGGCGTATGACAAGAAGAGG
GCAACCACAGAGCTACACCT
GGGCTTCGTAAACAAAGACC
ATCCATCACAGCTTGCTGAA
GGCAAACAGGATCACAAGGC
TGGGTGAGTCGATTATCCTG
ATCCCACAACAAGATAACGT
GTGTTGGGGTCCGTTTCGCA
GGACGCCGAACTTGGTCAGA
ATTTACGCATAACTCCACCA
CAAGTGTTCGGTATCCAGGG
GAAATTGATTACCGTGAATG
CATATTTCACCACTTCACCA
CTTGTGGATTACCTTCACAA
TGTTATTACACAGGTTGCCG
AAGGTCGACGCAGGCCACGT
TGCCTGCATGTACATTGCCG
GCCGTGTGACTGACATACGT
TTCTAACTGAGACCTTACGC
GTGGCGATCATGTTGCTGCG
TATGGAGAGTAAAATATCGT
TGACACGAACTCGCTTGTCA
ACCAGGCGATGTCTAGCACA
AGAAGGGAAGATTCTAACCA
GCCACAGAGGTAGACAATGT
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169
170
171
172
173
174
175
176
177
178
179
180
181
182
183
184
185
186
187
188
189
190
191
192
193
194
195
196
197
198
199
200
201
202
203
204
205
206
207
208
209
210

Target Gene Symbol sgRNA.Target.Sequence

Tppl
Tppl
Tppl
Tppl
Copa
Copa
Copa
Copa
Cr2
Cr2
Cr2
Cr2
Csf2ra
Csf2ra
Csf2ra
Csf2ra
Csf2rb
Csf2rb
Csf2rb
Csf2rb
Csf3r
Csf3r
Csf3r
Csf3r
Ctsc
Ctsc
Ctsc
Ctsc
Cyba
Cyba
Cyba
Cyba
Cybb
Cybb
Cybb
Cybb
Cd55
Cd55
Cd55
Cd55
Dnasell3
Dnasell3

TGAGTTTCATCGCTATGTAG
TTATGGTAGAAGGTTACCTG
AACCTGACAGCCAAAGATGT
GATCGAGGCCAGTCTAGATG
CTTGCGGTTACAGATCACAA
CTCTCTCTGACACATCACCT
CACCAGAAATATCCCAAACG
GAATGTCTAGGTACTCCACA
ATGTTGACCAGTTTGTTGCG
CTATACATTGCACCCCTGAG
AGACGGATTTCTATAAACCA
ATGCAATGCTCATGGCACAT
AGGACGCGGTGACGTCACGT
CCTACTTGGTCGTGACCGGT
CTAGCGTCACTAACCCAGAA
TGACATCCAGCGTGACACCG
TACACTTGGAAGACTGACTG
TGATGGAAAATCGTGTATAG
GAAGAAATCGGACAGCTGGG
TGGAGACTGTAGGCATCCTG
TCAGCTCTACAGAATTACAG
TGAGGCAGGATAGGTTTGAG
TGAGCTGCGTGGTGTTGCAA
CTTTGCCACACAATCCGGGA
CTGCAAGATACAACCTCCTG
GGCAGTAACTGATAGCTGTG
TCACAACCACAACTTTGTGA
CTGTATTTCATCAGTCATCG
AGTAGAAGGATACATAGAGT
AATGACTTACCATCGCTCCA
GGACGTAGTAATTCCTGGTG
CAGATAGATCACACTGGCAA
CCTCTACCAAAACCATTCGG
TTTACCAGACGAATTGTACG
ATTCTAACTTGGATACCTTG
TTATACTCGAAAACTCCTTG
CTCTTATACGTATAGCCAGG
CTGCTGTCCCCAACTGTACG
TGTGACAGAACAGAAAGTAG
CGAAAACAACCTCCACTCCC
TCTCGGGAGTTGTGTGCAAG
TCACACTCACTTGTAGACGA



Number
211
212
213
214
215
216
217
218
219
220
221
222
223
224
225
226
227
228
229
230
231
232
233
234
235
236
237
238
239
240
241
242
243
244
245
246
247
248
249
250
251
252

Target Gene Symbol sgRNA.Target.Sequence

Dnasell3
Dnasell3
Dnase2a
Dnase2a
Dnase2a
Dnase2a
Dnmt3b
Dnmt3b
Dnmt3b
Dnmt3b
Fadd
Fadd
Fadd
Fadd
Fas
Fas
Fas
Fas
Fasl
Fasl
Fasl
Fasl
Fcgr3
Fcgr3
Fcgr3
Fcgr3
Fprl
Fprl
Fprl
Fprl
G6pdx
G6pdx
G6pdx
G6pdx
Slc37a4
Slc37a4
Slc37a4
Slc37a4
Gata2
Gata2
Gata2
Gata2

TTCATGGGTGATTTCAACGC
CACTACCATGACTATCAGGA
TACACCGTCTTGCCAACCGT
AGGCCAGGTGTATGCACCAG
CGAAGCCCTGAGCTGCTATG
GAAATTACCTGACCTAGAGA
TGGTAGCCGGAAACTCCACA
CAGCCTTCTGAATTACACGC
GGAGGGTATGGATACCACAC
CAGTAGGCTTGAAGCCACCG
TAGATCGTGTCGGCGCAGCG
AAGCTGGAGCGCGTGCAGAG
TTCGTTTGCTCACGCGCTCG
GCGCCTGGACGACTTCGAGG
CAGTTAAGAGTTCATACTCA
TATTTATATATCGAAAGTAC
CATTTGCATACTCACACGAC
GAGGACTGCAAAATGAATGG
AGGACCACAACACAAATCTG
CTTCACTCCAGAGATCAGAG
CCTCTGAAAAAAAAGAGCCG
GGAACTGGCAGAACTCCGTG
TGGTGACACTGATGTGCGAA
ATGCACACTCTGGAAGCCAA
TGGTGAAACTGGACCCCCCA
TGCTGCTCCAGACCCCTCAG
AGAAGGTAATCATCGTACCC
TGGTGACAGTGTGTTTCATG
GGCAATGTAAAATGGCAAAG
GATGCAGAACACAAATACAG
AGAGGTGGAAACTGACAACG
TGCCCGCTCACGACTCACAG
ATGACCCCACAGTACCCCAT
AGAGATGGTCCAGAATCTCA
CTACGTTGACCAGACCAACC
TCTTTACTCCGAAGACCACG
CACAAACTTGCTGATGGCGT
CAGAGCGATCTCATCCACCA
CCTGGGCTGTGCAACAAGTG
GGCCGGGAGTGTGTCAACTG
ACAGCTGCTGCCTCCCGACG
GGCACATAGGAGGGATAGGT



Number
253
254
255
256
257
258
259
260
261
262
263
264
265
266
267
268
269
270
271
272
273
274
275
276
277
278
279
280
281
282
283
284
285
286
287
288
289
290
291
292
293
294

Target Gene Symbol sgRNA.Target.Sequence

Gfil
Gfil
Gfil
Gfil
Ostm1
Ostm1
Ostm1
Ostm1
Hc
Hc
Hc
Hc
Hells
Hells
Hells
Hells
Foxnl
Foxnl
Foxnl
Foxnl
Hmox1
Hmox1
Hmox1
Hmox1
Irf8
Irf8
Irf8
Irf8
Ifnar2
Ifnar2
Ifnar2
Ifnar2
Ifngrl
Ifngri
Ifngrl
Ifngri
Ifngr2
Ifngr2
Ifngr2
Ifngr2
Cd79b
Cd79b

CAAATGCATCAAATGCAGCA
CCCCGACTCTCAGCTTACCG
CTGCACGCGGACAAGAGCGT
CTACGGCGACTTCGCGCCTG
CATCAGCCGAAACATCGGGG
TTGCCTAACAAACAATGGTG
AGCGCTGCGCACCATACAGG
CAGAATGCAGATAGTTCTCA
GCAGATGACTCCCATTATCG
AGACAAACCTGTTTACACGC
ACCCTAAGGGAATTCGTGGT
GAACCTCCCATCAAATGTGA
TCTGCGGTACCGAATTTCAG
ACGGTCATTAAAACTTACAG
GCTGTATCATGGAACCCGGG
ACAACTACTTCTCGCTTAGG
CCAGGTACTTACGTTCTGTG
GAACAGTACATATGTTGCAA
CACCTCACTATCCCTATCAG
CCACAGACAGCCCTTTCGAG
TCGTGCTCGAATGAACACTC
TCAGGACCTGACCCCCTGAG
ACGCTTTACATAGTGCTGTG
TTCCTTGTACCATATCTACA
AGTTTACCGAATTGTCCCCG
TCGACAGCAGCATGTACCCG
GCGTAACCTCGTCTTCCACG
CAAGCAGGATTACAATCAGG
CAAAGACGAAAATCTGACGA
GCCATCGTCATAGTGCACAG
TAACCTGGATAATCCCTGAA
ACTGTGGAATTACGATTATG
TATGTGGAGCATAACCGGAG
GGTATTCCCAGCATACGACA
TTCAGGGTGAAATACGAGGA
TATACCAATACGCAAATACC
AGGGAACCTCACTTCCAAGT
TGGACCTCCGAAAAACATCT
TCCCTTTGATGTGTTCCACG
TGATGAGCAGATTCTAACTT
TGACCTGGTTCCGAAAGCGA
TCCCCCAGGATTCAGCACGT



Number
295
296
297
298
299
300
301
302
303
304
305
306
307
308
309
310
311
312
313
314
315
316
317
318
319
320
321
322
323
324
325
326
327
328
329
330
331
332
333
334
335
336

Target Gene Symbol sgRNA.Target.Sequence

Cd79b
Cd79b
Igll1
Igll1
Igll1
Igll1
Ikbkb
Ikbkb
Ikbkb
Ikbkb
Ikbkg
Ikbkg
Ikbkg
Ikbkg
1110
1110
1110
1110
I110ra
I110ra
I110ra
I110ra
[110rb
[110rb
[110rb
[110rb
1112rb1
112rb1
1112rb1
112rb1
117ra
I117ra
117ra
I117ra
Irakl
Irakl
Irakl
Irakl
1rn
l1rn
1rn
l1rn

CATAATGTCACCGACAGCTG
CGAGGTTTGCAGCCAAAAAG
CTGTTCCAGATCATCCCACG
GCTCACCAAACACACTAGTG
CCAAAGACATACCAAAACTG
GGAGAACTTCACACTGCCTG
TCACACATACCCCGTGACGG
CAAGATCCATGTCCAACGTG
ATGTGGCACCCTCGGCAAAG
GAAGCCAGTGATGCACTCGA
AAGGATCGGCAAGCTTTAGA
AGGCTGCCTTGCGAATGGAG
TGGGTGAAGAATCTTCTCTG
GCTCAGGTGACATCATTGCT
GCTAACCGACTCCTTAATGC
AACTGCACCCACTTCCCAGT
AAGGAGCATTTGAATTCCCT
ACTGGCATGAGGATCAGCAG
GCAGTGTTTACTTATCACGA
GTGGGGACAACACGGACAGT
GGTGAACGTTGTGAGATCAC
TCTGGCTTCAAACCACACAT
TGGCGGATGAACATTCGGAG
ATTTCAAGAACATTCTACAG
CGGAGGACCTCAGAGTCGTA
AGAGAAGTCGCACTGAGTCG
GTCGGTGAGGAACCAAACCG
CCTCCGAACCATACCCACAC
TGAGAAGACATCGTTCCCAG
TCAAGGTGTCACAATCACAC
ACTGAAGTAGCAAACAACGT
ATGAGGCCATACACCCACAG
GAAGGTCTGGATCGTCTACT
GACCTGGAGATGTTTGAACC
ACAGAAGGGCCAGCAAAACG
TGGGCAAGAAGCCATAAACA
GGTGCGTGAGGATGTGAACG
CCCACCGAACTGGCACCAGT
TTCTCCAGAAAAGATAGACA
GTGTTCTTGGGCATCCACGG
CTGCCTCTGAATGAAACAGA
CTTGATATCATCTCCAGACT



Number
337
338
339
340
341
342
343
344
345
346
347
348
349
350
351
352
353
354
355
356
357
358
359
360
361
362
363
364
365
366
367
368
369
370
371
372
373
374
375
376
377
378

Target Gene Symbol sgRNA.Target.Sequence

12ra
12ra
I12ra
12ra
I12rg
I12rg
I12rg
I12rg
7r
7r
7r
7r
Itch
Itch
Itch
Itch
ltgb2
Itgh?2
ltgb2
Itgh?2
Itk
Itk
Itk
Itk
Jakl
Jakl
Jakl
Jakl
Jak3
Jak3
Jak3
Jak3
Rpsa
Rpsa
Rpsa
Rpsa
Lck
Lck
Lck
Lck
Ligl
Ligl

GTGTCTGTATGACCCACCCG
ATCTTGCAGATGCTAATAGC
GAGAGGTTTCCGAAGACTAA
GAATCTTCATGTTTCCAAGG
TTCCACAGATTGGGTTATAG
GGAGCAACAGAGATCGAAGC
CCCGATTACCAAGATTCTGT
CATACCTATAGTGCAGCGTG
GGGAGACTAGGCCATACGAC
AGACCTAGAAGATGCAGACG
CAGAACCCAAGAATCAAGGT
CCTTTGAAGTAATCGTTATG
TCCCGCACATAGGCTATCTG
AAAACATAATTTACTCGTAG
GCCAAGCTCCCCTACCACCT
ACAACACTCGGATTACTCAG
GAGTATAGGCAAATCCCGTG
TTGGCTGGCGCAATGTCACG
ATCCTGAGTTCGACCAACGG
TGGAGTAGGAGAGATCCATG
CAGCCCCAAGCGCTACTACG
GTAAGCCTTCTCATACCCCG
TCAGGAACCTGAAGAAACCC
TTGCTCCAGACTGTGAGAGT
CGATGCCATTCGAATGACAG
TGAATAAATCCATCAGACAG
TCCGAACCGAATCATCACTG
AAACATATAGTGTACCTCTA
CAGACATCGGAACTGCATGG
AGAAAAGTCCAATTTGATCG
GGGCTTTGGAGCCACCACGT
CACCACCGAGACCTTCCGTG
GAAGCGGCCAGCGATCGGAG
CTTACAGGGAGCTCACTCAG
GACGTCAGCAGGATTCTCGA
AGGGAAGTACTCCGCATGCG
AAGATCCGTAACCTAGACAA
GTACTACAACGGACACACGA
CCGGGAAAGCGAAAGCACTG
GCTTTATGCAGTGGTCACCC
GACCTCACTGACACCCCGAG
GACAATTCAAGACACTCTTG



Number
379
380
381
382
383
384
385
386
387
388
389
390
391
392
393
394
395
396
397
398
399
400
401
402
403
404
405
406
407
408
409
410
411
412
413
414
415
416
417
418
419
420

Target Gene Symbol sgRNA.Target.Sequence

Ligl
Ligl
Psmb8
Psmb8
Psmb8
Psmb8
Blnk
Blnk
Blnk
Blnk
Lyst
Lyst
Lyst
Lyst
Masp?2
Masp?2
Masp?2
Masp2
Mcm4
Mcm4
Mcm4
Mcm4
Cd4e
Cd46
Cd4e
Cd46
Msh6
Msh6
Msh6
Msh6
Msn
Msn
Msn
Msn
Mvk
Mvk
Mvk
Mvk
Myd88
Myd88
Myd88
Myd88

TCTTCTCATAGAATTTCCCA
AGAGTGATTCTCCAGTGAAG
CCGGAGCTCGCACTTCCCCG
ACATGATGCTGCAGTACCGG
CTCGCCTTCAAGTTCCAGCA
AGGTTGTATTATCTTCGGAA
CTATGCAGGTCGAAACAGTG
AAGATAATCGATCCAGCCAG
GTCTGTGACTAGACCCTCGG
GATATTAAGAACAATGAAGG
GGAGCCCTGAAAGATCGCGG
GGGATGAGTCTTACCCACGT
TAGGAAGTGGTGAACCACGT
CATACCCCGAGTTTAAGCAA
GGCCTGTGATATAGTCCACA
CCTTTGCCACTGACGAGTCG
CTGCGAGTATGACTTTGTCA
TGTGGCAATAATGGTCACAA
TTGTTGACAAGGTTCAACCA
ACCCGGGTGGAGATAGATCG
GGTTATACCAACCTTTGACA
CTCAGGGTCTTTCATCACAT
CTGTGAGCCAAATCATACAT
TCCATAGCTTCAAATGGCCG
GGCCTCAGCATAGACGCCCA
ACAGTTGTGATCCTACCCCA
AGTTTCGTGATACCAAACAG
CATCAGTGACCGTCTAGATG
TAAGTAAAGACACGGCTGAG
GAGGCAAAGGATCTCAACGG
CGCTTGTTAATCCGAAGCCG
CCGGGCCAAGTTCTACCCAG
GAAGCAACTTATCTCCAGCC
CAGACTAAGAAGGCTCAGCA
AGCGTCAATTTACCCAACAT
GTGGTCGGAACTTCCCCCCG
CAAGGTCCCGCGGAGTACCA
TCTGAAGTCAATCAACAAGT
GGTTCAAGAACAGCGATAGG
AAGGAGCTGAAGTCGCGCAT
CCTGTCCTCAGGACAAACGC
GCATCCAACAAACTGCGAGT



Number
421
422
423
424
425
426
427
428
429
430
431
432
433
434
435
436
437
438
439
440
441
442
443
444
445
446
447
448
449
450
451
452
453
454
455
456
457
458
459
460
461
462

Target Gene Symbol sgRNA.Target.Sequence

Ncfl
Ncfl
Ncfl
Ncfl
Ncf2
Ncf2
Ncf2
Ncf2
Ncfd
Ncf4
Ncf4
Ncf4
Nfkb1
Nfkb1
Nfkb1
Nfkb1
Nfkb2
Nfkb2
Nfkb2
Nfkb2
Pepd
Pepd
Pepd
Pepd
Cfp
Cfp
Cfp
Cfp
Prfl
Prf1
Prfl
Prf1
Pik3r1
Pik3r1
Pik3r1
Pik3r1
Prkcd
Prkcd
Prkcd
Prkcd
Pms2
Pms2

TCTTCACGGGCAGTCCCATG
GATCCGGATCCCAACTACGC
GCTACGCACTGGCTGTCAGT
CGTTGCCCATCAAACCACCT
GCACAAAGCCAAACAATACG
TGGAATATCGGATTCTGGAG
TCTCACCTGTGGCTGCAGAG
TGAAGCAAATCCTCGAGTGG
AGAAGAAGATCCTGACGTCG
CGTAGAACTGGCGATAGCGG
CGATCCATGATGGCCCCTTG
ACCTCGATGACAAAAACCTG
TGTGAAGGCCCATCACACGG
GGAGTCACGAAATCCAACGC
TTTCGACTACGCAGTGACGG
ATGACAGAGGCGTGTATTAG
ACTGAGCGTGATAAATGACG
CGGAACACAATGGCATACTG
CCCACGCTGCTGGATCGGCA
ACCCGGATAGCAGCCCATTG
CACAAATCGGATCTCCAGCG
CTGCTATGGTGTCATCGATG
GCCCTGCAACACGACAGCTG
CTTGCTAATGCCCTCGAAGG
GTTACACATTTGGTTCCGAG
TATGAGCATAAGGCCTGCAG
GATTATCACATACTCGTTGA
CCTACTTGGGAGAGACATCA
GTTCGTGCCAGGTGTATGGA
TGCCACAGGTAGGCGCTGTG
TCAATAACGACTGGCGTGTG
GGTAGGAGACTGCCTGAACG
GAGCTTTATAAGGAGAGGCG
TCCATTAACCTTCAACTCTG
TGGCTACAATGAAACCACTG
CTGGAAATCTGAAAAGCACG
AGAAGGTGGCGATAAACTCG
TTATAAACCTTGAATCGGTG
AGCCCACCATGTATCCTGAG
CGATGATGTAGAGTGTACCA
TCTCAGGAAACCATAAACTG
GTAAGCTGCACTAATCAGCT



Number
463
464
465
466
467
468
469
470
471
472
473
474
475
476
a77
478
479
480
481
482
483
484
485
486
487
488
489
490
491
492
493
494
495
496
497
498
499
500
501
502
503
504

Target Gene Symbol sgRNA.Target.Sequence

Pms2
Pms2
Pnp
Pnp
Pnp
Pnp
Polal
Polal
Polal
Polal
Pole
Pole
Pole
Pole
Pole2
Pole2
Pole2
Pole2
Prkdc
Prkdc
Prkdc
Prkdc
Psenl
Psenl
Psenl
Psenl
Pstpipl
Pstpipl
Pstpipl
Pstpipl
Pten
Pten
Pten
Pten
Ptprc
Ptprc
Ptprc
Ptprc
Rac2
Rac2
Rac2
Rac2

AGTTTCAGACAATGGATGTG
ACTAAAGAGATCAAGTCTAG
AGATGCTGTGTGATGATGCA
TCAGTGCCTGGAAACAAATG
TGTGGCCAGAACCCTCTCCG
CCTCAAGTGGCAGTGATCTG
CTAACGTTTACCATTTCACG
AAGAAAGCAACTTACGCTGG
AAAGAAAAAAAGATCTACTG
TGTACAGAACCATCAACATG
CATTATGGTCACCTACAATG
GATGCTGAGACCTACGTCGG
CATTGACCTCAGAATCCATG
AGGCTGGAAGGATCATAGCA
GATCGAACGATCTGTCGTGG
CCACAGTGGCTTATACACCG
TCAAGCGCTTTAATACCTTG
ATAGCGTTCAAGATACAGCT
AGAGCCAATTCAGTGACCCG
TGGCCCTTGTAAGTAGACGA
CATGCAGGGTAAGTAATCGT
ACAGAGGATGCTCAAAAATG
TTTCAACCAGCATACGAAGT
TGCTACTGTAACGTAGTCCA
CTGAGCCAATATCTAATGGG
AGTCAGCTTCTATACCCGGA
CTGGTTACAGTGCACCCACA
TGTTTGTAGAAAGAGTGTAC
ATTGGCACTCACACGCTCGA
GTCGCTCTACAAGAAGACCA
CCTCCAATTCAGGACCCACG
TGTGCATATTTATTGCATCG
ACTATTCCAATGTTCAGTGG
GGTTTGATAAGTTCTAGCTG
GTAGCAGAAATCTTATATCG
TTTCACAATGGAGTGTACGA
TTGTCAAGCTAAGGCGACAG
ACCACAACGAAGCAAACATG
GAGAAGACACGTCTTGCCCA
GCTGGACCTTCGCGATGACA
AAGAAGCCACTCACACAGTG
GGCACGGACATTCTCATAGG



Number
505
506
507
508
509
510
511
512
513
514
515
516
517
518
519
520
521
522
523
524
525
526
527
528
529
530
531
532
533
534
535
536
537
538
539
540
541
542
543
544
545
546

Target Gene Symbol sgRNA.Target.Sequence

Ragl
Ragl
Ragl
Ragl
Rag2
Rag2
Rag2
Rag2
Ranbp?2
Ranbp2
Ranbp?2
Ranbp2
Rasgrpl
Rasgrpl
Rasgrpl
Rasgrpl
Relb
Relb
Relb
Relb
Rfxank
Rfxank
Rfxank
Rfxank
Rorc
Rorc
Rorc
Rorc
Sema3e
Sema3e
Sema3e
Sema3e
Foxp3
Foxp3
Foxp3
Foxp3
Sh2d1a
Sh2d1la
Sh2d1a
Sh2d1la
Clpb
Clpb

ACACCAAAGCAGAGTCGTAG
TGAAACGATTCCCACAGATG
TCCCGCGCAAGATTGCAATG
TGGGAAGTAGACCTGACTGT
CATCAATATATCATTCACGG
ATTGACGTGGTGTATAGTCG
TAACTTGTATAGAATAAGAG
CATACCAGGAGACAATAAGC
AAATTATTCTCGTCACAAAG
TGCTAATGTAACTCCCACCA
ATGTTGTTAAACTTAAGTCG
ACATGCAATGCACCTAGAGA
ACGTACAGATATCCGTCGGA
TAAGAACTATGATCTCGACC
ACAGTTGGTTATTCCGACAC
TGACCTTATTGATCTCATGT
GTTCAAAACGCCACCCTACG
TACACCCACATAGCCTCGTG
GCGGATTTGCCGAATCAACA
GCCTCCTATCGGGACCAGCA
GTTCTACTTACAGTCCAGGG
ATCAACAAACCGGATGAGCG
GCACTGTCACTTGCCAGTAT
AGTTCGCTTCCTGCTAGACT
CTTGAGTATAGTCCAGAACG
GTCATCTGGGATCCACTACG
TCTGGGGCACTGCAGAAACT
GACAAGCAGAGGCCTCGGGT
ACACGATCTACACCCGAGTG
TGTGCCAGCAAAGTAAACGG
AAGATAATTACCAACTAGCG
TGTGATACACACATACAGCA
CATACCTGATGCATGAAGTG
TCTACCCACAGGGATCAATG
AGGTCGGGACCTGCGAAGTG
GCAAGAGCTCTTGTCCATTG
AGAAGCTCTTACTCGCTACC
GATGCAGTGACTGTGTACCA
AACAGGTTCTTGGAGTGCCG
CACACAGGCAGTACACGCCA
AGGACCGCGTTCCGACGAGG
GGAGAACGGCTGGTACGATG



Number
547
548
549
550
551
552
553
554
555
556
557
558
559
560
561
562
563
564
565
566
567
568
569
570
571
572
573
574
575
576
577
578
579
580
581
582
583
584
585
586
587
588

Target Gene Symbol sgRNA.Target.Sequence

Clpb
Clpb
Statl
Statl
Statl
Statl
Stat3
Stat3
Stat3
Stat3
Stat5b
Stat5b
Stat5b
Stat5b
Stim1
Stim1
Stim1
Stim1
Stxbp2
Stxbp2
Stxbp2
Stxbp2
Tapl
Tapl
Tapl
Tapl
Tap2
Tap2
Tap2
Tap2
Tapbp
Tapbp
Tapbp
Tapbp
Tbx1
Tbx1
Tbx1
Tbx1
Tcf3
Tcf3
Tcf3
Tcf3

CGTTGTCACCGGAGACCGCG
CTCTCGAGTGACTAGGACTG
GGATAGACGCCCAGCCACTG
TGTGATGTTAGATAAACAGA
TTAATGACGAGCTCGTGGAG
GAAAAGCAAGCGTAATCTCC
CCAACAAATTAAGAAACTGG
CTGCTTCTCTGTCACTACGG
GTTTACCACGAAAGTCAGGT
CAAAGAGTCACATGCCACGT
CTGATTCGCAGTGATTACAG
TACAGCGAACCAGCTCCATG
GGCGTTGTCCCAGAGGACAG
AGTGGATCGAAAGCCAAGCC
TGAGGATAAGCTTATCAGCG
GAATACAGGAGCTAGCTCCG
GAGCCGTCAAAAATATGCTG
CAGCAGATCGAGATCCTCTG
CGTGTAATAGTGGGGACACG
CATCCATCCGATACCGCAAG
TATTATAGGTACCTTCTCCG
AAGGTTGTAGGTGCTATGTG
ACTAATGGACTCGCACACGT
GTCTCTAGCAAAGTCCACGC
TGCCACATAACTGATAGCGA
TGGACATGAGCCATATGTTG
AGAAGCCACTCGGACTACTG
TTACACGACCCGAATAGCGA
GCTGTGGGGACTGCTAAAAG
CATGCACACATACCTGATGG
TGGTGTTAGAGACACTCTGG
CTTTCCCAGCTGGACTCGAG
CGCCACTCCAGCCCAAAGGG
AGCCGTGAAGCCTTCTCAGG
ACATAGACAACATGGAATCG
CTTCCGGGATTGCGACCCGG
ACACTACCACCCGGACTCGC
GCGCACGGATCGTAGCGCGG
ATTATTGCTGGAGTGATCCG
GCTCCTAGGAACGTGGAAGG
GAAGAGCCGTCACCTAGCAT
CTGCAAACTGGGTTCCCCCG



Number
589
590
591
592
593
594
595
596
597
598
599
600
601
602
603
604
605
606
607
608
609
610
611
612
613
614
615
616
617
618
619
620
621
622
623
624
625
626
627
628
629
630

Target Gene Symbol sgRNA.Target.Sequence

Tcn2
Tcn2
Tcn2
Tcn2
Tert
Tert
Tert
Tert
Thbd
Thbd
Thbd
Thbd
Tnfaip3
Tnfaip3
Tnfaip3
Tnfaip3
Tnfrsflla
Tnfrsflla
Tnfrsflla
Tnfrsflla
Tnfrsfla
Tnfrsfla
Tnfrsfla
Tnfrsfla
Cd40
Cd40
Cd40
Cd40
Cd27
Cd27
Cd27
Cd27
Tnfsfll
Tnfsfll
Tnfsfll
Tnfsfll
Tnfsf12
Tnfsf12
Tnfsf12
Tnfsf12
Cd40lg
Cd40lg

GAAGCGGCTCCATGACAGCG
TCTGAGACCACGAATCACCA
GAGACTAGCAATACCGCAGG
GAATATCTATAGCACCCCAC
CCTCCAGCCTAACTTGACTG
CACAGAGGGCCAGATATCCG
TCAGCATGCTCAACTATGAG
AAGTCCTGCTCGGTCCCCCG
TACCTACAACACCCCGTTCG
GTGTGAGACAGGCTACCAGT
CTGTGAAGTAAAACTCACAG
TCGCAGTTAGATCCGAAACA
GCAGCTTGTCAGTACATGTG
ATATCCATGAGTGATAGCTG
AGCCCCGAGGAAACCGCTGG
AGGACTTTGCTACGACACTC
ACCAGCACAACGGTCCCCTG
ACACTGAGGAGACCACCCAA
GTTTAAGCCAGTGTTTCACC
AGACGCAAGGAGACCTCTCG
AGTTGCAAGACATGTCGGAA
AGACCTAGCAAGATAACCAG
GATGGGGATACATCCATCAG
GGATCCCGTGCCTGTCAAAG
ATTCGCCTGAGTCACATGGG
GGGATGACAGACGGTATCAG
AGTCAGACTAATGTCATCTG
CTGCACCAGCAAGGATTGCG
TCTCTCCAGACTACCACACC
TGCTGCATACCTGTGCCATG
AGACAAACACTACTGGACTG
CTCAGGTACATTCTTTGTGA
GCCTCGATCGTGGTACCAAG
GACCCTCGTGTGGGACGCCG
GTTAAGCAACGGAAAACTAA
AGATTTGCAGGACTCGACTC
GGCTGACCACGACCAGCAGG
GCCCAGGCTCAGCACCAGCG
CAACGCTGTCTGCCCAGGTG
GGAACTGAATCCCCAGACAG
TATTTCAAAACAGGTCGAAG
AAGCTAAAGAGATGCAACAA



Number
631
632
633
634
635
636
637
638
639
640
641
642
643
644
645
646
647
648
649
650
651
652
653
654
655
656
657
658
659
660
661
662
663
664
665
666
667
668
669
670
671
672

Target Gene Symbol sgRNA.Target.Sequence

Cd40lg
Cd40lg
Cd70
Cd70
Cd70
Cd70
Traf3
Traf3
Traf3
Traf3
Trex1
Trex1
Trex1
Trex1
Tfrc
Tfrc
Tfrc
Tfrc
Tnfrsf4
Tnfrsf4
Tnfrsf4
Tnfrsf4
uUng
ung
uUng
ung
Vps45
Vps45
Vps45
Vps45
Was
Was
Was
Was
wdrl
wdrl
wdrl
wdrl
Zap70
Zap70
Zap70
Zap70

TTATACCATGAAAAGCAACT
TGAACTGTGAGGAGATGAGA
TTGGGAAGGTCCTTCACACA
AGCTGTAACTCAGCTGTGTG
AAGGACCCCACACTGCGCTG
CATCTGCGTATCCATCAAGA
GCTGGGGGCATTGACACACT
CAGGTTCACGTGCTGTACCG
AGTGACTGCACGTGGCCTCG
GCTTTGAGATCGAGATTGAG
TTTCCTCGAACCATTCCCTG
ACACAGAAGGTACCATCTAG
AGCTTGTCCACCACACGGGG
GGAGCAGAGGAAAGTCATAG
CTACACGCTTACAATAGCCC
GAATACATACACTCCTCGTG
GGGCTCCTACTACAACATAA
AACCCTCGGGAGACTCCACT
GAGCCGCTGTGATCATACCA
TCACACTTGGAGTTACAGCA
TTCCAGATAAGGTACAACTG
GTAGACCAGGCACCCAACCT
ACGGACCTAATCAAGCTCAC
TTGTCAGGGTGGGCCCGACA
CCAACCCCGACTCTGACTCC
CCACAAGGTCTATCCGCCCC
AAAGCTGATAACGAATCATG
ACGAACTCTTTGAATTCCGG
TGTCTCAAAGCACGTGACAG
TTGTTTCCTTCGACCCACAA
CAACTGATAAGAAACGCTCA
CCACCAGCACCAATCAATGA
TCACCTGTAGGCCATAAAGG
GCAGGTGAACAACCTAGACC
GTAGCCAAGTATGCACCCAG
GGCCCTACCGACTAGCAACA
GTGTGCGATTCTCTCCTGAT
ATGGCTCCCAGAATAGATGT
CAACGGCACGTACGCCATCG
GAAGCGAGAGAATCTCCTCG
TCGACAACCCCTACATCGTG
CGCGCACCATAGCATCACGC



Number
673
674
675
676
677
678
679
680
681
682
683
684
685
686
687
688
689
690
691
692
693
694
695
696
697
698
699
700
701
702
703
704
705
706
707
708
709
710
711
712
713
714

Target Gene Symbol sgRNA.Target.Sequence

lkzf1l
Ikzf1
lkzf1l
Ikzf1
Hax1
Hax1
Hax1
Hax1
Sh3bp2
Sh3bp2
Sh3bp2
Sh3bp2
Srp54a
Srp54a
Srp54a
Srp54a
Rbck1
Rbck1
Rbck1
Rbck1
Uspl8
Uspl8
Uspl8
Uspl8
Clen7
Clen7
Clen7
Clen7
Tcirgl
Tcirgl
Tcirgl
Tcirgl
Nbn
Nbn
Nbn
Nbn
Tinf2
Tinf2
Tinf2
Tinf2
Elane
Elane

GATGGCCTGGTCCATCACGT
GTTGGTAAGCCTCACAAATG
CAGAACTCCAAGAGTGATCG
AGAAACTAACCACAACGAGA
CAGAACTATTCTCACCTCCG
AATTCACACACCAGGAGAGT
CTGAAACCGAATTCCTCTGG
GCTCCAGATTGGGGGTCGCA
TCAGCAAGAAGCACCGAACA
GAGGTGAACGAGTGGGCACG
ACCTGGAGCCTGATTCCCCG
TGGGTACATTGCTCATTGGG
CTTATAGAGAAGTTGAAGCA
AAAGCGTGGACACCGACTAA
TATGTGATGGATGCATCCAT
AAACTCGACGGTCATGCGAA
TGCTTCATACCAGCCTGACG
AGTACGCCCGGATATGACAG
TGCATTCACACGGCATTCGG
ACCCGAGGTCTCCCCAACAC
CATCATGAACACTTGAAGCA
ACAGCTCTCGCAGCACATGT
TGTACAGCCCACGCAAATCA
CAGGCACTGAACGAGCTCCG
GGAAAGACGAATCAACCACA
ATAGCTGCAGGGATTTCACA
AATCGGACAGATGAACAACG
ACTCTGCCTTCGTACTCGTG
ACACAAGTGCCTCATCGCGG
TCTCCCGAAAGCTGGCAATG
CAGCCACACTCCAACCTGAG
CGCTACAGGGAAGTTAACCC
TATTCCTACATCAACAACGC
TGGAGAAAGCTGATAGCTCG
ATAGCTGGTTCATCAATGGG
GAGAATTACTGTAATCCGCA
CAAAGGCGTGCCATAAAGAG
CCGGTAGCAAACCAAGCCGG
CCAAAGGGGCCAGATTAAAG
AGTGCTCTACGCGGCGACGG
CCGGCCACCAACAATCTCTG
CTCACAGGCCGTTCACACAG



Number
715
716
717
718
719
720
721
722
723
724
725
726
727
728
729
730
731
732
733
734
735
736
737
738
739
740
741
742
743
744
745
746
747
748
749
750
751
752
753
754
755
756

Target Gene Symbol sgRNA.Target.Sequence

Elane
Elane
Cfhrl
Cfhrl
Cfhrl
Cfhrl
Ctps
Ctps
Ctps
Ctps
Slc46al
Slc46al
Slc46al
Slc46al
Nhp2
Nhp2
Nhp2
Nhp2
Map3k1l4
Map3k14
Map3k14
Map3kl4
Rfx5
Rfx5
Rfx5
Rfx5
Irf7
Irf7
Irf7
Irf7
Irf3
Irf3
Irf3
Irf3
Icos
Icos
Icos
Icos
Smarcall
Smarcall
Smarcall
Smarcall

GAACGACATTGTGATTATCC
ATGACCTCCACGCCTCTGCA
TTGCCTTCTTAGATCCAACA
TGCATATACTGGTAACGACA
ACTGGTGGAAATGCATTTGG
AGAAGGTGACATTGTACAAG
ATTGGCCATTAACCACAAGC
ATACCAGTACGTCATTAACA
GCCCACAAGAGCGATCGAGC
TTAATACCCGTAGACGAAGA
AGAGCTAACATCTGCCACAG
GGGCAATGGATCGATGATGG
TGGACCAGAAGAGTCCCACC
GAACTGTGGGAACCAAAGCG
GCAGAAGCAGATTCGTCGCG
CCATCTTCCAGTTCTGTGCG
AGGAGATACATTGCCGATTG
GGCCGCTCCCGAAGAGTCCG
GCAAAGCCCGAAAAAAACGT
CGTGGTTTAGACATTGCAAG
CCCCGAAACTGAGGACAACG
TGGGCCAGTTGGCTTAGATG
ACATAATGACCGTTCTCGAG
ATGGGTGTGATAAGTGATCG
AGAGCGTCTATGATGCCTAT
TCTACCTTCAGCTCCCATCG
CTTGCGCCAAGACAATTCAG
GGCAGGTTAACTCCACTAGG
TGTGCGGCCCTTGTACATGA
GGAGCAAGACCGTGTTTACG
CCAGTGGTGCCTACACCCCG
AGAAACAATAGCCAGATCTG
GGCTGGACGAGAGCCGAACG
CTGGCGGCCTCGGTAGAAGG
TGGTCTTGGTGAGTTCGCAG
TATGCAAATATCCTCCACTA
GCAGAAGTAATAGCTTCCCT
AAATGAAAACATCCTATGAT
CTCCCAGGTGAAGCGCACAG
TTTGGGTTATAAATCCAGCG
TCATTGCAGATATCAAGACC
GCTTGGCATCCACTCCGGAA



Number
757
758
759
760
761
762
763
764
765
766
767
768
769
770
771
772
773
774
775
776
777
778
779
780
781
782
783
784
785
786
787
788
789
790
791
792
793
794
795
796
797
798

Target Gene Symbol sgRNA.Target.Sequence

Atpb6apl
Atpbapl
Atpb6apl
Atp6apl
Unc93b1l
Unc93b1l
Unc93b1l
Unc93b1l
Nfat5
Nfat5
Nfat5
Nfat5
1115
1115
1115
1115
Mefv
Mefv
Mefv
Mefv
ExtI3
Extl3
Extl3
Extl3
Tyk2
Tyk2
Tyk2
Tyk2
Samhd1l
Samhd1
Samhd1l
Samhd1
Adar
Adar
Adar
Adar
Tbk1
Tbk1
Tbk1
Tbk1
Mogs
Mogs

GAGGATTTCACAGCATACGG
GATATGACCCTCATGTGTGT
TAGCTAGATCCACATGCAAG
GTGTCATTGTAACTCACAGG
CTGGGAACGCTACTACACGC
CCGCAGTTGGACGAACTCGT
AGGTGAAGTATGGCAACATG
GCACACGCGAAGCTCAACTG
TCAGCCATTTACGTACACTC
AGTATCCGGTTAAAAGTGAG
GCCGTGGGGGTAAGTAACAG
AAGACCAACTTCTATAACAG
GTCATCCTGGGCGTTCAAGG
AACATCATGGAGCTCTACCT
AGGGCCAATTCTGAAACTTG
TGTTGTCCCAAATCGGGCAC
TCTGATAACCTACTACGGGG
AAGGAGGGTACCTTCACAAG
ACCAAAAGGAAGGATCAGAG
TCTGAATGGAAGGACTACGG
GCCCAAGCCTCGCGTCACAG
TCAGACATAGCATGGACAAG
CCACACAGTGCCCACTCAGT
ATTGCGGAGGTATTTAGGTG
GTGTGGTTACGGCGACAGAG
TAGACCCCCGCATGATGACG
CTTCCAGGACATTTCCCACG
ATCCACATCGCACACAAAGT
ATCCTTACATTATGTCGATG
GCTTGATATAGCGAAGTCGC
CTTGGGCTGCCATCGCAGCG
TTAGGATCTTACCTAGGTCG
ACTCCAACAAGCCGCCTACG
AGAGGTAACCCCAGTAACAG
TTCTTGTAGGGTGAACACCG
TGTATCCAGGAATTCCCTAG
TGCCGTTTAGACCCTTCGAG
CTTCTCGCTACAACACATGA
CAACATCATGCGCGTCATAG
CGGGAACAACTCAATACCGT
TCTAGGTCATTCTTCCCACG
TCGGCAGCATATCCACGATG



Number
799
800
801
802
803
804
805
806
807
808
809
810
811
812
813
814
815
816
817
818
819
820
821
822
823
824
825
826
827
828
829
830
831
832
833
834
835
836
837
838
839
840

Target Gene Symbol sgRNA.Target.Sequence

Mogs
Mogs
Tnfrsf13b
Tnfrsf13b
Tnfrsf13b
Tnfrsf13b
Bclllb
Bclllb
Bclllb
Bclllb
Stk4
Stk4
Stk4
Stk4
Ncstn
Ncstn
Ncstn
Ncstn
121r
121r
121r
121r
121
121
1121
121
Lpin2
Lpin2
Lpin2
Lpin2
Nop10
Nop10
Nop10
Nop1l0
Psenen
Psenen
Psenen
Psenen
Ndnl2
Ndnl2
Ndnl2
Ndnl2

TGCCGAAATAGACGTGTGGG
GAGGTCCTACTACCAGAGAT
GTACTACGACCATCTCCTGG
GAAGTCAGGTCAGACAACTC
GTGGCTCTCCTCTACGCCTG
ATCAGTACTGGGACTCCTCA
GTTGTGCAAATGTAGCTGGA
CTGAGAGCCCGTCGTCTGAG
GCGGGAAGTTCATCTGACAC
CAGAGGTGAAGTAATCACGG
AATACACCGAGATATCAAGG
TATCTGATATCATTCGGCTA
TGCTGATATCCATCCAATGA
TTCAGGAGCCATCCAAAACG
CCAGCAGAACCATGTAAGGG
GTGCTATCAAGATCACAACC
AGGGACAGAACTCACCCGTG
GGTGACTCACCGATTGTGGA
GCACGTGTACCATATATGTG
AGGACGCTATGATATCTCCT
GCCACCTCACCACAGCATAG
GGGCTGGAAGAAACTCTCAG
GGTGACGAAGTCTAATCAGG
GAAAATCTATGAAAATGACT
AAACTCAAGCCATCAAACCC
GACATTCATCATTGACCTCG
GGATACTCACGTTTCTAATG
GGTTATATATCCGGATCACG
TGCAGGTCACCAAAAGAGAA
AACCTGGATCCGTGTCACTG
CGATCGCGTTTATACGCTGA
CAATATTACCTCAACGAGCA
GGAGAACCGAGCAGGATGGG
GAGCAGAAATTTGACCCTAT
CGAGAATGATCACCCAGAAG
CCGGAAGTACTATCTTGGTA
CTTGGAGCGGGTATCCAATG
ATGTTGACTAACCAAAGAAA
CACGTATTGCAGGCGCTCGG
CAACACCATCACCGAGACTG
AGAAGAAGATCCCGATCAAG
CCCTGTCGGCCCCGACCGTG



Number
841
842
843
844
845
846
847
848
849
850
851
852
853
854
855
856
857
858
859
860
861
862
863
864
865
866
867
868
869
870
871
872
873
874
875
876
877
878
879
880
881
882

Target Gene Symbol sgRNA.Target.Sequence

Sbds
Sbds
Sbds
Sbds
Taz
Taz
Taz
Taz
Cdca7
Cdca7
Cdca7
Cdca?7
Magtl
Magtl
Magtl
Magtl
Rnaseh2b
Rnaseh2b
Rnaseh2b
Rnaseh2b
Jagnl
Jagnl
Jagnl
Jagnl
Ino80
Ino80
Ino80
Ino80
Rnaseh2c
Rnaseh2c
Rnaseh2c
Rnaseh2c
G6pc3
G6pc3
G6pc3
G6pc3
Ctcl
Ctcl
Ctcl
Ctcl
Ginsl
Ginsl

CCAGATCCGACTGACCAATG
CCTTCATGGCTCTCTCGATG
ACTGAAATCTGCAAGCAGGT
TAGGGATATCGCCACCATTG
TTTGGAGAAGCTTAACCATG
GGTCATCCATGCAAGACTGG
AGCAGCTCACCTCGACACAC
TATGAGCTCATTGAGAACCG
TCTACTGGTCGGATTATATG
GCTGTCACAACTGTCATCGG
TGTGGCTACCAGAAGGAACC
GTCGTCCAGAGAACAAGCCA
TGTGTGTGCGATCGCAGCGG
CAGCTGAGCAGATTGCCCGG
TTATGCTGGACCCCTAATGT
GTGGAGCTTTAACAAGACGA
CTCCTAGGTCAACCAAACTG
TCAGCCCTTGGACCAAGTCG
CAGCCTTTAGGAGATAGTGA
TGGCCAGCTTTACGAACAGG
GCACTACCAGATGAGGTACG
GTACCTCATCTGGTAGTGCA
AGTGCATGGCGACGCGCTCC
CCGTCGGTGCCGGCCGCTCG
GGGTTGCGGAATATCCTCAC
AGAAAATGAATTGTCTGACA
TGCCCATCAATGCATGAAGG
GTGACGTGGAGATTCTTCAG
CGTGAAGAAGCGATCTACCG
CGGCTGACTAGAACGTCGCA
AGGGTTTGCGGGATTCGTGA
ACCGTCTGCATCGTGGCGGA
TAGGCCGACTGCCAATAGGA
TTCCCGGGCTAGAGAATATG
GGGGCTCATTAGCCAGCCAA
TAAAGAGAGTCCAATACATG
CTGGTCGAATAACCCGCCTG
CTTGTAGATGAGATCCTCCA
AATTGCAAGTAACCAAGACC
CTTGGAACTATGGGGTACAC
CCGGCGCGCGGTGTAACTCG
TGCTTCGGATTAGAGCACTC



Number
883
884
885
886
887
888
889
890
891
892
893
894
895
896
897
898
899
900
901
902
903
904
905
906
907
908
909
910
911
912
913
914
915
916
917
918
919
920
921
922
923
924

Target Gene Symbol sgRNA.Target.Sequence

Ginsl
Ginsl
C8g
C8g
C8g
C8g
Rnaseh2a
Rnaseh?2a
Rnaseh2a
Rnaseh?2a
Trntl
Trntl
Trntl
Trntl
Rnf168
Rnf168
Rnf168
Rnf168
Uncl3d
Uncl3d
Uncl3d
Uncl3d
Nbas
Nbas
Nbas
Nbas
Slc29a3
Slc29a3
Slc29a3
Slc29a3
Ifihl
Ifihl
Ifihl
Ifihl
Snx10
Snx10
Snx10
Snx10
Tnfrsfl3c
Tnfrsfl3c
Tnfrsfl3c
Tnfrsfl3c

GTTGTTGTTCACAGACGGAG
AGTCTCTTGCTACTTACATG
TGGGACTCACAGCTTTCGGA
CTGGGGAGCTGCGTGCAATG
CCTCACCTTGGAACAAGAAG
CTGAGCACTGAAATTGACCT
TGTCACACGATACAGCTGCG
GTAACAGATGGCGTAGACCA
AGACCTTGACAGAGAACGAG
GGCTCCTTGAGACACACAGC
CATGAATTAAGAATAGCAGG
ATTCGCATGATCAACAACAA
AACCTGTTCTCACCTATGTG
GGCAGAATTGTCGACAGACC
GGTGTGCCCCAGTTAACTGG
CCCGGGCCACAGTTATGTGT
AGCATGGGTTACAGAGCGTG
AATCTCTGGACAAGAATCAA
AATCTGGTACAGGACGTCAT
ACAGAGACCTACCCAGACCG
TGGCTGGCTGAAACCAGCGG
GCAGCCCTGTGTCCCGACGT
AACAAAACAGCATATTCGTG
ATAGCAGTATTTATTCCATG
ATTGATTGATGTCAATTGGT
TTTGCCGAATGACATGACAT
AATGATGGCCATGCACGCGA
GGGAAACTGCGCAGAACCCG
CAAGGAAGACTGCTGCCATG
ACCAGAAAACACTCGAACTG
TGTGGGTTTGACATAGCGCG
CGTAGACGACATATTACCAG
TGGGTTCCAAAATCTGACAT
GATTGATGCATATAGCCACC
GCAGAGCCATCTGAACTCCG
CATGTCGACCAACGCCGCCA
AAACATCTTGTGTACGAAGA
AAAGCAAGAGTGCATTCTGC
CAGACTCACTAGACCCACCA
GACACGCAGTTTCTCACCAG
CTCCGCGCTGAGACCCGACG
GCACTCGGTCTGATTGCACT



Number
925
926
927
928
929
930
931
932
933
934
935
936
937
938
939
940
941
942
943
944
945
946
947
948
949
950
951
952
953
954
955
956
957
958
959
960
961
962
963
964
965
966

Target Gene Symbol sgRNA.Target.Sequence

Spink5
Spink5
Spink5
Spink5
Tmem173
Tmem173
Tmem173
Tmem173
Parn
Parn
Parn
Parn
Stx11
Stx11
Stx11
Stx11
Rhoh
Rhoh
Rhoh
Rhoh
Dock8
Dock8
Dock8
Dock8
Erccb6l2
Ercc6l12
Erccb6l2
Ercc6l12
Dnajc21
Dnajc21
Dnajc21
Dnajc21
Lrba
Lrba
Lrba
Lrba
Lamtor2
Lamtor2
Lamtor2
Lamtor2
Smarcd?2
Smarcd2

CGGGAAAGTGACCCAATCCG
AGGGAGAGTGACCCTGTACG
CGAGAAAATGACCCTGTGCG
TGGAAGACTTGGATGTACAC
GAAGGCCAAACATCCAACTG
TATCTCGGAATCGAATGTTG
AGTATGACCAGGCCAGCCCG
CAGTAGTCCAAGTTCGTGCG
AAAACGGTCTCAAGCCAATG
GGTCATACTTAAAAGCACAA
AAGACATATAGTTATCAGCA
CCAACTCACCGAATTAGCAA
TCGAACACTATGTCCTCCCG
AGCCATGTACGAGTACAACC
CATGTCGGGCGAGCAGATTG
AGCTGCTTCTGATAGACGTG
GGTACTGATGTGCTACTCTG
CCCACGGTGTACGAGAATAC
ACAACCAGCACCGGGGTACA
CAGGGGCCGGATACTTCTGA
ACTTCCGGTTTGCGACACCG
CCGGAACACGTAGTGCACGT
AGCACGTTTAAGGGATGACG
TAGCGAAGTTCAGTCGCTGG
CTGTTACAGACCAACTCACG
CGTACCAAGACTCTTATCAA
GGTACTTGCGAGATTACCAA
AAGGATGAATTGGATACCTG
TAGGTACGATAACCACCGAG
CTCCCAGAGCGACTATGACA
TAAACGAGATAAGAGAGTGC
TGGATCAGATGAAAACGAAG
GACCGTCCCAATGAACTCAG
GTGTGGCGAGTGGACGAAGA
ATAGTTACCATGTACCACTG
CAGATGCAGTAGACCAACAA
GTTCCCGTTCCTATCATACG
GCTGGCCTACTCCGGTTATG
CCACCCTCGTAATGGCTACA
CACAGATGCCCGGGTCACTG
GAGATAATGCGGGAACTGCG
GCATCGGATGCCCACCACAC



Number
967
968
969
970
971
972
973
974
975
976
977
978
979
980
981
982
983
984
985
986
987
988
989
990
991
992
993
994
995
996
997
998
999

1000
1001
1002
1003
1004
1005
1006
1007
1008

Target Gene Symbol sgRNA.Target.Sequence

Smarcd2
Smarcd2
C230052112Rik
C230052112Rik
C230052112Rik
C230052112Rik
Usbl
Usbl
Usbl
Usbl
Traf3ip2
Traf3ip2
Traf3ip2
Traf3ip2
Ticam1
Ticam1
Ticam1
Ticam1
Fermt3
Fermt3
Fermt3
Fermt3
Mthfd1l
Mthfd1l
Mthfd1l
Mthfd1l
Obfcl
Obfcl
Obfcl
Obfcl
Card11
Card11
Card11
Card11
Spl110
Sp110
Spl110
Sp110
Orail
Orail
Orail
Orail

CCCAACACACTCACTCGCTG
CGGAGCAGCTGTGCCAAATG
CTAGCCACAATATGTCCTAG
TGAGGCAGGATGCTTCCGAC
CAGTAAACTTCTGGACTGCT
TATGATCCCTTGAAGATGTG
ACACGGTATGTAGATGTGGG
TCCTCGATCCTCACCAACGG
GGTACAAACATCTGAGCTCG
GACGACAGTGCAAAGCATGG
GTCCTGCAGGTAACACGAGG
GTAGTACTGACAGTTCCATG
CCTGCGAGCTAAAGTCCTGG
CCAAAGCATTAGGTAAACTT
AAGATGCCATCGATCACTCG
TCTGGAACGCTAATTTCGTG
GATATCAAGGGGGACCCCAG
CTTCACACCATGGAACCCAT
GGAGGTGCATGACCTGACAA
CTGTCACACTCCGAGTCACG
GGGCTACCGCCAGTACTGGG
CTCACCCACATCCCCGCTCA
ACACCAACGATAGATTCCTG
CACTATGAATCCGTGCACAG
GATTGCCGGAAGGCACGCGG
GGTAGCGTCCAGTAAGAAAG
GACGCAGTTTATAACCCCAG
CAACGGGCATCCAATAAGGC
GGAGATATCATCCGAGTCCG
TCGCAGTGCTCAGAATAGCT
GCAGCATAACTGTGTTCATG
ACTATGGAGTCATTTCCCGG
CACACACTTCCTGATGAACG
GCGACCTCCAACTCGAGGTG
AAATGACCTGGAAATGGCCA
GGTCAAATTCCAAAAGAAGA
TCCTGAATGCAGCCAAGGAG
AGCTCAAGGCAGTGAGCAGG
GATCGGCCAGAGTTACTCCG
TGGCGATGCATGCGCTCGTG
AAGACGATGAGCAACCCTGG
AATCCGGAGCTTCCCGTGAG



Number
1009
1010
1011
1012
1013
1014
1015
1016
1017
1018
1019
1020
1021
1022
1023
1024
1025
1026
1027
1028
1029
1030
1031
1032
1033
1034
1035
1036
1037
1038
1039
1040
1041
1042
1043
1044
1045
1046
1047
1048
1049
1050

Target Gene Symbol sgRNA.Target.Sequence

Pgm3
Pgm3
Pgm3
Pgm3
C7
C7
Cc7
C7
C8b
C8b
C8b
C8b
Cebpe
Cebpe
Cebpe
Cebpe
Tirap
Tirap
Tirap
Tirap
Dclrelb
Dclrelb
Dclrelb
Dclrelb
TIr3
TIr3
TIr3
TIr3
Card14
Card14
Card14
Card14
Rfxap
Rfxap
Rfxap
Rfxap
117rc
117rc
117rc
117rc
Wipfl
Wipfl

TACGGCCTCACATAACCCTG
AACTTCTTCAAGGTACCGCG
TACACCATGTAGTGCAACTG
CTGCTATGACATACCCTGTG
CATACTGATCGATTAACCGT
ATCAACACCAAAAGTTTCGG
CAATCCTGCAAACCTGAACG
GTGTCTCCACAACAATAGCG
AAAGACGCCATGGAGCAAGG
ATTGTGTGACTTGTCCGACA
TTGACTGTGAGCTATCCACC
CAAGGACAGAGCGCGCGTGG
CAGTACCAAGTGGCACACTG
GCAGGTAGTGAGGAAACGAG
CAGACTCGATGTAGGCGGAG
CTTACCTTGAGGACACGCAA
CTGTCTGTGAACCATCATAG
CGAAACAATGGCGCCACCCG
TGCAGCTCGAGGGTGAGCTA
CAAGTAGGAGACCAGCTCCT
TGCTAGACAAACCCACCGTG
TCCACTGAAGCATGGCAGAG
AGAGAAACATGACAGAACCA
TGAATGGTCAGAGTACGGGA
CTTAGATGAAATCCCAGTCG
GTTGTAGGAAAGATCGAGCT
GAATGGTCAAGTTACGAAGA
ATCTACAAAGTTGGGAACGG
CCACAGCCGCATGAAACGTG
TGTTCTACCTTAGAGACTCG
CACTCTGGAGAATACAACGC
AGAACTAAATCGGCTTAAGG
TCCAAGACCTGCACGTACGA
GCACCGCAACAAGATGTACA
CTGGACACATCGGACCCGGC
GTCACCGGAGGGGCCGTCCG
CTGTGGAACGATGACAACAT
AGCAATACTTACCCCAGAGG
GGAGCCACAAGATTTCCAGT
ATCTAGCTGCCATACCCCTG
GGAACAGAATGCCTCCCCCG
CCGTCGAGTCTGCACAACCG



Number
1051
1052
1053
1054
1055
1056
1057
1058
1059
1060
1061
1062
1063
1064
1065
1066
1067
1068
1069
1070
1071
1072
1073
1074
1075
1076
1077
1078
1079
1080
1081
1082
1083
1084
1085
1086
1087
1088
1089
1090
1091
1092

Target Gene Symbol sgRNA.Target.Sequence

Wipfl
Wipfl
Wrap53
Wrap53
Wrap53
Wrap53
Tmc6
Tmcb6
Tmc6
Tmcb6
Tmc8
Tmc8
Tmc8
Tmc8
Ttc37
Ttc37
Ttc37
Ttc37
Mkl1
Mkl1
Mkl1
Mkl1
Ttc7
Ttc7
Ttc7
Ttc7
Dclrelc
Dclrelc
Dclrelc
Dclrelc
Slc35c1
Slc35c1
Slc35c1
Slc35c1
C8a
C8a
C8a
C8a
Rltpr
Rltpr
Rltpr
Rltpr

GGGGCTTGTCATCCAAGGCT
GCTGAGGTCCACCGCCAACA
GGTCATTACCACTTACTAGG
AGAAACGAATCTCCCCGAGT
GAAGAGTTGGGAACCATCCG
GACACAACCAAGCTAGCCAC
GGAGTCATGTCGCTCCAGAG
TTTCCAAGGTCGCAGCCGTG
GACCAGAAAACGTAGGCACG
TACCGGGTTGGCAGTACCAA
GGAGCTCTCTACGAGATTGG
CAACGCTTGCGACTACCAGG
CTTCTACGGTGCCTACCGAG
CATCCGCACAGGCGTCCGGG
ACAAACAGATCACTTCTAGT
CGCCTGTGTTCAGACAGGCG
TGACGTGTGTAAGAAACTCG
GAGGCGTACTTAAGCAGAGG
AGACAGTTCCTCCTTCGACG
GTGATGAGAATTCCACACCT
CTGCCCCCAAGCCTAGCCAA
GTCAGGATGCACATTCTGGA
TGGGATCGATGACATATCCG
TCCAAGACCAATTACTACCG
GCAACACACCTGTCGGACGA
CTGCCCCAAAGACAACATAG
TTTATTCACCAACCTAAGCG
CAGGGAAACATACACGACTT
GCATCAAGCCATCTACCATG
TCAACTAAAGATATCTGCGT
AGGGCACCCCTACGTACTTG
AGGTTAGGCGCCAGATACTG
CTCACCAATGATGACGCCGC
GCAGTGAGGTCACCAGGCAT
TCCTGCTATAGGTACTACTG
GGAGATTGAAGTATCCGCCA
CATTGTACACAGTTTCACAC
CTTGCCTTAGACAAGGTGTG
GCCTGACTTACCATGAAGGG
CAACCAAGTAGACTCTACTT
AGACCACCCTGGATACCACA
ACATGCGCCTGTCAATCACT



Number
1093
1094
1095
1096
1097
1098
1099
1100
1101
1102
1103
1104
1105
1106
1107
1108
1109
1110
1111
1112
1113
1114
1115
1116
1117
1118
1119
1120
1121
1122
1123
1124
1125
1126
1127
1128
1129
1130
1131
1132
1133
1134

Target Gene Symbol sgRNA.Target.Sequence

Maltl
Maltl
Maltl
Maltl
Dkcl
Dkc1l
Dkcl
Dkc1l
Apls3
Ap1ls3
Apls3
Ap1ls3
17f
17f
17f
17f
Nod2
Nod2
Nod2
Nod2
Irak4
Irak4
Irak4
Irak4
Zbtb24
Zbtb24
Zbtb24
Zbtb24
Rnf31
Rnf31
Rnf31
Rnf31
Rtell
Rtell
Rtell
Rtell
Irf2bp2
Irf2bp2
Irf2bp2
Irf2bp2
Gimap5
Gimap5

GTCCTATGCCTCACTACCAG
ATATGAGATGTGTAACGCTG
CCACTGGCTAAATTCAAAAG
AGCTTGGACCGCGCTCCGGA
TTTACTGCAGCAATAAGTGG
TCTCTACCCGAAGTATTCGT
TACGCATAGTGTCCGAATGT
ATGATGTACTCGATGCTCAG
CCACACTCCCTGACAAGGAG
TCCAGACCGTCCTCTCTCGT
TCAGTCGACAAGGGAAGCTG
TAATATCCAGCTCACAGACC
GACTTACTTGTAATCCCATG
TGGGAACTGTCCTCCCCTGG
AGCGGTTCTGGAATTCACGT
GGGCCTCAGCGATCTCTGAG
CCGACCCATCGTAAGTACTG
AGATGCCGACACCATACTGG
GCAGAGTCTGGACTGACGTG
GTTGTAGAGTCTCCTCACAA
GTAGCTATCAAAAAGCCGTC
CTGTGTGAACAACACCATCG
TGTAAGCATACACTAAGCAC
CAAGGTGCAAGGTTGCTCAG
GGAAATCGAAGTTACCCGTG
TGAGAAATACTCGCTACTGG
ACACGTCCATAAACTTTCGG
GATCCTCTGAAACGGAAACG
GATGGATTGAGTTTCCCCGA
GAACTATGAGTTGTTGGACG
CTACCTCAACACCCTATCCA
GGAGGAACCAAGGTGTTGTG
ACACGGGGATCCATGCGTGG
TATGCCGACATACCGGTAGG
GTTGTCATACACCTTAAGGT
GAGGCGTCACCAAACCTGGA
CGCACGCGTGCTGAAGTCGG
GCGGCAGAACCGTTGACCAG
TCTCGATGACGAACTCCACG
GGCCGACAGCTTATCCAGCG
GTCACCAGTAACAACACATG
AGCTAGATTCTTGTACACAG



Number
1135
1136
1137
1138
1139
1140
1141
1142
1143
1144
1145
1146
1147
1148
1149
1150
1151
1152
1153
1154
1155
1156
1157
1158
1159
1160
1161
1162
1163
1164
1165
1166
1167
1168
1169
1170
1171
1172
1173
1174
1175
1176

Target Gene Symbol sgRNA.Target.Sequence

Gimap5
Gimap5
Ligd
Ligd
Ligd
Ligd
Chd7
Chd7
Chd7
Chd7
Ccbel
Ccbel
Ccbel
Ccbel
Fat4
Fatd
Fat4
Fatd
Card9
Card9
Card9
Card9
Plekhm1
Plekhm1
Plekhm1
Plekhm1
Kmt2d
Kmt2d
Kmt2d
Kmt2d
Otulin
Otulin
Otulin
Otulin
Cfhr2
Cfhr2
Cfhr2
Cfhr2
Nlrplb
Nlrplb
Nlrplb
Nlrplb

ACTGGAATGCTGGTCGTCGG
CTGAAGATGCCATGGCTGTG
TTAGACGTCCTAATTGTGGG
GCAACTCAACTGCATCATTG
GAACGCATTGTGAATAAATG
CATCCGTGCGAGCTCCACTG
GACATGCCCATAAACGAACG
AAACGGTTTAAGTCAAAACA
CCTACCGGAATGATTTAGCA
TCGATGACCACACAGCGCCA
GACCTACCGAGAGGAACCCG
CAGCAGTGCACGGATAACTT
ACAGAGAGTGGTATTGCTGG
GAACTGGGCAAGTATGTCAA
GACATCGTGGACGATCGAGG
CAGTTATCTCATCACTACCG
GGGATGTCGAAAGAGTACAC
ATTAGATCCTATGTCCGCGT
GATGTACAAGGACCGTATCG
GTGACTTTCCGGTATAACTG
TAGATAGGGTGTGATCCGGG
CCAACCTGGTCATCCGCAAG
TGACTTGTAGGAGAGTTCGA
TGATGAGGAACGCACCTGTG
GCTGGTAGCTAGGCTATGGA
ACTCACCGGACTCGTAGGAG
AAATGGCTGTTGATCCCATG
GTTCACCATTAATACCCCCA
TCGGGCCGGACTAACATCCG
TGGGGATGGACAGCCCGACG
GGAACTTCACAGCTTCGTAG
TGATAACTACTGTGCACTGA
AACAGAACCCAGGTTAAGTG
AGTATACCTGGATCAAGCAG
TTGTCCCCTTAGACTCAACA
GAATGGAGACTCTACATACT
ACTTATTTCCTATAGACACT
ATACCATTTAGAATATAAGG
CTAAATGACCTGTGTGACGA
AGATGCTAAAGAGCACCCTA
AGAAGATCATTCCTTATGTG
CTGTAAGCAAGGGTTAGCAG



Number
1177
1178
1179
1180
1181
1182
1183
1184
1185
1186
1187
1188
1189
1190
1191
1192
1193
1194
1195
1196
1197
1198
1199
1200
1201
1202
1203
1204
1205
1206
1207
1208
1209
1210
1211
1212
1213
1214
1215
1216
1217
1218

Target Gene Symbol sgRNA.Target.Sequence

Vps13b
Vps13b
Vps13b
Vps13b
Isg15
Isg15
Isg15
Isgl5
Epg5
Epg5
Epg5
Epg5
Clra
Clra
Clra
Clra
Cls2
Cls2
Cls2
Cls2
C4b
C4b
C4b
C4b
Cd59b
Cd59b
Cd59b
Cd59b
Lat
Lat
Lat
Lat
Nhejl
Nhejl
Nhejl
Nhejl
Dock2
Dock2
Dock2
Dock2
Mysm1
Mysm1

TGTCCATACTACCCAAATCG
TAAACACTGCAATACAAGCG
GAAACCTCTTCCCGATACAG
TGGCAGTAGTCCATGTACTG
GTCCGTGACTAACTCCATGA
CAGCAGCACAGTGATGCTAG
GCATCCTGGTGAGGAACGAA
TGGAAAGGGTAAGACCGTCC
ACAGCCGACTCGTTGTAACA
TCGAGCCAGAAGAACCAATG
TGGGTACCATACCCATATTG
GAAACGCTGTCTTACACAAG
TTTGCCAGAATGATGGCACA
TGTGCAGGTATATATCCCTG
CCACACAGACTTCTCCAATG
TGGTTGTCTCCAAGTCACTG
AATTCCTCATGTCATCATGG
TTCTCTTAGATAATCTCAGG
TCTTTCAAACTGATCTAATG
AACACACAGTTAAACTGTCA
GCACAAGATGCCTCTTAGTG
CAGGCACAGCCCCTCAACTG
GTAAGCCACAAAGTAGAACG
TGAAACAAAGGACCATGCTG
TATTATGAGCCGATTAGACG
ATGCTACAACTGTTTAGACC
GGCAAGTGTATCAACAGTGT
TTGATACACTTGCCTTCCTG
ACTCACGAGGTGGCTTGATG
GCATCCGATGGGAACCCCCA
ATACTCACGGGATGGGGAGC
CTCTGTGGAAGTGCTGTCAT
CCCTATGCATAGAGCTCGGC
ACCAGCCGAGCTCTATGCAT
GGCTGGTTATCAGTTCCTCG
TCACCAACAGCACACGCCTC
AAGAAGTGACAACCACGCTC
CAGCATCTCACGCTACAGAT
GTGACAGTTTATGCTTTATG
TACATCCTTTATCCATCTCA
ATCACTATCTTGATTCAACG
AAAATTCTGGGTTAATCAAA



Number
1219
1220
1221
1222
1223
1224
1225
1226
1227
1228
1229
1230
1231
1232
1233
1234
1235
1236
1237
1238
1239
1240
1241
1242
1243
1244
1245
1246
1247
1248
1249
1250
1251
1252
1253
1254
1255
1256
1257
1258
1259
1260

Target Gene Symbol sgRNA.Target.Sequence

Mysm1
Mysm1
Kdmé6a
Kdm6a
Kdmé6a
Kdmb6a
Tpp2
Tpp2
Tpp2
Tpp2
112b
112b
112b
112b
Stat2
Stat2
Stat2
Stat2
C3
C3
C3
C3
C6
C6
C6
C6
Cfb
Cfb
Cfb
Cfb
BRDNO0O000737505
BRDNO0000737693
BRDN0O000737637
BRDNO0000738185
BRDN0000737801
BRDNO000737467
BRDNO0000737848
BRDNO0000737609
BRDNO0000737434
BRDNO0000738254
BRDNO000737777
BRDN0000737611

TATCATTGAGAAAATGCTGT
TTATCTAATAAATCACTTCC
TTGGATAATCTTCCAATAAG
TAGCATTATCTGCATACCAG
GAAACCTCACGAACCCGAAA
CGCCAGGATGAAGGCCCTGC
CACACCAAGCAGTCATATAC
ATTGATATCATTGATACAAC
ATAGGCCAATAAACTAATCA
TGGTTATGACTTCTATCCAA
CCTGCCCATTGAACTGGCGT
CCATGAGCACGTGAACCGTC
CATGTCACTGCCCGAGAGTC
GACTGGACTCCCGATGCCCC
TGAGATTGAAAATCGAATCC
TCCACAACTGCTTCGGGGGC
CTGAGCTGTAGTGGTCCCAC
AGTTCTTGGTGAGATCCATC
GATGACGACTGTCTTGCCCA
ACAAAGGCAAGATGCCGTGT
GAGCGAAGAGACCATCGTAC
GACAGTCGTCATCCTCATTG
TAGTAGTGAACGATTACTAT
CGATAAGCTTTGTATCAAGC
TGAAACACGGTATGGATTAC
GGTTGCCCCCCAAACTGACT
TTCGAGTCTGCACGGGGTAT
AATACGCTGCCCACGACCGC
GCTGGATACTGTCCCAATCC
AGCCACGCAGGACAAGTCCC
AAAAAGTCCGCGATTACGTC
AAAACGGCTCGATCGGTGAT
AAAACGTAATTATACCGAGC
AAAATTGCACCTTCCCGGCC
AAACCCCCGCGCGGAGCGTC
AAACCTAGCGTAGATTCGGC
AAACGAGGCTGTTCGTACAC
AAACTCATACGTAGCGAATC
AAACTCCCGTGTCAACCGAT
AAAGACGTGCATTCAGCGAG
AACATGTTAAGTCGCGTTAT
AACCAGCATTTGACCGCGCT



Number
1261
1262
1263
1264
1265
1266
1267
1268
1269
1270
1271
1272
1273
1274
1275
1276
1277
1278

Target Gene Symbol

BRDNO0O00737528
BRDN0O000738228
BRDNO0O00737727
BRDN0O0O00737483
BRDNO0O00737872
BRDN0O000737516
BRDNO0O00737844
BRDN0O000737412
BRDN0O000737631
BRDN0O000737750
BRDNO0O00737875
BRDNO000738229
BRDNO0O00737806
BRDNOO0O0738366
BRDNO0O00737593
BRDNO0O00738128
BRDNO0O0O0738307
BRDNO0O00737391

sgRNA.Target.Sequence
AACCCCGGCTGTCATCGCCG
AACCCGCCGGAACAATCAGC
AACCGGCTGCGCGTTTGCAA
AACCGTACTGCGAGGAGCAT
AACCTCGTCTCATGTACGAA
AACGCCCCGGATTTCGTTGA
AACGGCTGCGCCCGCGGCAA
AACGGGCGCAATACCCTTTT
AACGGTAGCGTACCCGTGAA
AACGGTCAAATCCGTGAGGG
AACGTCACCAACCTCGATCC
AACGTTATAGCTTCGTCTCT
AACTAACTCACTACGCACGA
AACTCCTCATCGTACGCTAA
AACTCGCGTGGGAAGTCCGG
AACTTATACGTAATCTGATC
AAGACTCCTACGTATCGAGC
AAGCACAAGAACGGTCCGCC



Target Gene Symbol

sgRNA.Target.Sequence

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
Ap3bl TGTGGCCAGTAAAAACATCG
Ap3bl GCTGCCTAATAAATCGTGTG
Ap3b1l ATATGCTAACAAGATACGCT
Ap3bl TTGGCACATCTCACCCAAGT
Ap3d1 CCAACGCAATGGTATCTGTG
Ap3d1 AGCACATCACCAACTTCGAG
Ap3d1 TCTTCACAGTAAAGTACCTG
Ap3d1 TGTCCTCATCGCTCTCCGTG
Xiap TTTCAGACACCATATACCCG
Xiap AGCACTAGCTAACTCTCTGG
Xiap CTTGGGAACAGCATGCGAAG
Xiap ATGGACATCCTCAGTTAACA
Arpclb CACAATGCGGTTACTCTCAG




Target Gene Symbol

sgRNA.Target.Sequence

Arpclb CAATGAGAACAAGTTCGCCG
Arpclb CCAGTCCAGGCTGAGCACTG
Arpclb 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
Serpingl GCTCTGAGATGCATTCACAT
Serpingl ACAATAACAAATGACACCAT
Serpingl AGAACTCATCAACACCTGGG
Serpingl GGACACAGGCAAAATCCTTG
Clga CACAGATGAAGCGACCCGTG
Clga CCCAATGACGCTTGGCAACG
Clga TTCAGCCACTGTCCATACTA
Clga AGGCAATCCAGGCAATATCA
Clgb AGGCACTCCAGGGATAAAGG
Clgb TGACCTGGTTCGGTCGCAAG
Clgb GAATCGCCTTTGGGACCGCG
Clgb CAGGTGAACTTGCCGTTGCG
Clqc GGGTGACTGTGAATACCGAC
Clqc CTGTGGTCACCAACCCTCAG




Target Gene Symbol

sgRNA.Target.Sequence

Clqc ATCATGCCCGTCCTTCCCAG
Clqc 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
Hyoul ACAGGCGGATAACCCTCATG
Hyoul ACATCGTACTCACTTGCCCA
Hyoul TGGAATTGATATCTTTCCGG
Hyoul TGGCGTGCTCAGTTTAGACA
Casp8 GATTATGAAAGATCAAGCAC
Casp8 CTTCCTAGACTGCAACCGAG
Casp8 ATGATCAGACAGTATCCCCG
Casp8 CAAGAAGCAGGAGACCATCG
Ctlad TGTGATGGTGAATATTCACA
Ctlad GGACTGAGAGCTGTTGACAC
Ctlad ACAGGTGACCCAACCTTCAG
Ctlad TGCCCACAAAGTATGGCGGT
Cd19 GAATGACTGACCCCGCCAGG
Cd19 AATGTCTCAGACCATATGGG
Cd19 GGCACCTATTATTGTCTCCG
Cd19 TTTAGCCCACACATACAGCT
Msdal GTTACAGTACTGTGTAGATG
Msdal TACCATACACTCAAACAGAT
Msdal CAGTCGTAGATATCAACATA
Msdal CCACACAAAGCTTCTTCATG
Cd3d TTACACAGATATATCCCTCG
Cd3d TCCATCTAGATGCATGACGC
Cd3d AAGAATAAAACACTCAACTT
Cd3d GATACAAGTGACCGAATATG
Cd3e AGGGCACGTCAACTCTACAC
Cd3e TTCTCGGAAGTCGAGGACAG
Cd3e TACTTGTACCTGAAAGCTCG
Cd3e TCAGAAGCATGATAAGCACC
Cd3g TGACACTGATACGTGCCTCG
Cd3g TTCTGTAATACACTTGCAGG
Cd3g AACTGCATTGAGCTAAACAT




Target Gene Symbol

sgRNA.Target.Sequence

Cd3g GTACAAGTGGATGGCAGCCG
Cd247 GCTCGGGATCCAGAGATGGG
Cd247 GCTCAATCTAGGGCGAAGAG
Cd247 CTCCTGGGAACCGCACGTGG
Cd247 CATTGTATACGCCTTCCTGG
Cd79a GGAACCCTAATATCACATGG
Cd79a CCTACTCACTGCGCACGCGG
Cd79a CGAAGTAAACAAGAACCACA
Cd79a AGGCGTATGACAAGAAGAGG

Cds1 GCAACCACAGAGCTACACCT

Cds1 GGGCTTCGTAAACAAAGACC

Cds1 ATCCATCACAGCTTGCTGAA

Cds1 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
Corola TGACACGAACTCGCTTGTCA
Corola ACCAGGCGATGTCTAGCACA
Corola AGAAGGGAAGATTCTAACCA
Corola GCCACAGAGGTAGACAATGT

Tppl TGAGTTTCATCGCTATGTAG

Tppl TTATGGTAGAAGGTTACCTG

Tppl AACCTGACAGCCAAAGATGT

Tppl GATCGAGGCCAGTCTAGATG

Copa CTTGCGGTTACAGATCACAA

Copa CTCTCTCTGACACATCACCT

Copa CACCAGAAATATCCCAAACG

Copa GAATGTCTAGGTACTCCACA

Cr2 ATGTTGACCAGTTTGTTGCG
Cr2 CTATACATTGCACCCCTGAG
Cr2 AGACGGATTTCTATAAACCA

Cr2

ATGCAATGCTCATGGCACAT




Target Gene Symbol

sgRNA.Target.Sequence

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
Dnasell3 TCTCGGGAGTTGTGTGCAAG
Dnasell3 TCACACTCACTTGTAGACGA
Dnasell3 TTCATGGGTGATTTCAACGC
Dnasell3 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
Fprl AGAAGGTAATCATCGTACCC
Fprl TGGTGACAGTGTGTTTCATG
Fprl GGCAATGTAAAATGGCAAAG
Fprl 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
Gfil CAAATGCATCAAATGCAGCA
Gfil CCCCGACTCTCAGCTTACCG
Gfil CTGCACGCGGACAAGAGCGT
Gfil 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
Foxnl CCAGGTACTTACGTTCTGTG

Foxnl

GAACAGTACATATGTTGCAA




Target Gene Symbol

sgRNA.Target.Sequence

Foxnl CACCTCACTATCCCTATCAG
Foxn1l 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
Ifngrl TATGTGGAGCATAACCGGAG
Ifngrl GGTATTCCCAGCATACGACA
Ifngrl TTCAGGGTGAAATACGAGGA
Ifngrl TATACCAATACGCAAATACC
Ifngr2 AGGGAACCTCACTTCCAAGT
Ifngr2 TGGACCTCCGAAAAACATCT
Ifngr2 TCCCTTTGATGTGTTCCACG
Ifngr2 TGATGAGCAGATTCTAACTT
Cd79b TGACCTGGTTCCGAAAGCGA
Cd79b TCCCCCAGGATTCAGCACGT
Cd79b CATAATGTCACCGACAGCTG
Cd79b CGAGGTTTGCAGCCAAAAAG
Iglll CTGTTCCAGATCATCCCACG
Iglll GCTCACCAAACACACTAGTG
Iglll CCAAAGACATACCAAAACTG
Iglll GGAGAACTTCACACTGCCTG
Ikbkb TCACACATACCCCGTGACGG
Ikbkb CAAGATCCATGTCCAACGTG
Ikbkb ATGTGGCACCCTCGGCAAAG
Ikbkb GAAGCCAGTGATGCACTCGA
Ikbkg AAGGATCGGCAAGCTTTAGA
Ikbkg AGGCTGCCTTGCGAATGGAG
Ikbkg TGGGTGAAGAATCTTCTCTG
Ikbkg GCTCAGGTGACATCATTGCT
1110 GCTAACCGACTCCTTAATGC
1110 AACTGCACCCACTTCCCAGT
1110 AAGGAGCATTTGAATTCCCT
1110 ACTGGCATGAGGATCAGCAG
[110ra GCAGTGTTTACTTATCACGA
[110ra GTGGGGACAACACGGACAGT

1110ra

GGTGAACGTTGTGAGATCAC




Target Gene Symbol

sgRNA.Target.Sequence

1110ra

TCTGGCTTCAAACCACACAT

1110rb

TGGCGGATGAACATTCGGAG

1110rb

ATTTCAAGAACATTCTACAG

1110rb

CGGAGGACCTCAGAGTCGTA

1110rb

AGAGAAGTCGCACTGAGTCG

112rbl

GTCGGTGAGGAACCAAACCG

112rb1

CCTCCGAACCATACCCACAC

112rbl

TGAGAAGACATCGTTCCCAG

112rb1

TCAAGGTGTCACAATCACAC

117ra

ACTGAAGTAGCAAACAACGT

117ra

ATGAGGCCATACACCCACAG

117ra

GAAGGTCTGGATCGTCTACT

I117ra

GACCTGGAGATGTTTGAACC

Irakl

ACAGAAGGGCCAGCAAAACG

Irakl

TGGGCAAGAAGCCATAAACA

Irakl

GGTGCGTGAGGATGTGAACG

Irakl

CCCACCGAACTGGCACCAGT

11rn

TTCTCCAGAAAAGATAGACA

l11rn

GTGTTCTTGGGCATCCACGG

11rn

CTGCCTCTGAATGAAACAGA

l11rn

CTTGATATCATCTCCAGACT

I12ra

GTGTCTGTATGACCCACCCG

I12ra

ATCTTGCAGATGCTAATAGC

I12ra

GAGAGGTTTCCGAAGACTAA

I12ra

GAATCTTCATGTTTCCAAGG

I12rg

TTCCACAGATTGGGTTATAG

I12rg

GGAGCAACAGAGATCGAAGC

I12rg

CCCGATTACCAAGATTCTGT

I12rg

CATACCTATAGTGCAGCGTG

7r

GGGAGACTAGGCCATACGAC

7r

AGACCTAGAAGATGCAGACG

7r

CAGAACCCAAGAATCAAGGT

7r

CCTTTGAAGTAATCGTTATG

Itch

TCCCGCACATAGGCTATCTG

Itch

AAAACATAATTTACTCGTAG

Itch

GCCAAGCTCCCCTACCACCT

Itch

ACAACACTCGGATTACTCAG

Itgh2

GAGTATAGGCAAATCCCGTG

Itgh2

TTGGCTGGCGCAATGTCACG

Itgh2

ATCCTGAGTTCGACCAACGG

Itgh2

TGGAGTAGGAGAGATCCATG

Itk

CAGCCCCAAGCGCTACTACG

Itk

GTAAGCCTTCTCATACCCCG

Itk

TCAGGAACCTGAAGAAACCC

Itk

TTGCTCCAGACTGTGAGAGT




Target Gene Symbol

sgRNA.Target.Sequence

Jakl CGATGCCATTCGAATGACAG
Jakl TGAATAAATCCATCAGACAG
Jakl TCCGAACCGAATCATCACTG
Jakl 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
Ligl GACCTCACTGACACCCCGAG
Ligl GACAATTCAAGACACTCTTG
Ligl TCTTCTCATAGAATTTCCCA
Ligl 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
Ncfl TCTTCACGGGCAGTCCCATG
Ncfl GATCCGGATCCCAACTACGC
Ncfl GCTACGCACTGGCTGTCAGT
Ncfl 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
Prfl GTTCGTGCCAGGTGTATGGA

Prfl

TGCCACAGGTAGGCGCTGTG




Target Gene Symbol

sgRNA.Target.Sequence

Prfl TCAATAACGACTGGCGTGTG
Prfl GGTAGGAGACTGCCTGAACG
Pik3rl GAGCTTTATAAGGAGAGGCG
Pik3rl TCCATTAACCTTCAACTCTG
Pik3rl TGGCTACAATGAAACCACTG
Pik3rl 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
Polal CTAACGTTTACCATTTCACG
Polal AAGAAAGCAACTTACGCTGG
Polal AAAGAAAAAAAGATCTACTG
Polal 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
Psenl TTTCAACCAGCATACGAAGT
Psenl TGCTACTGTAACGTAGTCCA
Psenl CTGAGCCAATATCTAATGGG
Psenl AGTCAGCTTCTATACCCGGA
Pstpipl CTGGTTACAGTGCACCCACA
Pstpipl TGTTTGTAGAAAGAGTGTAC
Pstpipl ATTGGCACTCACACGCTCGA
Pstpipl 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
Ragl ACACCAAAGCAGAGTCGTAG
Ragl TGAAACGATTCCCACAGATG
Ragl TCCCGCGCAAGATTGCAATG
Ragl TGGGAAGTAGACCTGACTGT
Rag2 CATCAATATATCATTCACGG
Rag2 ATTGACGTGGTGTATAGTCG
Rag2 TAACTTGTATAGAATAAGAG
Rag2 CATACCAGGAGACAATAAGC
Ranbp2 AAATTATTCTCGTCACAAAG
Ranbp2 TGCTAATGTAACTCCCACCA
Ranbp2 ATGTTGTTAAACTTAAGTCG
Ranbp2 ACATGCAATGCACCTAGAGA
Rasgrpl ACGTACAGATATCCGTCGGA
Rasgrpl TAAGAACTATGATCTCGACC
Rasgrpl ACAGTTGGTTATTCCGACAC
Rasgrpl 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




Target Gene Symbol

sgRNA.Target.Sequence

Sh2dla AGAAGCTCTTACTCGCTACC
Sh2d1la GATGCAGTGACTGTGTACCA
Sh2d1a AACAGGTTCTTGGAGTGCCG
Sh2d1la CACACAGGCAGTACACGCCA
Clpb AGGACCGCGTTCCGACGAGG
Clpb GGAGAACGGCTGGTACGATG
Clpb CGTTGTCACCGGAGACCGCG
Clpb CTCTCGAGTGACTAGGACTG
Statl GGATAGACGCCCAGCCACTG
Statl TGTGATGTTAGATAAACAGA
Statl TTAATGACGAGCTCGTGGAG
Statl 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
Tapl ACTAATGGACTCGCACACGT
Tapl GTCTCTAGCAAAGTCCACGC
Tapl TGCCACATAACTGATAGCGA
Tapl TGGACATGAGCCATATGTTG
Tap2 AGAAGCCACTCGGACTACTG
Tap2 TTACACGACCCGAATAGCGA
Tap2 GCTGTGGGGACTGCTAAAAG
Tap2 CATGCACACATACCTGATGG
Tapbp TGGTGTTAGAGACACTCTGG
Tapbp CTTTCCCAGCTGGACTCGAG
Tapbp CGCCACTCCAGCCCAAAGGG
Tapbp AGCCGTGAAGCCTTCTCAGG
Tbx1 ACATAGACAACATGGAATCG
Thx1 CTTCCGGGATTGCGACCCGG
Tbx1 ACACTACCACCCGGACTCGC
Thx1 GCGCACGGATCGTAGCGCGG

Tcf3

ATTATTGCTGGAGTGATCCG




Target Gene Symbol

sgRNA.Target.Sequence

Tcf3

GCTCCTAGGAACGTGGAAGG

Tcf3

GAAGAGCCGTCACCTAGCAT

Tcf3

CTGCAAACTGGGTTCCCCCG

Ten2

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

Tnfrsflla

ACCAGCACAACGGTCCCCTG

Tnfrsflla

ACACTGAGGAGACCACCCAA

Tnfrsflla

GTTTAAGCCAGTGTTTCACC

Tnfrsflla

AGACGCAAGGAGACCTCTCG

Tnfrsfla

AGTTGCAAGACATGTCGGAA

Tnfrsfla

AGACCTAGCAAGATAACCAG

Tnfrsfla

GATGGGGATACATCCATCAG

Tnfrsfla

GGATCCCGTGCCTGTCAAAG

Cd40

ATTCGCCTGAGTCACATGGG

Cd40

GGGATGACAGACGGTATCAG

Cd40

AGTCAGACTAATGTCATCTG

Cd40

CTGCACCAGCAAGGATTGCG

Cd27

TCTCTCCAGACTACCACACC

Cd27

TGCTGCATACCTGTGCCATG

Cd27

AGACAAACACTACTGGACTG

Cd27

CTCAGGTACATTCTTTGTGA

Tnfsfll

GCCTCGATCGTGGTACCAAG

Tnfsfll

GACCCTCGTGTGGGACGCCG

Tnfsfll

GTTAAGCAACGGAAAACTAA

Tnfsf1l

AGATTTGCAGGACTCGACTC

Tnfsfl12

GGCTGACCACGACCAGCAGG

Tnfsf12

GCCCAGGCTCAGCACCAGCG

Tnfsfl12

CAACGCTGTCTGCCCAGGTG

Tnfsf12

GGAACTGAATCCCCAGACAG

Cd40lg

TATTTCAAAACAGGTCGAAG

Cd40lg

AAGCTAAAGAGATGCAACAA




Target Gene Symbol

sgRNA.Target.Sequence

Cd40Ig TTATACCATGAAAAGCAACT
Cd40lg TGAACTGTGAGGAGATGAGA
Cd70 TTGGGAAGGTCCTTCACACA
Cd70 AGCTGTAACTCAGCTGTGTG
Cd70 AAGGACCCCACACTGCGCTG
Cd70 CATCTGCGTATCCATCAAGA
Traf3 GCTGGGGGCATTGACACACT
Traf3 CAGGTTCACGTGCTGTACCG
Traf3 AGTGACTGCACGTGGCCTCG
Traf3 GCTTTGAGATCGAGATTGAG

Trexl TTTCCTCGAACCATTCCCTG
Trex1 ACACAGAAGGTACCATCTAG
Trexl 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
wdrl GTAGCCAAGTATGCACCCAG
Wdrl GGCCCTACCGACTAGCAACA
wdrl GTGTGCGATTCTCTCCTGAT
Wdrl ATGGCTCCCAGAATAGATGT
Zap70 CAACGGCACGTACGCCATCG
Zap70 GAAGCGAGAGAATCTCCTCG
Zap70 TCGACAACCCCTACATCGTG
Zap70 CGCGCACCATAGCATCACGC
Ikzf1 GATGGCCTGGTCCATCACGT
Ikzf1 GTTGGTAAGCCTCACAAATG

Ikzf1

CAGAACTCCAAGAGTGATCG




Target Gene Symbol

sgRNA.Target.Sequence

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
Uspl8 ACAGCTCTCGCAGCACATGT
Usp18 TGTACAGCCCACGCAAATCA
Uspl8 CAGGCACTGAACGAGCTCCG
Clen? GGAAAGACGAATCAACCACA
Clen7 ATAGCTGCAGGGATTTCACA
Clen? AATCGGACAGATGAACAACG
Clen7 ACTCTGCCTTCGTACTCGTG
Tcirgl ACACAAGTGCCTCATCGCGG
Tcirgl TCTCCCGAAAGCTGGCAATG
Tcirgl CAGCCACACTCCAACCTGAG
Tcirgl 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
Cfhrl TTGCCTTCTTAGATCCAACA
Cfhrl TGCATATACTGGTAACGACA
Cfhri ACTGGTGGAAATGCATTTGG

Cfhrl

AGAAGGTGACATTGTACAAG




Target Gene Symbol

sgRNA.Target.Sequence

Ctps ATTGGCCATTAACCACAAGC
Ctps ATACCAGTACGTCATTAACA
Ctps GCCCACAAGAGCGATCGAGC
Ctps TTAATACCCGTAGACGAAGA
Slc46al AGAGCTAACATCTGCCACAG
Slc46al GGGCAATGGATCGATGATGG
Slc46al TGGACCAGAAGAGTCCCACC
Slc46al 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
Smarcall CTCCCAGGTGAAGCGCACAG
Smarcall TTTGGGTTATAAATCCAGCG
Smarcall TCATTGCAGATATCAAGACC
Smarcall GCTTGGCATCCACTCCGGAA
Atp6apl GAGGATTTCACAGCATACGG
Atp6apl GATATGACCCTCATGTGTGT
Atp6apl TAGCTAGATCCACATGCAAG
Atp6apl GTGTCATTGTAACTCACAGG
Unc93bl CTGGGAACGCTACTACACGC
Unc93b1l CCGCAGTTGGACGAACTCGT
Unc93bl AGGTGAAGTATGGCAACATG
Unc93bl GCACACGCGAAGCTCAACTG

Nfat5

TCAGCCATTTACGTACACTC




Target Gene Symbol

sgRNA.Target.Sequence

Nfat5 AGTATCCGGTTAAAAGTGAG
Nfat5 GCCGTGGGGGTAAGTAACAG
Nfat5 AAGACCAACTTCTATAACAG
1115 GTCATCCTGGGCGTTCAAGG
1115 AACATCATGGAGCTCTACCT
1115 AGGGCCAATTCTGAAACTTG
115 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
Thk1 TGCCGTTTAGACCCTTCGAG
Tbk1 CTTCTCGCTACAACACATGA
Thk1 CAACATCATGCGCGTCATAG
Tbk1 CGGGAACAACTCAATACCGT
Mogs TCTAGGTCATTCTTCCCACG
Mogs TCGGCAGCATATCCACGATG
Mogs TGCCGAAATAGACGTGTGGG
Mogs GAGGTCCTACTACCAGAGAT
Tnfrsf13b GTACTACGACCATCTCCTGG
Tnfrsf13b GAAGTCAGGTCAGACAACTC
Tnfrsf13b GTGGCTCTCCTCTACGCCTG
Tnfrsf13b ATCAGTACTGGGACTCCTCA
Bclllb GTTGTGCAAATGTAGCTGGA
Bclllb CTGAGAGCCCGTCGTCTGAG
Bclllb GCGGGAAGTTCATCTGACAC
Bclllb CAGAGGTGAAGTAATCACGG
Stk4 AATACACCGAGATATCAAGG

Stk4

TATCTGATATCATTCGGCTA




Target Gene Symbol

sgRNA.Target.Sequence

Stk4

TGCTGATATCCATCCAATGA

Stk4

TTCAGGAGCCATCCAAAACG

Ncstn

CCAGCAGAACCATGTAAGGG

Ncstn

GTGCTATCAAGATCACAACC

Ncstn

AGGGACAGAACTCACCCGTG

Ncstn

GGTGACTCACCGATTGTGGA

121r

GCACGTGTACCATATATGTG

121r

AGGACGCTATGATATCTCCT

121r

GCCACCTCACCACAGCATAG

121r

GGGCTGGAAGAAACTCTCAG

1121

GGTGACGAAGTCTAATCAGG

1121

GAAAATCTATGAAAATGACT

1121

AAACTCAAGCCATCAAACCC

1121

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

Shds

CCAGATCCGACTGACCAATG

Sbds

CCTTCATGGCTCTCTCGATG

Shds

ACTGAAATCTGCAAGCAGGT

Sbds

TAGGGATATCGCCACCATTG

Taz

TTTGGAGAAGCTTAACCATG

Taz

GGTCATCCATGCAAGACTGG

Taz

AGCAGCTCACCTCGACACAC

Taz

TATGAGCTCATTGAGAACCG

Cdca7

TCTACTGGTCGGATTATATG

Cdca7

GCTGTCACAACTGTCATCGG

Cdca7

TGTGGCTACCAGAAGGAACC

Cdca7

GTCGTCCAGAGAACAAGCCA

Magtl

TGTGTGTGCGATCGCAGCGG

Magtl

CAGCTGAGCAGATTGCCCGG

Magtl

TTATGCTGGACCCCTAATGT




Target Gene Symbol

sgRNA.Target.Sequence

Magtl GTGGAGCTTTAACAAGACGA
Rnaseh2b CTCCTAGGTCAACCAAACTG
Rnaseh2b TCAGCCCTTGGACCAAGTCG
Rnaseh2b CAGCCTTTAGGAGATAGTGA
Rnaseh2b TGGCCAGCTTTACGAACAGG

Jagni GCACTACCAGATGAGGTACG

Jagnl GTACCTCATCTGGTAGTGCA

Jagni AGTGCATGGCGACGCGCTCC

Jagnl 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

Ctcl CTGGTCGAATAACCCGCCTG
Ctcl CTTGTAGATGAGATCCTCCA

Ctcl AATTGCAAGTAACCAAGACC
Ctcl CTTGGAACTATGGGGTACAC

Ginsl CCGGCGCGCGGTGTAACTCG

Ginsl TGCTTCGGATTAGAGCACTC

Ginsl GTTGTTGTTCACAGACGGAG

Ginsl AGTCTCTTGCTACTTACATG

C8g TGGGACTCACAGCTTTCGGA
C8g CTGGGGAGCTGCGTGCAATG
C8g CCTCACCTTGGAACAAGAAG
C8g CTGAGCACTGAAATTGACCT
Rnaseh2a TGTCACACGATACAGCTGCG
Rnaseh2a GTAACAGATGGCGTAGACCA
Rnaseh2a AGACCTTGACAGAGAACGAG
Rnaseh2a GGCTCCTTGAGACACACAGC

Trntl CATGAATTAAGAATAGCAGG

Trntl ATTCGCATGATCAACAACAA

Trntl AACCTGTTCTCACCTATGTG

Trntl GGCAGAATTGTCGACAGACC

Rnf168 GGTGTGCCCCAGTTAACTGG

Rnf168 CCCGGGCCACAGTTATGTGT

Rnf168 AGCATGGGTTACAGAGCGTG

Rnf168 AATCTCTGGACAAGAATCAA




Target Gene Symbol

sgRNA.Target.Sequence

Uncl3d AATCTGGTACAGGACGTCAT
Unc13d ACAGAGACCTACCCAGACCG
Uncl3d TGGCTGGCTGAAACCAGCGG
Uncl13d GCAGCCCTGTGTCCCGACGT
Nbas AACAAAACAGCATATTCGTG
Nbas ATAGCAGTATTTATTCCATG
Nbas ATTGATTGATGTCAATTGGT
Nbas TTTGCCGAATGACATGACAT
Slc29a3 AATGATGGCCATGCACGCGA
Slc29a3 GGGAAACTGCGCAGAACCCG
Slc29a3 CAAGGAAGACTGCTGCCATG
Slc29a3 ACCAGAAAACACTCGAACTG
Ifihl TGTGGGTTTGACATAGCGCG
Ifihl CGTAGACGACATATTACCAG
Ifihl TGGGTTCCAAAATCTGACAT
Ifihl 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
Ercc6I2 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
Smarcd?2 GAGATAATGCGGGAACTGCG
Smarcd2 GCATCGGATGCCCACCACAC
Smarcd?2 CCCAACACACTCACTCGCTG
Smarcd2 CGGAGCAGCTGTGCCAAATG
C230052112Rik  [CTAGCCACAATATGTCCTAG
C230052112Rik  [TGAGGCAGGATGCTTCCGAC
C230052112Rik  [CAGTAAACTTCTGGACTGCT
C230052112Rik  [TATGATCCCTTGAAGATGTG
Usbl ACACGGTATGTAGATGTGGG
Usb1 TCCTCGATCCTCACCAACGG
Usbl 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
Mthfdl ACACCAACGATAGATTCCTG
Mthfd1 CACTATGAATCCGTGCACAG




Target Gene Symbol

sgRNA.Target.Sequence

Mthfd1 GATTGCCGGAAGGCACGCGG
Mthfd1 GGTAGCGTCCAGTAAGAAAG
Obfcl GACGCAGTTTATAACCCCAG
Obfcl CAACGGGCATCCAATAAGGC
Obfcl GGAGATATCATCCGAGTCCG
Obfcl TCGCAGTGCTCAGAATAGCT

Card11 GCAGCATAACTGTGTTCATG
Card11 ACTATGGAGTCATTTCCCGG
Card11 CACACACTTCCTGATGAACG
Card11 GCGACCTCCAACTCGAGGTG
Sp110 AAATGACCTGGAAATGGCCA
Sp110 GGTCAAATTCCAAAAGAAGA
Sp110 TCCTGAATGCAGCCAAGGAG
Sp110 AGCTCAAGGCAGTGAGCAGG
Orail GATCGGCCAGAGTTACTCCG
Orail TGGCGATGCATGCGCTCGTG
Orail AAGACGATGAGCAACCCTGG
Orail 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
Dclrelb TGCTAGACAAACCCACCGTG
Dclrelb TCCACTGAAGCATGGCAGAG
Dclrelb AGAGAAACATGACAGAACCA
Dclrelb TGAATGGTCAGAGTACGGGA
TIr3 CTTAGATGAAATCCCAGTCG
TIr3 GTTGTAGGAAAGATCGAGCT
TIr3 GAATGGTCAAGTTACGAAGA




Target Gene Symbol

sgRNA.Target.Sequence

Tir3 ATCTACAAAGTTGGGAACGG
Card14 CCACAGCCGCATGAAACGTG
Card14 TGTTCTACCTTAGAGACTCG
Card14 CACTCTGGAGAATACAACGC
Card14 AGAACTAAATCGGCTTAAGG

Rfxap TCCAAGACCTGCACGTACGA
Rfxap GCACCGCAACAAGATGTACA
Rfxap CTGGACACATCGGACCCGGC
Rfxap GTCACCGGAGGGGCCGTCCG
117rc CTGTGGAACGATGACAACAT
117rc AGCAATACTTACCCCAGAGG
117rc GGAGCCACAAGATTTCCAGT
117rc ATCTAGCTGCCATACCCCTG
Wipfl GGAACAGAATGCCTCCCCCG
Wipfl CCGTCGAGTCTGCACAACCG
Wipfl GGGGCTTGTCATCCAAGGCT
Wipfl 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
MkI1 AGACAGTTCCTCCTTCGACG
MkI1 GTGATGAGAATTCCACACCT
MkI1 CTGCCCCCAAGCCTAGCCAA
MkI1 GTCAGGATGCACATTCTGGA

Ttc7 TGGGATCGATGACATATCCG

Ttc7 TCCAAGACCAATTACTACCG

Ttc7 GCAACACACCTGTCGGACGA

Ttc7 CTGCCCCAAAGACAACATAG
Dclrelc TTTATTCACCAACCTAAGCG
Dclrelc CAGGGAAACATACACGACTT
Dclrelc GCATCAAGCCATCTACCATG
Dclrelc TCAACTAAAGATATCTGCGT




Target Gene Symbol

sgRNA.Target.Sequence

Slc35cl AGGGCACCCCTACGTACTTG
Slc35cl AGGTTAGGCGCCAGATACTG
Slc35cl CTCACCAATGATGACGCCGC
Slc35cl GCAGTGAGGTCACCAGGCAT
C8a TCCTGCTATAGGTACTACTG
C8a GGAGATTGAAGTATCCGCCA
C8a CATTGTACACAGTTTCACAC
C8a CTTGCCTTAGACAAGGTGTG
Rltpr GCCTGACTTACCATGAAGGG
Rltpr CAACCAAGTAGACTCTACTT
Rltpr AGACCACCCTGGATACCACA
Rltpr ACATGCGCCTGTCAATCACT
Maltl GTCCTATGCCTCACTACCAG
Maltl ATATGAGATGTGTAACGCTG
Maltl CCACTGGCTAAATTCAAAAG
Maltl AGCTTGGACCGCGCTCCGGA
Dkcl TTTACTGCAGCAATAAGTGG
Dkcl TCTCTACCCGAAGTATTCGT
Dkcl TACGCATAGTGTCCGAATGT
Dkcl ATGATGTACTCGATGCTCAG
Apls3 CCACACTCCCTGACAAGGAG
Apls3 TCCAGACCGTCCTCTCTCGT
Apls3 TCAGTCGACAAGGGAAGCTG
Apls3 TAATATCCAGCTCACAGACC
17f GACTTACTTGTAATCCCATG
n17f TGGGAACTGTCCTCCCCTGG
17f AGCGGTTCTGGAATTCACGT
n17f 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
Rtell ACACGGGGATCCATGCGTGG




Target Gene Symbol

sgRNA.Target.Sequence

Rtell TATGCCGACATACCGGTAGG
Rtell GTTGTCATACACCTTAAGGT
Rtell GAGGCGTCACCAAACCTGGA
Irf2bp2 CGCACGCGTGCTGAAGTCGG
Irf2bp2 GCGGCAGAACCGTTGACCAG
Irf2bp2 TCTCGATGACGAACTCCACG
Irf2bp2 GGCCGACAGCTTATCCAGCG
Gimap5 GTCACCAGTAACAACACATG
Gimap5 AGCTAGATTCTTGTACACAG
Gimap5 ACTGGAATGCTGGTCGTCGG
Gimap5 CTGAAGATGCCATGGCTGTG
Ligd TTAGACGTCCTAATTGTGGG
Ligd GCAACTCAACTGCATCATTG
Ligd GAACGCATTGTGAATAAATG
Ligd CATCCGTGCGAGCTCCACTG
Chd7 GACATGCCCATAAACGAACG
Chd7 AAACGGTTTAAGTCAAAACA
Chd7 CCTACCGGAATGATTTAGCA
Chd7 TCGATGACCACACAGCGCCA
Ccbel GACCTACCGAGAGGAACCCG
Ccbel CAGCAGTGCACGGATAACTT
Ccbel ACAGAGAGTGGTATTGCTGG
Ccbel 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
Nirplb CTAAATGACCTGTGTGACGA
Nirplb AGATGCTAAAGAGCACCCTA
Nirplb AGAAGATCATTCCTTATGTG
Nirplb 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
Clra TTTGCCAGAATGATGGCACA
Clra TGTGCAGGTATATATCCCTG
Clra CCACACAGACTTCTCCAATG
Clra TGGTTGTCTCCAAGTCACTG
Cls2 AATTCCTCATGTCATCATGG
Cls2 TTCTCTTAGATAATCTCAGG
Cls2 TCTTTCAAACTGATCTAATG
Cls2 AACACACAGTTAAACTGTCA
C4b GCACAAGATGCCTCTTAGTG
Cab CAGGCACAGCCCCTCAACTG
C4b GTAAGCCACAAAGTAGAACG
Cab TGAAACAAAGGACCATGCTG
Cd59b TATTATGAGCCGATTAGACG
Cd59b ATGCTACAACTGTTTAGACC
Cd59b GGCAAGTGTATCAACAGTGT
Cd59b TTGATACACTTGCCTTCCTG
Lat ACTCACGAGGTGGCTTGATG
Lat GCATCCGATGGGAACCCCCA
Lat ATACTCACGGGATGGGGAGC
Lat CTCTGTGGAAGTGCTGTCAT
Nhejl CCCTATGCATAGAGCTCGGC
Nhejl ACCAGCCGAGCTCTATGCAT
Nhejl GGCTGGTTATCAGTTCCTCG
Nhejl TCACCAACAGCACACGCCTC
Dock2 AAGAAGTGACAACCACGCTC
Dock?2 CAGCATCTCACGCTACAGAT
Dock2 GTGACAGTTTATGCTTTATG
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sgRNA.Target.Sequence

Dock2 TACATCCTTTATCCATCTCA
Mysm1 ATCACTATCTTGATTCAACG
Mysm1 AAAATTCTGGGTTAATCAAA
Mysm1 TATCATTGAGAAAATGCTGT
Mysm1 TTATCTAATAAATCACTTCC
Kdm6a TTGGATAATCTTCCAATAAG
Kdmeéa TAGCATTATCTGCATACCAG
Kdm6a GAAACCTCACGAACCCGAAA
Kdmeéa CGCCAGGATGAAGGCCCTGC

Tpp2 CACACCAAGCAGTCATATAC

Tpp2 ATTGATATCATTGATACAAC

Tpp2 ATAGGCCAATAAACTAATCA

Tpp2 TGGTTATGACTTCTATCCAA

[112b CCTGCCCATTGAACTGGCGT
1112b CCATGAGCACGTGAACCGTC
[112b CATGTCACTGCCCGAGAGTC
1112b 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
BRDN0000737693 [AAAACGGCTCGATCGGTGAT
BRDN0000737637 [AAAACGTAATTATACCGAGC
BRDN0000738185 [AAAATTGCACCTTCCCGGCC
BRDN0000737801 [AAACCCCCGCGCGGAGCGTC
BRDN0000737467 [AAACCTAGCGTAGATTCGGC
BRDN0000737848 [AAACGAGGCTGTTCGTACAC
BRDN0000737609 [AAACTCATACGTAGCGAATC
BRDN0000737434 [AAACTCCCGTGTCAACCGAT
BRDN0000738254 [AAAGACGTGCATTCAGCGAG
BRDN0000737777 |AACATGTTAAGTCGCGTTAT
BRDN0000737611 [AACCAGCATTTGACCGCGCT

NTCs



Target Gene Symbol

sgRNA.Target.Sequence

BRDNO0000737528

AACCCCGGCTGTCATCGCCG

BRDNO0000738228

AACCCGCCGGAACAATCAGC

BRDNO000737727

AACCGGCTGCGCGTTTGCAA

BRDNO0000737483

AACCGTACTGCGAGGAGCAT

BRDNO0000737872

AACCTCGTCTCATGTACGAA

BRDNO0000737516

AACGCCCCGGATTTCGTTGA

BRDNO000737844

AACGGCTGCGCCCGCGGCAA

BRDNO0000737412

AACGGGCGCAATACCCTTTT

BRDNO0000737631

AACGGTAGCGTACCCGTGAA

BRDNO0000737750

AACGGTCAAATCCGTGAGGG

BRDNO000737875

AACGTCACCAACCTCGATCC

BRDNO0000738229

AACGTTATAGCTTCGTCTCT

BRDNO0000737806

AACTAACTCACTACGCACGA

BRDNO0000738366

AACTCCTCATCGTACGCTAA

BRDNO0000737593

AACTCGCGTGGGAAGTCCGG

BRDNO0000738128

AACTTATACGTAATCTGATC

BRDN0000738307

AAGACTCCTACGTATCGAGC

BRDNO0000737391

AAGCACAAGAACGGTCCGCC




No. *0ligo name *Sequence (5’ t03’ ) nt# | Remarks |5' sgRNA.Target.Sequence 3
Example row, don't Target Gene
delete Symbol example 1 AATATTTAAGGTCTGCCTTAACGTGATCCCCATTGCTGAATTTTACCTCCTGACTCCAA ki GGAAAGGACGAAACACCG GTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGC
1 Acp5 Acp5_1 GGAAAGGACGAAACACCGATACCAGGGGATGTTGCGAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 ATACCAGGGGATGTTGCGAA
2 Acp5 Acp5_2 GGAAAGGACGAAACACCGTCCACGTACAAACATAACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 TCCACGTACAAACATAACTG
3 Acp5 Acp5_3 GGAAAGGACGAAACACCGTACCTGGAACCTCTTGTCGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG| 73 TACCTGGAACCTCTTGTCGC
4 Acp5 Acp5_4 GGAAAGGACGAAACACCGACAGCCACAAATCTCAGGGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 ACAGCCACAAATCTCAGGGT
5 Actb Actb_5 GGAAAGGACGAAACACCGAATGCCTGTGGTACGACCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 AATGCCTGTGGTACGACCAG
6 Actb Actb_6 GGAAAGGACGAAACACCGATGGAGGGGAATACAGCCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA 73 ATGGAGGGGAATACAGCCCG
7 Actb Actb_7 GGAAAGGACGAAACACCGGGACTCCTATGTGGGTGACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GGACTCCTATGTGGGTGACG
8 Actb Actb_8 GGAAAGGACGAAACACCGCAGCACAGGGTGCTCCTCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CAGCACAGGGTGCTCCTCAG
9 Ada Ada_9 GGAAAGGACGAAACACCGGTTGTGGATCTTGTGAACCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA(G 73 GTTGTGGATCTTGTGAACCA
10 Ada Ada_10 GGAAAGGACGAAACACCGATTCATCGGACCGTCCACGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 ATTCATCGGACCGTCCACGC
11 Ada Ada_11 GGAAAGGACGAAACACCGCTTCATCTCCACAAACTCGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG( 73 CTTCATCTCCACAAACTCGT
12 Ada Ada_12 GGAAAGGACGAAACACCGGCTGCGCAACATTATCGGCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA] 73 GCTGCGCAACATTATCGGCA
13 Adam17 Adam17_13 GGAAAGGACGAAACACCGGGTGTGTGGCAACTCCAGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 GGTGTGTGGCAACTCCAGGG
14 Adam17 Adam17_14 GGAAAGGACGAAACACCGACACGTCGTGGGATAATGCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 ACACGTCGTGGGATAATGCA
15 Adam17 Adam17_15 GGAAAGGACGAAACACCGCATCGACGTACGGCACACACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CATCGACGTACGGCACACAC
16 Adam17 Adam17_16 GGAAAGGACGAAACACCGGCCCCAAATGAGGACCAAGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 GCCCCAAATGAGGACCAAGG
17 Cfd Cfd_17 GGAAAGGACGAAACACCGTCTCACGTGGGGACCCAACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TCTCACGTGGGGACCCAACG
18 Cfd Cfd_18 GGAAAGGACGAAACACCGCCCCGAGGCCGGATTCTGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA(| 73 CCCCGAGGCCGGATTCTGGG
19 Cfd Cfd_19 GGAAAGGACGAAACACCGTTGACACTCTGAGTTGATGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 TTGACACTCTGAGTTGATGC
20 Cfd Cfd_20 GGAAAGGACGAAACACCGCCCCTGAACCCTACAAGCGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 CCCCTGAACCCTACAAGCGA
21 Aicda Aicda_21 GGAAAGGACGAAACACCGGTAGGAACAACAATTCCACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GTAGGAACAACAATTCCACG
22 Aicda Aicda_22 GGAAAGGACGAAACACCGTTCACAGAAGTAGAGGCGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA] 73 TTCACAGAAGTAGAGGCGCG]
23 Aicda Aicda_23 GGAAAGGACGAAACACCGACCAGGTGACGCGGTAACACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 ACCAGGTGACGCGGTAACAC
24 Aicda Aicda_24 GGAAAGGACGAAACACCGTGAGACCTACCTCTGCTACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 TGAGACCTACCTCTGCTACG
25 Aire Aire_25 GGAAAGGACGAAACACCGTGTGCCGTGTGCCACGACGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TGTGCCGTGTGCCACGACGG
26 Aire Aire_26 GGAAAGGACGAAACACCGCTCTCCAGGAATTCAGACCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 CTCTCCAGGAATTCAGACCA
27 Aire Aire_27 GGAAAGGACGAAACACCGACAGAACCTGTCCCAGCCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 ACAGAACCTGTCCCAGCCTG
28 Aire Aire_28 GGAAAGGACGAAACACCGGGTAGAGATGAGCAGAAAGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA 73 GGTAGAGATGAGCAGAAAGT
29 Ak2 Ak2_29 GGAAAGGACGAAACACCGTGAAGGCGACAATGGATGCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 TGAAGGCGACAATGGATGCA
30 Ak2 Ak2_30 GGAAAGGACGAAACACCGGGTAGGACCGGCCACTCTTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GGTAGGACCGGCCACTCTTG
31 Ak2 Ak2_31 GGAAAGGACGAAACACCGTCCGAACCGGAGATTCCGAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TCCGAACCGGAGATTCCGAA
32 Ak2 Ak2_32 GGAAAGGACGAAACACCGTCAGCCAGTTTGGGTGCCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA] 73 TCAGCCAGTTTGGGTGCCTG
33 Ap3bl Ap3bl_33 GGAAAGGACGAAACACCGTGTGGCCAGTAAAAACATCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TGTGGCCAGTAAAAACATCG
34 Ap3bl Ap3bl_34 GGAAAGGACGAAACACCGGCTGCCTAATAAATCGTGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 GCTGCCTAATAAATCGTGTG
35 Ap3bl Ap3bl_35 GGAAAGGACGAAACACCGATATGCTAACAAGATACGCTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 ATATGCTAACAAGATACGCT
36 Ap3bl Ap3bl_36 GGAAAGGACGAAACACCGTTGGCACATCTCACCCAAGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG| 73 TTGGCACATCTCACCCAAGT
37 Ap3d1 Ap3d1_37 GGAAAGGACGAAACACCGCCAACGCAATGGTATCTGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA] 73 CCAACGCAATGGTATCTGTG
38 Ap3d1 Ap3d1_38 GGAAAGGACGAAACACCGAGCACATCACCAACTTCGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA(G 73 AGCACATCACCAACTTCGAG
39 Ap3d1 Ap3d1_39 GGAAAGGACGAAACACCGTCTTCACAGTAAAGTACCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 TCTTCACAGTAAAGTACCTG
40 Ap3d1 Ap3d1_40 GGAAAGGACGAAACACCGTGTCCTCATCGCTCTCCGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG( 73 TGTCCTCATCGCTCTCCGTG
41 Xiap Xiap_41 GGAAAGGACGAAACACCGTTTCAGACACCATATACCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG| 73 TTTCAGACACCATATACCCG
42 Xiap Xiap_42 GGAAAGGACGAAACACCGAGCACTAGCTAACTCTCTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 AGCACTAGCTAACTCTCTGG
43 Xiap Xiap_43 GGAAAGGACGAAACACCGCTTGGGAACAGCATGCGAAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA] 73 CTTGGGAACAGCATGCGAAG
44 Xiap Xiap_44 GGAAAGGACGAAACACCGATGGACATCCTCAGTTAACAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 ATGGACATCCTCAGTTAACA
45 Arpclb Arpclb_45 GGAAAGGACGAAACACCGCACAATGCGGTTACTCTCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAQ 73 CACAATGCGGTTACTCTCAG
46 Arpclb Arpclb_46 GGAAAGGACGAAACACCGCAATGAGAACAAGTTCGCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CAATGAGAACAAGTTCGCCG
47 Arpclb Arpclb_47 GGAAAGGACGAAACACCGCCAGTCCAGGCTGAGCACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CCAGTCCAGGCTGAGCACTG
48 Arpclb Arpclb_48 GGAAAGGACGAAACACCGGAAGCGAGCACTCACGTGTAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GAAGCGAGCACTCACGTGTA
49 Rab27a Rab27a_49 GGAAAGGACGAAACACCGTGGTTAAGCTACGAAACCTAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA(Q 73 TGGTTAAGCTACGAAACCTA
50 Rab27a Rab27a_50 GGAAAGGACGAAACACCGAGTGTACTGGTAGAGTACACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 AGTGTACTGGTAGAGTACAC
51 Rab27a Rab27a_51 GGAAAGGACGAAACACCGAACCCAGATATAGTGCTGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 AACCCAGATATAGTGCTGTG




No. *0ligo name *Sequence (5’ t03’ ) nt# | Remarks |5' sgRNA.Target.Sequence ¥
52 Rab27a Rab27a_52 GGAAAGGACGAAACACCGCCTGAAATCAATGCCCACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 CCTGAAATCAATGCCCACTG
53 Atm Atm_53 GGAAAGGACGAAACACCGTAAGTCATATAGGAAGCCGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TAAGTCATATAGGAAGCCGA
54 Atm Atm_54 GGAAAGGACGAAACACCGGAGTATAAATAACATCGCGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GAGTATAAATAACATCGCGA
55 Atm Atm_55 GGAAAGGACGAAACACCGAAGACTTGAACACCGGACAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 AAGACTTGAACACCGGACAA
56 Atm Atm_56 GGAAAGGACGAAACACCGTGCAAGATACACATGAATCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TGCAAGATACACATGAATCG
57 B2m B2m_57 GGAAAGGACGAAACACCGATTTGGATTTCAATGTGAGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 ATTTGGATTTCAATGTGAGG
58 B2m B2m_58 GGAAAGGACGAAACACCGACTCACTCTGGATAGCATACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 ACTCACTCTGGATAGCATAC
59 B2m B2m_59 GGAAAGGACGAAACACCGTGAGTATACTTGAATTTGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 TGAGTATACTTGAATTTGAG
60 B2m B2m_60 GGAAAGGACGAAACACCGTCGGCTTCCCATTCTCCGGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG( 73 TCGGCTTCCCATTCTCCGGT
61 Bach2 Bach2_61 GGAAAGGACGAAACACCGTGGACAGACGAAAGATGACTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 TGGACAGACGAAAGATGACT|
62 Bach2 Bach2_62 GGAAAGGACGAAACACCGAATTACGGACAGCCCCACGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA(] 73 AATTACGGACAGCCCCACGT
63 Bach2 Bach2_63 GGAAAGGACGAAACACCGCTCCTCGTATTCCTACGCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG] 73 CTCCTCGTATTCCTACGCAG
64 Bach2 Bach2_64 GGAAAGGACGAAACACCGTCTCTGTTCGGTATAACGAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 TCTCTGTTCGGTATAACGAA
65 Bcl10 Bcl10_65 GGAAAGGACGAAACACCGCTCCGGGTGGTACATGACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CTCCGGGTGGTACATGACAG
66 Bcl10 Bcl10_66 GGAAAGGACGAAACACCGGATTCAGAAGATAACGGATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 GATTCAGAAGATAACGGATG
67 Bcl10 Bcl10_67 GGAAAGGACGAAACACCGATAAAACTGGAGCACCTCAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 ATAAAACTGGAGCACCTCAA
68 Bcl10 Bcl10_68 GGAAAGGACGAAACACCGCCTGGTGGAATCCATCCGCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CCTGGTGGAATCCATCCGCA
69 Blm Blm_69 GGAAAGGACGAAACACCGTTACCTGGAACATTTCAACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 TTACCTGGAACATTTCAACG
70 BIm BIm_70 GGAAAGGACGAAACACCGGGTGGGTAAACATTCCTCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GGTGGGTAAACATTCCTCAG
71 Blm Blm_71 GGAAAGGACGAAACACCGCCTGCAAGTGGATTTAACGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CCTGCAAGTGGATTTAACGA
72 BIm Bim_72 GGAAAGGACGAAACACCGCCTTCACCGACTTACACCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG] 73 CCTTCACCGACTTACACCTG
73 Btk Btk_73 GGAAAGGACGAAACACCGAATCCGGTACAATAGTGACCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 AATCCGGTACAATAGTGACC
74 Btk Btk_74 GGAAAGGACGAAACACCGTATGAATATGACTTTGAACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 TATGAATATGACTTTGAACG
75 Btk Btk_75 GGAAAGGACGAAACACCGTGGAGGAGAGCAACCTACCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 TGGAGGAGAGCAACCTACCG
76 Btk Btk_76 GGAAAGGACGAAACACCGAGATTTAGCAAACACAGACAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 AGATTTAGCAAACACAGACA
77 Serpingl Serpingl_77 GGAAAGGACGAAACACCGGCTCTGAGATGCATTCACATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 GCTCTGAGATGCATTCACAT
78 Serpingl Serpingl_78 GGAAAGGACGAAACACCGACAATAACAAATGACACCATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 ACAATAACAAATGACACCAT
79 Serpingl Serpingl_79 GGAAAGGACGAAACACCGAGAACTCATCAACACCTGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 AGAACTCATCAACACCTGGG
80 Serpingl Serpingl_80 GGAAAGGACGAAACACCGGGACACAGGCAAAATCCTTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GGACACAGGCAAAATCCTTG
81 Clga Clga_81 GGAAAGGACGAAACACCGCACAGATGAAGCGACCCGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 CACAGATGAAGCGACCCGTG
82 Clga Clga_82 GGAAAGGACGAAACACCGCCCAATGACGCTTGGCAACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CCCAATGACGCTTGGCAACG
83 Clga Clga_83 GGAAAGGACGAAACACCGTTCAGCCACTGTCCATACTAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG| 73 TTCAGCCACTGTCCATACTA
84 Clga Clga_84 GGAAAGGACGAAACACCGAGGCAATCCAGGCAATATCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 AGGCAATCCAGGCAATATCA
85 Clgb Clgb_85 GGAAAGGACGAAACACCGAGGCACTCCAGGGATAAAGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA 73 AGGCACTCCAGGGATAAAGG
86 Clgb Clgb_86 GGAAAGGACGAAACACCGTGACCTGGTTCGGTCGCAAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TGACCTGGTTCGGTCGCAAG
87 Clgb Clgb_87 GGAAAGGACGAAACACCGGAATCGCCTTTGGGACCGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GAATCGCCTTTGGGACCGCG
88 Clgb Clgb_88 GGAAAGGACGAAACACCGCAGGTGAACTTGCCGTTGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CAGGTGAACTTGCCGTTGCG
89 Clqc Clgc_89 GGAAAGGACGAAACACCGGGGTGACTGTGAATACCGACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GGGTGACTGTGAATACCGAC
90 Clqc Clgc_90 GGAAAGGACGAAACACCGCTGTGGTCACCAACCCTCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 CTGTGGTCACCAACCCTCAG
91 Clqc Clgc_91 GGAAAGGACGAAACACCGATCATGCCCGTCCTTCCCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG| 73 ATCATGCCCGTCCTTCCCAG
92 Clqc Clgc_92 GGAAAGGACGAAACACCGGCTCCCCCGGAGGCCCCCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GCTCCCCCGGAGGCCCCCTG
93 c2 C2_93 GGAAAGGACGAAACACCGGTTCTAGGAAAGTCCAACATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAQ 73 GTTCTAGGAAAGTCCAACAT
94 C2 C2_94 GGAAAGGACGAAACACCGGTGTGATGTGAGCTAGACCTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GTGTGATGTGAGCTAGACCT
95 c2 C2_95 GGAAAGGACGAAACACCGAGTCAATACCATATTTGAGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA(G 73 AGTCAATACCATATTTGAGG
96 C2 C2_96 GGAAAGGACGAAACACCGTTGGGGCGACAGTACCGCACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TTGGGGCGACAGTACCGCAC
97 Ciita Ciita_97 GGAAAGGACGAAACACCGAGCTCGACTAAGGCTCCGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 AGCTCGACTAAGGCTCCGGG
98 Ciita Ciita_98 GGAAAGGACGAAACACCGAGGTCCTTGATTATATCGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 AGGTCCTTGATTATATCGTG
99 Ciita Ciita_99 GGAAAGGACGAAACACCGTCCAGTGTCCTAATCTACCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG] 73 TCCAGTGTCCTAATCTACCA
100 Ciita Ciita_100 GGAAAGGACGAAACACCGAGCAGGCCAAGACTTACATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 AGCAGGCCAAGACTTACATG
101 c9 C9_101 GGAAAGGACGAAACACCGCTACAACGGACTCTGTGACCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 CTACAACGGACTCTGTGACC
102 C9 C9_102 GGAAAGGACGAAACACCGTTTCCCATTAAACTGTCCGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG( 73 TTTCCCATTAAACTGTCCGA
103 c9 C9_103 GGAAAGGACGAAACACCGATTCTGCAGTCTATCGGTATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG| 73 ATTCTGCAGTCTATCGGTAT
104 c9 C9_104 GGAAAGGACGAAACACCGTTGAGAGGAGTGGTCCAACTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TTGAGAGGAGTGGTCCAACT




No. *0ligo name *Sequence (5’ t03’ ) nt# | Remarks |5' sgRNA.Target.Sequence 3'
105 Hyoul Hyoul_105 GGAAAGGACGAAACACCGACAGGCGGATAACCCTCATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 ACAGGCGGATAACCCTCATG
106 Hyoul Hyoul_106 GGAAAGGACGAAACACCGACATCGTACTCACTTGCCCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG| 73 ACATCGTACTCACTTGCCCA
107 Hyoul Hyoul_107 GGAAAGGACGAAACACCGTGGAATTGATATCTTTCCGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 TGGAATTGATATCTTTCCGG
108 Hyoul Hyoul_108 GGAAAGGACGAAACACCGTGGCGTGCTCAGTTTAGACAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TGGCGTGCTCAGTTTAGACA
109 Casp8 Casp8_109 GGAAAGGACGAAACACCGGATTATGAAAGATCAAGCACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GATTATGAAAGATCAAGCAC
110 Casp8 Casp8_110 GGAAAGGACGAAACACCGCTTCCTAGACTGCAACCGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAACG 73 CTTCCTAGACTGCAACCGAG
111 Casp8 Casp8_111 GGAAAGGACGAAACACCGATGATCAGACAGTATCCCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 ATGATCAGACAGTATCCCCG
112 Casp8 Casp8_112 GGAAAGGACGAAACACCGCAAGAAGCAGGAGACCATCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 CAAGAAGCAGGAGACCATCG
113 Ctlad Ctla4_113 GGAAAGGACGAAACACCGTGTGATGGTGAATATTCACAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TGTGATGGTGAATATTCACA
114 Ctla4 Ctlad_114 GGAAAGGACGAAACACCGGGACTGAGAGCTGTTGACACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GGACTGAGAGCTGTTGACAC
115 Ctlad Ctla4_115 GGAAAGGACGAAACACCGACAGGTGACCCAACCTTCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA(] 73 ACAGGTGACCCAACCTTCAG
116 Ctla4 Ctlad_116 GGAAAGGACGAAACACCGTGCCCACAAAGTATGGCGGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TGCCCACAAAGTATGGCGGT
117 Cd19 Cd19_117 GGAAAGGACGAAACACCGGAATGACTGACCCCGCCAGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GAATGACTGACCCCGCCAGG
118 Cd19 Cd19_118 GGAAAGGACGAAACACCGAATGTCTCAGACCATATGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 AATGTCTCAGACCATATGGG
119 Cd19 Cd19_119 GGAAAGGACGAAACACCGGGCACCTATTATTGTCTCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG| 73 GGCACCTATTATTGTCTCCG
120 Cd19 Cd19_120 GGAAAGGACGAAACACCGTTTAGCCCACACATACAGCTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG| 73 TTTAGCCCACACATACAGCT
121 Ms4al Ms4al_121 GGAAAGGACGAAACACCGGTTACAGTACTGTGTAGATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GTTACAGTACTGTGTAGATG
122 Ms4al Msdal_122 GGAAAGGACGAAACACCGTACCATACACTCAAACAGATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 TACCATACACTCAAACAGAT
123 Ms4al Ms4al_123 GGAAAGGACGAAACACCGCAGTCGTAGATATCAACATAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 CAGTCGTAGATATCAACATA
124 Ms4al Msdal_124 GGAAAGGACGAAACACCGCCACACAAAGCTTCTTCATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG| 73 CCACACAAAGCTTCTTCATG
125 Cd3d Cd3d_125 GGAAAGGACGAAACACCGTTACACAGATATATCCCTCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG| 73 TTACACAGATATATCCCTCG
126 Cd3d Cd3d_126 GGAAAGGACGAAACACCGTCCATCTAGATGCATGACGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 TCCATCTAGATGCATGACGC
127 Cd3d Cd3d_127 GGAAAGGACGAAACACCGAAGAATAAAACACTCAACTTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 AAGAATAAAACACTCAACTT
128 Cd3d Cd3d_128 GGAAAGGACGAAACACCGGATACAAGTGACCGAATATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GATACAAGTGACCGAATATG
129 Cd3e Cd3e_129 GGAAAGGACGAAACACCGAGGGCACGTCAACTCTACACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA(] 73 AGGGCACGTCAACTCTACAC
130 Cd3e Cd3e_130 GGAAAGGACGAAACACCGTTCTCGGAAGTCGAGGACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA(| 73 TTCTCGGAAGTCGAGGACAG
131 Cd3e Cd3e_131 GGAAAGGACGAAACACCGTACTTGTACCTGAAAGCTCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 TACTTGTACCTGAAAGCTCG
132 Cd3e Cd3e_132 GGAAAGGACGAAACACCGTCAGAAGCATGATAAGCACCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TCAGAAGCATGATAAGCACC
133 Cd3g Cd3g_133 GGAAAGGACGAAACACCGTGACACTGATACGTGCCTCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 TGACACTGATACGTGCCTCG
134 Cd3g Cd3g_134 GGAAAGGACGAAACACCGTTCTGTAATACACTTGCAGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 TTCTGTAATACACTTGCAGG
135 Cd3g Cd3g_135 GGAAAGGACGAAACACCGAACTGCATTGAGCTAAACATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 AACTGCATTGAGCTAAACAT
136 Cd3g Cd3g_136 GGAAAGGACGAAACACCGGTACAAGTGGATGGCAGCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 GTACAAGTGGATGGCAGCCG
137 Cd247 Cd247_137 GGAAAGGACGAAACACCGGCTCGGGATCCAGAGATGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA 73 GCTCGGGATCCAGAGATGGG
138 Cd247 Cd247_138 GGAAAGGACGAAACACCGGCTCAATCTAGGGCGAAGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 GCTCAATCTAGGGCGAAGAG
139 Cd247 Cd247_139 GGAAAGGACGAAACACCGCTCCTGGGAACCGCACGTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CTCCTGGGAACCGCACGTGG
140 Cd247 Cd247_140 GGAAAGGACGAAACACCGCATTGTATACGCCTTCCTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG| 73 CATTGTATACGCCTTCCTGG
141 Cd79a Cd79a_141 GGAAAGGACGAAACACCGGGAACCCTAATATCACATGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GGAACCCTAATATCACATGG
142 Cd79a Cd79a_142 GGAAAGGACGAAACACCGCCTACTCACTGCGCACGCGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CCTACTCACTGCGCACGCGG
143 Cd79a Cd79a_143 GGAAAGGACGAAACACCGCGAAGTAAACAAGAACCACAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CGAAGTAAACAAGAACCACA
144 Cd79a Cd79a_144 GGAAAGGACGAAACACCGAGGCGTATGACAAGAAGAGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA 73 AGGCGTATGACAAGAAGAGG
145 Cd81 Cd81_145 GGAAAGGACGAAACACCGGCAACCACAGAGCTACACCTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GCAACCACAGAGCTACACCT
146 Cd81 Cd81_146 GGAAAGGACGAAACACCGGGGCTTCGTAAACAAAGACCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GGGCTTCGTAAACAAAGACC
147 Cda1 Cds1_147 GGAAAGGACGAAACACCGATCCATCACAGCTTGCTGAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 ATCCATCACAGCTTGCTGAA
148 Cd81 Cd81_148 GGAAAGGACGAAACACCGGGCAAACAGGATCACAAGGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA] 73 GGCAAACAGGATCACAAGGC
149 Cd8a Cd8a_149 GGAAAGGACGAAACACCGTGGGTGAGTCGATTATCCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TGGGTGAGTCGATTATCCTG
150 Cd8a Cd8a_150 GGAAAGGACGAAACACCGATCCCACAACAAGATAACGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA(G 73 ATCCCACAACAAGATAACGT
151 Cd8a Cd8a_151 GGAAAGGACGAAACACCGGTGTTGGGGTCCGTTTCGCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GTGTTGGGGTCCGTTTCGCA
152 Cd8a Cd8a_152 GGAAAGGACGAAACACCGGGACGCCGAACTTGGTCAGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 GGACGCCGAACTTGGTCAGA
153 Cfh Cfh_153 GGAAAGGACGAAACACCGATTTACGCATAACTCCACCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG| 73 ATTTACGCATAACTCCACCA
154 Cth Cfh_154 GGAAAGGACGAAACACCGCAAGTGTTCGGTATCCAGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CAAGTGTTCGGTATCCAGGG
155 Cfh Cfh_155 GGAAAGGACGAAACACCGGAAATTGATTACCGTGAATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GAAATTGATTACCGTGAATG
156 Cth Cfh_156 GGAAAGGACGAAACACCGCATATTTCACCACTTCACCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG( 73 CATATTTCACCACTTCACCA
157 Cfi Cfi_157 GGAAAGGACGAAACACCGCTTGTGGATTACCTTCACAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG| 73 CTTGTGGATTACCTTCACAA
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158 Cfi Cfi_158 GGAAAGGACGAAACACCGTGTTATTACACAGGTTGCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 TGTTATTACACAGGTTGCCG
159 Cfi Cfi_159 GGAAAGGACGAAACACCGAAGGTCGACGCAGGCCACGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 AAGGTCGACGCAGGCCACGT|
160 Cfi Cfi_160 GGAAAGGACGAAACACCGTGCCTGCATGTACATTGCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 TGCCTGCATGTACATTGCCG
161 Cftr Cftr_161 GGAAAGGACGAAACACCGGCCGTGTGACTGACATACGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GCCGTGTGACTGACATACGT
162 Cftr Cftr_162 GGAAAGGACGAAACACCGTTCTAACTGAGACCTTACGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG| 73 TTCTAACTGAGACCTTACGC
163 Cftr Cftr_163 GGAAAGGACGAAACACCGGTGGCGATCATGTTGCTGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GTGGCGATCATGTTGCTGCG
164 Cftr Cftr_164 GGAAAGGACGAAACACCGTATGGAGAGTAAAATATCGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TATGGAGAGTAAAATATCGT
165 Corola Corola_165 GGAAAGGACGAAACACCGTGACACGAACTCGCTTGTCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC 73 TGACACGAACTCGCTTGTCA
166 Corola Corola_166 GGAAAGGACGAAACACCGACCAGGCGATGTCTAGCACAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 ACCAGGCGATGTCTAGCACA
167 Corola Corola_167 GGAAAGGACGAAACACCGAGAAGGGAAGATTCTAACCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 AGAAGGGAAGATTCTAACCA
168 Corola Corola_168 GGAAAGGACGAAACACCGGCCACAGAGGTAGACAATGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 GCCACAGAGGTAGACAATGT
169 Tppl Tppl 169 GGAAAGGACGAAACACCGTGAGTTTCATCGCTATGTAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 TGAGTTTCATCGCTATGTAG
170 Tppl Tppl_170 GGAAAGGACGAAACACCGTTATGGTAGAAGGTTACCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TTATGGTAGAAGGTTACCTG
171 Tppl Tppl 171 GGAAAGGACGAAACACCGAACCTGACAGCCAAAGATGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 AACCTGACAGCCAAAGATGT
172 Tppl Tppl_172 GGAAAGGACGAAACACCGGATCGAGGCCAGTCTAGATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GATCGAGGCCAGTCTAGATG
173 Copa Copa_173 GGAAAGGACGAAACACCGCTTGCGGTTACAGATCACAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA(G 73 CTTGCGGTTACAGATCACAA
174 Copa Copa_174 GGAAAGGACGAAACACCGCTCTCTCTGACACATCACCTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG( 73 CTCTCTCTGACACATCACCT
175 Copa Copa_175 GGAAAGGACGAAACACCGCACCAGAAATATCCCAAACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA] 73 CACCAGAAATATCCCAAACG
176 Copa Copa_176 GGAAAGGACGAAACACCGGAATGTCTAGGTACTCCACAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 GAATGTCTAGGTACTCCACA
177 Cr2 Cr2_177 GGAAAGGACGAAACACCGATGTTGACCAGTTTGTTGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 ATGTTGACCAGTTTGTTGCG
178 Cr2 Cr2_178 GGAAAGGACGAAACACCGCTATACATTGCACCCCTGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG| 73 CTATACATTGCACCCCTGAG
179 Cr2 Cr2_179 GGAAAGGACGAAACACCGAGACGGATTTCTATAAACCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA(G 73 AGACGGATTTCTATAAACCA
180 Cr2 Cr2_180 GGAAAGGACGAAACACCGATGCAATGCTCATGGCACATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 ATGCAATGCTCATGGCACAT
181 Csf2ra Csf2ra_181 GGAAAGGACGAAACACCGAGGACGCGGTGACGTCACGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 AGGACGCGGTGACGTCACGT|
182 Csf2ra Csf2ra_182 GGAAAGGACGAAACACCGCCTACTTGGTCGTGACCGGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 CCTACTTGGTCGTGACCGGT
183 Csf2ra Csf2ra_183 GGAAAGGACGAAACACCGCTAGCGTCACTAACCCAGAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA(G 73 CTAGCGTCACTAACCCAGAA
184 Csf2ra Csf2ra_184 GGAAAGGACGAAACACCGTGACATCCAGCGTGACACCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TGACATCCAGCGTGACACCG
185 Csf2rb Csf2rb_185 GGAAAGGACGAAACACCGTACACTTGGAAGACTGACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TACACTTGGAAGACTGACTG
186 Csf2rb Csf2rb_186 GGAAAGGACGAAACACCGTGATGGAAAATCGTGTATAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TGATGGAAAATCGTGTATAG
187 Csf2rb Csf2rb_187 GGAAAGGACGAAACACCGGAAGAAATCGGACAGCTGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA 73 GAAGAAATCGGACAGCTGGG
188 Csf2rb Csf2rb_188 GGAAAGGACGAAACACCGTGGAGACTGTAGGCATCCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TGGAGACTGTAGGCATCCTG
189 Csf3r Csf3r_189 GGAAAGGACGAAACACCGTCAGCTCTACAGAATTACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 TCAGCTCTACAGAATTACAG
190 Csf3r Csf3r_190 GGAAAGGACGAAACACCGTGAGGCAGGATAGGTTTGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 TGAGGCAGGATAGGTTTGAG
191 Csf3r Csf3r_191 GGAAAGGACGAAACACCGTGAGCTGCGTGGTGTTGCAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TGAGCTGCGTGGTGTTGCAA
192 Csf3r Csf3r_192 GGAAAGGACGAAACACCGCTTTGCCACACAATCCGGGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 CTTTGCCACACAATCCGGGA
193 Ctsc Ctsc_193 GGAAAGGACGAAACACCGCTGCAAGATACAACCTCCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 CTGCAAGATACAACCTCCTG
194 Ctsc Ctsc_194 GGAAAGGACGAAACACCGGGCAGTAACTGATAGCTGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GGCAGTAACTGATAGCTGTG
195 Ctsc Ctsc_195 GGAAAGGACGAAACACCGTCACAACCACAACTTTGTGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG| 73 TCACAACCACAACTTTGTGA
196 Ctsc Ctsc_196 GGAAAGGACGAAACACCGCTGTATTTCATCAGTCATCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG] 73 CTGTATTTCATCAGTCATCG
197 Cyba Cyba_197 GGAAAGGACGAAACACCGAGTAGAAGGATACATAGAGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 AGTAGAAGGATACATAGAGT
198 Cyba Cyba_198 GGAAAGGACGAAACACCGAATGACTTACCATCGCTCCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG| 73 AATGACTTACCATCGCTCCA
199 Cyba Cyba_199 GGAAAGGACGAAACACCGGGACGTAGTAATTCCTGGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GGACGTAGTAATTCCTGGTG
200 Cyba Cyba_200 GGAAAGGACGAAACACCGCAGATAGATCACACTGGCAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CAGATAGATCACACTGGCAA
201 Cybb Cybb_201 GGAAAGGACGAAACACCGCCTCTACCAAAACCATTCGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG] 73 CCTCTACCAAAACCATTCGG
202 Cybb Cybb_202 GGAAAGGACGAAACACCGTTTACCAGACGAATTGTACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAACQ 73 TTTACCAGACGAATTGTACG
203 Cybb Cybb_203 GGAAAGGACGAAACACCGATTCTAACTTGGATACCTTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG| 73 ATTCTAACTTGGATACCTTG
204 Cybb Cybb_204 GGAAAGGACGAAACACCGTTATACTCGAAAACTCCTTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG] 73 TTATACTCGAAAACTCCTTG
205 Cd55 Cd55_205 GGAAAGGACGAAACACCGCTCTTATACGTATAGCCAGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 CTCTTATACGTATAGCCAGG
206 Cd55 Cd55_206 GGAAAGGACGAAACACCGCTGCTGTCCCCAACTGTACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG| 73 CTGCTGTCCCCAACTGTACG
207 Cd55 Cd55_207 GGAAAGGACGAAACACCGTGTGACAGAACAGAAAGTAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA] 73 TGTGACAGAACAGAAAGTAG
208 Cd55 Cd55_208 GGAAAGGACGAAACACCGCGAAAACAACCTCCACTCCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG| 73 CGAAAACAACCTCCACTCCC
209 Dnasell3 Dnasell3_209 GGAAAGGACGAAACACCGTCTCGGGAGTTGTGTGCAAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TCTCGGGAGTTGTGTGCAAG
210 Dnasell3 Dnasell3_210 GGAAAGGACGAAACACCGTCACACTCACTTGTAGACGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 TCACACTCACTTGTAGACGA
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211 Dnasell3 Dnasell3_211 GGAAAGGACGAAACACCGTTCATGGGTGATTTCAACGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 TTCATGGGTGATTTCAACGC
212 Dnasell3 Dnasell3_212 GGAAAGGACGAAACACCGCACTACCATGACTATCAGGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAACG 73 CACTACCATGACTATCAGGA
213 Dnase2a Dnase2a_213 GGAAAGGACGAAACACCGTACACCGTCTTGCCAACCGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG| 73 TACACCGTCTTGCCAACCGT
214 Dnase2a Dnase2a_214 GGAAAGGACGAAACACCGAGGCCAGGTGTATGCACCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 AGGCCAGGTGTATGCACCAG
215 Dnase2a Dnase2a_215 GGAAAGGACGAAACACCGCGAAGCCCTGAGCTGCTATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CGAAGCCCTGAGCTGCTATG
216 Dnase2a Dnase2a_216 GGAAAGGACGAAACACCGGAAATTACCTGACCTAGAGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GAAATTACCTGACCTAGAGA
217 Dnmt3b Dnmt3b_217 GGAAAGGACGAAACACCGTGGTAGCCGGAAACTCCACAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TGGTAGCCGGAAACTCCACA
218 Dnmt3b Dnmt3b_218 GGAAAGGACGAAACACCGCAGCCTTCTGAATTACACGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG| 73 CAGCCTTCTGAATTACACGC
219 Dnmt3b Dnmt3b_219 GGAAAGGACGAAACACCGGGAGGGTATGGATACCACACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 GGAGGGTATGGATACCACAC
220 Dnmt3b Dnmt3b_220 GGAAAGGACGAAACACCGCAGTAGGCTTGAAGCCACCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CAGTAGGCTTGAAGCCACCG
221 Fadd Fadd_221 GGAAAGGACGAAACACCGTAGATCGTGTCGGCGCAGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TAGATCGTGTCGGCGCAGCG
222 Fadd Fadd_222 GGAAAGGACGAAACACCGAAGCTGGAGCGCGTGCAGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA 73 AAGCTGGAGCGCGTGCAGAG
223 Fadd Fadd_223 GGAAAGGACGAAACACCGTTCGTTTGCTCACGCGCTCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG| 73 TTCGTTTGCTCACGCGCTCG
224 Fadd Fadd_224 GGAAAGGACGAAACACCGGCGCCTGGACGACTTCGAGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 GCGCCTGGACGACTTCGAGG
225 Fas Fas_225 GGAAAGGACGAAACACCGCAGTTAAGAGTTCATACTCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 CAGTTAAGAGTTCATACTCA
226 Fas Fas_226 GGAAAGGACGAAACACCGTATTTATATATCGAAAGTACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG| 73 TATTTATATATCGAAAGTAC
227 Fas Fas_227 GGAAAGGACGAAACACCGCATTTGCATACTCACACGACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG| 73 CATTTGCATACTCACACGAC
228 Fas Fas_228 GGAAAGGACGAAACACCGGAGGACTGCAAAATGAATGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA 73 GAGGACTGCAAAATGAATGG
229 Fasl Fasl_229 GGAAAGGACGAAACACCGAGGACCACAACACAAATCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 AGGACCACAACACAAATCTG
230 Fasl Fasl_230 GGAAAGGACGAAACACCGCTTCACTCCAGAGATCAGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA(] 73 CTTCACTCCAGAGATCAGAG
231 Fasl Fasl_231 GGAAAGGACGAAACACCGCCTCTGAAAAAAAAGAGCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CCTCTGAAAAAAAAGAGCCG
232 Fasl Fasl_232 GGAAAGGACGAAACACCGGGAACTGGCAGAACTCCGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 GGAACTGGCAGAACTCCGTG
233 Fcgr3 Fcgr3_233 GGAAAGGACGAAACACCGTGGTGACACTGATGTGCGAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TGGTGACACTGATGTGCGAA
234 Fcgr3 Fcgr3_234 GGAAAGGACGAAACACCGATGCACACTCTGGAAGCCAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 ATGCACACTCTGGAAGCCAA
235 Fcgr3 Fcgr3_235 GGAAAGGACGAAACACCGTGGTGAAACTGGACCCCCCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TGGTGAAACTGGACCCCCCA
236 Fcgr3 Fcgr3_236 GGAAAGGACGAAACACCGTGCTGCTCCAGACCCCTCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 TGCTGCTCCAGACCCCTCAG
237 Fprl Fprl 237 GGAAAGGACGAAACACCGAGAAGGTAATCATCGTACCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 AGAAGGTAATCATCGTACCC
238 Fprl Fprl_238 GGAAAGGACGAAACACCGTGGTGACAGTGTGTTTCATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA(] 73 TGGTGACAGTGTGTTTCATG
239 Fprl Fprl 239 GGAAAGGACGAAACACCGGGCAATGTAAAATGGCAAAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 GGCAATGTAAAATGGCAAAG
240 Fprl Fprl_240 GGAAAGGACGAAACACCGGATGCAGAACACAAATACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 GATGCAGAACACAAATACAG
241 G6pdx G6pdx_241 GGAAAGGACGAAACACCGAGAGGTGGAAACTGACAACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA 73 AGAGGTGGAAACTGACAACG
242 G6pdx G6pdx_242 GGAAAGGACGAAACACCGTGCCCGCTCACGACTCACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TGCCCGCTCACGACTCACAG
243 G6pdx G6pdx_243 GGAAAGGACGAAACACCGATGACCCCACAGTACCCCATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG| 73 ATGACCCCACAGTACCCCAT
244 G6pdx G6pdx_244 GGAAAGGACGAAACACCGAGAGATGGTCCAGAATCTCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 AGAGATGGTCCAGAATCTCA
245 Slc37a4 Slc37a4_245 GGAAAGGACGAAACACCGCTACGTTGACCAGACCAACCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 CTACGTTGACCAGACCAACC
246 Slc37a4 Slc37a4_246 GGAAAGGACGAAACACCGTCTTTACTCCGAAGACCACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG| 73 TCTTTACTCCGAAGACCACG
247 Slc37a4 Slc37a4_247 GGAAAGGACGAAACACCGCACAAACTTGCTGATGGCGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CACAAACTTGCTGATGGCGT
248 Slc37a4 Slc37a4_248 GGAAAGGACGAAACACCGCAGAGCGATCTCATCCACCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 CAGAGCGATCTCATCCACCA
249 Gata2 Gata2_249 GGAAAGGACGAAACACCGCCTGGGCTGTGCAACAAGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CCTGGGCTGTGCAACAAGTG
250 Gata2 Gata2_250 GGAAAGGACGAAACACCGGGCCGGGAGTGTGTCAACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 GGCCGGGAGTGTGTCAACTG
251 Gata2 Gata2_251 GGAAAGGACGAAACACCGACAGCTGCTGCCTCCCGACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 ACAGCTGCTGCCTCCCGACG
252 Gata2 Gata2_252 GGAAAGGACGAAACACCGGGCACATAGGAGGGATAGGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA 73 GGCACATAGGAGGGATAGGT
253 Gfil Gfil_253 GGAAAGGACGAAACACCGCAAATGCATCAAATGCAGCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CAAATGCATCAAATGCAGCA
254 Gfil Gfil_254 GGAAAGGACGAAACACCGCCCCGACTCTCAGCTTACCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG| 73 CCCCGACTCTCAGCTTACCG
255 Gfil Gfil_255 GGAAAGGACGAAACACCGCTGCACGCGGACAAGAGCGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 CTGCACGCGGACAAGAGCGT
256 Gfil Gfil_256 GGAAAGGACGAAACACCGCTACGGCGACTTCGCGCCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA(Q 73 CTACGGCGACTTCGCGCCTG
257 Ostm1 Ostm1_257 GGAAAGGACGAAACACCGCATCAGCCGAAACATCGGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 CATCAGCCGAAACATCGGGG
258 Ostm1 Ostm1_258 GGAAAGGACGAAACACCGTTGCCTAACAAACAATGGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAQ 73 TTGCCTAACAAACAATGGTG
259 Ostm1 Ostm1_259 GGAAAGGACGAAACACCGAGCGCTGCGCACCATACAGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 AGCGCTGCGCACCATACAGG
260 Ostm1 Ostm1_260 GGAAAGGACGAAACACCGCAGAATGCAGATAGTTCTCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAQ 73 CAGAATGCAGATAGTTCTCA
261 Hc Hc_261 GGAAAGGACGAAACACCGGCAGATGACTCCCATTATCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 GCAGATGACTCCCATTATCG
262 Hc Hc_262 GGAAAGGACGAAACACCGAGACAAACCTGTTTACACGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 AGACAAACCTGTTTACACGC
263 Hc Hc_263 GGAAAGGACGAAACACCGACCCTAAGGGAATTCGTGGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 ACCCTAAGGGAATTCGTGGT
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264 Hc Hc_264 GGAAAGGACGAAACACCGGAACCTCCCATCAAATGTGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 GAACCTCCCATCAAATGTGA
265 Hells Hells_265 GGAAAGGACGAAACACCGTCTGCGGTACCGAATTTCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAACG 73 TCTGCGGTACCGAATTTCAG
266 Hells Hells_266 GGAAAGGACGAAACACCGACGGTCATTAAAACTTACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 ACGGTCATTAAAACTTACAG
267 Hells Hells_267 GGAAAGGACGAAACACCGGCTGTATCATGGAACCCGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GCTGTATCATGGAACCCGGG
268 Hells Hells_268 GGAAAGGACGAAACACCGACAACTACTTCTCGCTTAGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG| 73 ACAACTACTTCTCGCTTAGG
269 Foxnl Foxnl_269 GGAAAGGACGAAACACCGCCAGGTACTTACGTTCTGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 CCAGGTACTTACGTTCTGTG
270 Foxnl Foxnl_270 GGAAAGGACGAAACACCGGAACAGTACATATGTTGCAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GAACAGTACATATGTTGCAA
271 Foxnl Foxnl_271 GGAAAGGACGAAACACCGCACCTCACTATCCCTATCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGY 73 CACCTCACTATCCCTATCAG
272 Foxnl Foxnl_272 GGAAAGGACGAAACACCGCCACAGACAGCCCTTTCGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CCACAGACAGCCCTTTCGAG
273 Hmox1 Hmox1_273 GGAAAGGACGAAACACCGTCGTGCTCGAATGAACACTCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC 73 TCGTGCTCGAATGAACACTC
274 Hmox1 Hmox1_274 GGAAAGGACGAAACACCGTCAGGACCTGACCCCCTGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA(] 73 TCAGGACCTGACCCCCTGAG
275 Hmox1 Hmox1_275 GGAAAGGACGAAACACCGACGCTTTACATAGTGCTGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 ACGCTTTACATAGTGCTGTG
276 Hmox1 Hmox1_276 GGAAAGGACGAAACACCGTTCCTTGTACCATATCTACAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG( 73 TTCCTTGTACCATATCTACA
277 Irf8 Irf8_277 GGAAAGGACGAAACACCGAGTTTACCGAATTGTCCCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 AGTTTACCGAATTGTCCCCG
278 Irf8 Irf8_278 GGAAAGGACGAAACACCGTCGACAGCAGCATGTACCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TCGACAGCAGCATGTACCCG
279 Irf8 Irf8_279 GGAAAGGACGAAACACCGGCGTAACCTCGTCTTCCACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG| 73 GCGTAACCTCGTCTTCCACG
280 Irf8 Irf8_280 GGAAAGGACGAAACACCGCAAGCAGGATTACAATCAGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CAAGCAGGATTACAATCAGG
281 Ifnar2 Ifnar2_281 GGAAAGGACGAAACACCGCAAAGACGAAAATCTGACGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 CAAAGACGAAAATCTGACGA
282 Ifnar2 Ifnar2_282 GGAAAGGACGAAACACCGGCCATCGTCATAGTGCACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GCCATCGTCATAGTGCACAG
283 Ifnar2 Ifnar2_283 GGAAAGGACGAAACACCGTAACCTGGATAATCCCTGAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 TAACCTGGATAATCCCTGAA
284 Ifnar2 Ifnar2_284 GGAAAGGACGAAACACCGACTGTGGAATTACGATTATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 ACTGTGGAATTACGATTATG
285 Ifngrl Ifngrl_285 GGAAAGGACGAAACACCGTATGTGGAGCATAACCGGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 TATGTGGAGCATAACCGGAG
286 Ifngrl Ifngrl_286 GGAAAGGACGAAACACCGGGTATTCCCAGCATACGACAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GGTATTCCCAGCATACGACA
287 Ifngrl Ifngrl_287 GGAAAGGACGAAACACCGTTCAGGGTGAAATACGAGGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 TTCAGGGTGAAATACGAGGA
288 Ifngrl Ifngrl_288 GGAAAGGACGAAACACCGTATACCAATACGCAAATACCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 TATACCAATACGCAAATACC
289 Ifngr2 Ifngr2_289 GGAAAGGACGAAACACCGAGGGAACCTCACTTCCAAGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA(] 73 AGGGAACCTCACTTCCAAGT
290 Ifngr2 Ifngr2_290 GGAAAGGACGAAACACCGTGGACCTCCGAAAAACATCTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 TGGACCTCCGAAAAACATCT
291 Ifngr2 Ifngr2_291 GGAAAGGACGAAACACCGTCCCTTTGATGTGTTCCACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG| 73 TCCCTTTGATGTGTTCCACG
292 Ifngr2 Ifngr2_292 GGAAAGGACGAAACACCGTGATGAGCAGATTCTAACTTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 TGATGAGCAGATTCTAACTT
293 Cd79b Cd79b_293 GGAAAGGACGAAACACCGTGACCTGGTTCCGAAAGCGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TGACCTGGTTCCGAAAGCGA
294 Cd79b Cd79b_294 GGAAAGGACGAAACACCGTCCCCCAGGATTCAGCACGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 TCCCCCAGGATTCAGCACGT
295 Cd79b Cd79b_295 GGAAAGGACGAAACACCGCATAATGTCACCGACAGCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA(] 73 CATAATGTCACCGACAGCTG
296 Cd79b Cd79b_296 GGAAAGGACGAAACACCGCGAGGTTTGCAGCCAAAAAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 CGAGGTTTGCAGCCAAAAAG
297 Igll1 Igll1_297 GGAAAGGACGAAACACCGCTGTTCCAGATCATCCCACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG| 73 CTGTTCCAGATCATCCCACG
298 Igll1 Igll1_298 GGAAAGGACGAAACACCGGCTCACCAAACACACTAGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GCTCACCAAACACACTAGTG
299 Igll1 Igll1_299 GGAAAGGACGAAACACCGCCAAAGACATACCAAAACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CCAAAGACATACCAAAACTG
300 Igll1 Igll1_300 GGAAAGGACGAAACACCGGGAGAACTTCACACTGCCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GGAGAACTTCACACTGCCTG
301 Ikbkb Ikbkb_301 GGAAAGGACGAAACACCGTCACACATACCCCGTGACGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TCACACATACCCCGTGACGG
302 Ikbkb Ikbkb_302 GGAAAGGACGAAACACCGCAAGATCCATGTCCAACGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CAAGATCCATGTCCAACGTG
303 Ikbkb Ikbkb_303 GGAAAGGACGAAACACCGATGTGGCACCCTCGGCAAAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 ATGTGGCACCCTCGGCAAAG
304 Ikbkb Ikbkb_304 GGAAAGGACGAAACACCGGAAGCCAGTGATGCACTCGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GAAGCCAGTGATGCACTCGA
305 Ikbkg Ikbkg_305 GGAAAGGACGAAACACCGAAGGATCGGCAAGCTTTAGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 AAGGATCGGCAAGCTTTAGA
306 Ikbkg Ikbkg_306 GGAAAGGACGAAACACCGAGGCTGCCTTGCGAATGGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 AGGCTGCCTTGCGAATGGAG
307 Ikbkg Ikbkg_307 GGAAAGGACGAAACACCGTGGGTGAAGAATCTTCTCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TGGGTGAAGAATCTTCTCTG
308 Ikbkg Ikbkg_308 GGAAAGGACGAAACACCGGCTCAGGTGACATCATTGCTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 GCTCAGGTGACATCATTGCT
309 1110 1110_309 GGAAAGGACGAAACACCGGCTAACCGACTCCTTAATGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG) 73 GCTAACCGACTCCTTAATGC
310 1110 1110_310 GGAAAGGACGAAACACCGAACTGCACCCACTTCCCAGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG| 73 AACTGCACCCACTTCCCAGT
311 1110 1110_311 GGAAAGGACGAAACACCGAAGGAGCATTTGAATTCCCTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 AAGGAGCATTTGAATTCCCT
312 1110 1110_312 GGAAAGGACGAAACACCGACTGGCATGAGGATCAGCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 ACTGGCATGAGGATCAGCAG
313 1110ra 1110ra_313 GGAAAGGACGAAACACCGGCAGTGTTTACTTATCACGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 GCAGTGTTTACTTATCACGA
314 1110ra 1110ra_314 GGAAAGGACGAAACACCGGTGGGGACAACACGGACAGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA 73 GTGGGGACAACACGGACAGT
315 1110ra 1110ra_315 GGAAAGGACGAAACACCGGGTGAACGTTGTGAGATCACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GGTGAACGTTGTGAGATCAC
316 1110ra 1110ra_316 GGAAAGGACGAAACACCGTCTGGCTTCAAACCACACATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG| 73 TCTGGCTTCAAACCACACAT
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317 1110rb 1110rb_317 GGAAAGGACGAAACACCGTGGCGGATGAACATTCGGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 TGGCGGATGAACATTCGGAG
318 1110rb 1110rb_318 GGAAAGGACGAAACACCGATTTCAAGAACATTCTACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG) 73 ATTTCAAGAACATTCTACAG
319 1110rb 1110rb_319 GGAAAGGACGAAACACCGCGGAGGACCTCAGAGTCGTAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 CGGAGGACCTCAGAGTCGTA
320 1110rb 1110rb_320 GGAAAGGACGAAACACCGAGAGAAGTCGCACTGAGTCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 AGAGAAGTCGCACTGAGTCG]
321 1112rb1 1112rb1_321 GGAAAGGACGAAACACCGGTCGGTGAGGAACCAAACCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 GTCGGTGAGGAACCAAACCG
322 1112rb1 1112rb1_322 GGAAAGGACGAAACACCGCCTCCGAACCATACCCACACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG| 73 CCTCCGAACCATACCCACAC
323 1112rb1 1112rb1_323 GGAAAGGACGAAACACCGTGAGAAGACATCGTTCCCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TGAGAAGACATCGTTCCCAG
324 1112rb1 1112rb1_324 GGAAAGGACGAAACACCGTCAAGGTGTCACAATCACACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 TCAAGGTGTCACAATCACAC
325 1117ra 1117ra_325 GGAAAGGACGAAACACCGACTGAAGTAGCAAACAACGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 ACTGAAGTAGCAAACAACGT
326 1117ra 1117ra_326 GGAAAGGACGAAACACCGATGAGGCCATACACCCACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 ATGAGGCCATACACCCACAG
327 1117ra 1117ra_327 GGAAAGGACGAAACACCGGAAGGTCTGGATCGTCTACTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA(Q 73 GAAGGTCTGGATCGTCTACT
328 1117ra 1117ra_328 GGAAAGGACGAAACACCGGACCTGGAGATGTTTGAACCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA(Q 73 GACCTGGAGATGTTTGAACC
329 Irakl Irak1_329 GGAAAGGACGAAACACCGACAGAAGGGCCAGCAAAACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA 73 ACAGAAGGGCCAGCAAAACG
330 Irakl Irak1_330 GGAAAGGACGAAACACCGTGGGCAAGAAGCCATAAACAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA] 73 TGGGCAAGAAGCCATAAACA]
331 Irakl Irak1_331 GGAAAGGACGAAACACCGGGTGCGTGAGGATGTGAACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA 73 GGTGCGTGAGGATGTGAACG
332 Irakl Irak1_332 GGAAAGGACGAAACACCGCCCACCGAACTGGCACCAGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA(Q 73 CCCACCGAACTGGCACCAGT
333 ll1rn 1l1rn_333 GGAAAGGACGAAACACCGTTCTCCAGAAAAGATAGACAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TTCTCCAGAAAAGATAGACA
334 ll1rn 1l1rn_334 GGAAAGGACGAAACACCGGTGTTCTTGGGCATCCACGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAQ 73 GTGTTCTTGGGCATCCACGG
335 ll1rn 1l1rn_335 GGAAAGGACGAAACACCGCTGCCTCTGAATGAAACAGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CTGCCTCTGAATGAAACAGA
336 ll1rn 1l1rn_336 GGAAAGGACGAAACACCGCTTGATATCATCTCCAGACTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG( 73 CTTGATATCATCTCCAGACT
337 12ra 112ra_337 GGAAAGGACGAAACACCGGTGTCTGTATGACCCACCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA(Q 73 GTGTCTGTATGACCCACCCG
338 12ra 112ra_338 GGAAAGGACGAAACACCGATCTTGCAGATGCTAATAGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 ATCTTGCAGATGCTAATAGC
339 12ra 112ra_339 GGAAAGGACGAAACACCGGAGAGGTTTCCGAAGACTAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GAGAGGTTTCCGAAGACTAA
340 12ra 112ra_340 GGAAAGGACGAAACACCGGAATCTTCATGTTTCCAAGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 GAATCTTCATGTTTCCAAGG
341 112rg 112rg_341 GGAAAGGACGAAACACCGTTCCACAGATTGGGTTATAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA(Q 73 TTCCACAGATTGGGTTATAG
342 112rg 112rg_342 GGAAAGGACGAAACACCGGGAGCAACAGAGATCGAAGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA 73 GGAGCAACAGAGATCGAAGC
343 112rg 112rg_343 GGAAAGGACGAAACACCGCCCGATTACCAAGATTCTGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG| 73 CCCGATTACCAAGATTCTGT
344 112rg 112rg_344 GGAAAGGACGAAACACCGCATACCTATAGTGCAGCGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA(Q 73 CATACCTATAGTGCAGCGTG
345 17r 117r_345 GGAAAGGACGAAACACCGGGGAGACTAGGCCATACGACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 GGGAGACTAGGCCATACGAC
346 17r 117r_346 GGAAAGGACGAAACACCGAGACCTAGAAGATGCAGACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 AGACCTAGAAGATGCAGACG
347 17r 117r_347 GGAAAGGACGAAACACCGCAGAACCCAAGAATCAAGGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CAGAACCCAAGAATCAAGGT
348 17r 117r_348 GGAAAGGACGAAACACCGCCTTTGAAGTAATCGTTATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG) 73 CCTTTGAAGTAATCGTTATG
349 Itch Itch_349 GGAAAGGACGAAACACCGTCCCGCACATAGGCTATCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 TCCCGCACATAGGCTATCTG
350 Itch ltch_350 GGAAAGGACGAAACACCGAAAACATAATTTACTCGTAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 AAAACATAATTTACTCGTAG
351 Itch Itch_351 GGAAAGGACGAAACACCGGCCAAGCTCCCCTACCACCTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG| 73 GCCAAGCTCCCCTACCACCT
352 Itch Itch_352 GGAAAGGACGAAACACCGACAACACTCGGATTACTCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 ACAACACTCGGATTACTCAG
353 Itgh2 Itgh2_353 GGAAAGGACGAAACACCGGAGTATAGGCAAATCCCGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GAGTATAGGCAAATCCCGTG
354 Itgh2 Itgh2_354 GGAAAGGACGAAACACCGTTGGCTGGCGCAATGTCACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TTGGCTGGCGCAATGTCACG
355 Itgh2 Itgh2_355 GGAAAGGACGAAACACCGATCCTGAGTTCGACCAACGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 ATCCTGAGTTCGACCAACGG
356 Itgh2 ltgb2_356 GGAAAGGACGAAACACCGTGGAGTAGGAGAGATCCATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA] 73 TGGAGTAGGAGAGATCCATG
357 Itk Itk_357 GGAAAGGACGAAACACCGCAGCCCCAAGCGCTACTACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CAGCCCCAAGCGCTACTACG
358 Itk Itk_358 GGAAAGGACGAAACACCGGTAAGCCTTCTCATACCCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG| 73 GTAAGCCTTCTCATACCCCG
359 Itk Itk_359 GGAAAGGACGAAACACCGTCAGGAACCTGAAGAAACCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TCAGGAACCTGAAGAAACCC
360 Itk Itk_360 GGAAAGGACGAAACACCGTTGCTCCAGACTGTGAGAGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA(Q 73 TTGCTCCAGACTGTGAGAGT
361 Jakl Jakl_361 GGAAAGGACGAAACACCGCGATGCCATTCGAATGACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA(Q 73 CGATGCCATTCGAATGACAG
362 Jakl Jakl_362 GGAAAGGACGAAACACCGTGAATAAATCCATCAGACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TGAATAAATCCATCAGACAG
363 Jakl Jakl_363 GGAAAGGACGAAACACCGTCCGAACCGAATCATCACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 TCCGAACCGAATCATCACTG
364 Jakl Jakl_364 GGAAAGGACGAAACACCGAAACATATAGTGTACCTCTAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG| 73 AAACATATAGTGTACCTCTA
365 Jak3 Jak3_365 GGAAAGGACGAAACACCGCAGACATCGGAACTGCATGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CAGACATCGGAACTGCATGG
366 Jak3 Jak3_366 GGAAAGGACGAAACACCGAGAAAAGTCCAATTTGATCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 AGAAAAGTCCAATTTGATCG
367 Jak3 Jak3_367 GGAAAGGACGAAACACCGGGGCTTTGGAGCCACCACGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GGGCTTTGGAGCCACCACGT
368 Jak3 Jak3_368 GGAAAGGACGAAACACCGCACCACCGAGACCTTCCGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 CACCACCGAGACCTTCCGTG
369 Rpsa Rpsa_369 GGAAAGGACGAAACACCGGAAGCGGCCAGCGATCGGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA 73 GAAGCGGCCAGCGATCGGAG




No. *0ligo name *Sequence (5’ t03’ ) nt# | Remarks |5' sgRNA.Target.Sequence 3'
370 Rpsa Rpsa_370 GGAAAGGACGAAACACCGCTTACAGGGAGCTCACTCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CTTACAGGGAGCTCACTCAG
371 Rpsa Rpsa_371 GGAAAGGACGAAACACCGGACGTCAGCAGGATTCTCGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GACGTCAGCAGGATTCTCGA
372 Rpsa Rpsa_372 GGAAAGGACGAAACACCGAGGGAAGTACTCCGCATGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 AGGGAAGTACTCCGCATGCG
373 Lck Lck_373 GGAAAGGACGAAACACCGAAGATCCGTAACCTAGACAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 AAGATCCGTAACCTAGACAA
374 Lck Lck_374 GGAAAGGACGAAACACCGGTACTACAACGGACACACGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GTACTACAACGGACACACGA
375 Lck Lck_375 GGAAAGGACGAAACACCGCCGGGAAAGCGAAAGCACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA 73 CCGGGAAAGCGAAAGCACTG
376 Lck Lck_376 GGAAAGGACGAAACACCGGCTTTATGCAGTGGTCACCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 GCTTTATGCAGTGGTCACCC
377 Ligl Ligl_377 GGAAAGGACGAAACACCGGACCTCACTGACACCCCGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GACCTCACTGACACCCCGAG
378 Ligl Ligl_378 GGAAAGGACGAAACACCGGACAATTCAAGACACTCTTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 GACAATTCAAGACACTCTTG
379 Ligl Ligl_379 GGAAAGGACGAAACACCGTCTTCTCATAGAATTTCCCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG( 73 TCTTCTCATAGAATTTCCCA
380 Ligl Ligl_380 GGAAAGGACGAAACACCGAGAGTGATTCTCCAGTGAAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 AGAGTGATTCTCCAGTGAAG
381 Psmb8 Psmb8_381 GGAAAGGACGAAACACCGCCGGAGCTCGCACTTCCCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAACG 73 CCGGAGCTCGCACTTCCCCG
382 Psmb8 Psmb8_382 GGAAAGGACGAAACACCGACATGATGCTGCAGTACCGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 ACATGATGCTGCAGTACCGG
383 Psmb8 Psmb8_383 GGAAAGGACGAAACACCGCTCGCCTTCAAGTTCCAGCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG| 73 CTCGCCTTCAAGTTCCAGCA
384 Psmb8 Psmb8_384 GGAAAGGACGAAACACCGAGGTTGTATTATCTTCGGAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 AGGTTGTATTATCTTCGGAA
385 Blnk Blnk_385 GGAAAGGACGAAACACCGCTATGCAGGTCGAAACAGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CTATGCAGGTCGAAACAGTG
386 BInk Bink_386 GGAAAGGACGAAACACCGAAGATAATCGATCCAGCCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 AAGATAATCGATCCAGCCAG
387 Blnk Blnk_387 GGAAAGGACGAAACACCGGTCTGTGACTAGACCCTCGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA] 73 GTCTGTGACTAGACCCTCGG
388 BInk Bink_388 GGAAAGGACGAAACACCGGATATTAAGAACAATGAAGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 GATATTAAGAACAATGAAGG
389 Lyst Lyst_389 GGAAAGGACGAAACACCGGGAGCCCTGAAAGATCGCGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA 73 GGAGCCCTGAAAGATCGCGG
390 Lyst Lyst_390 GGAAAGGACGAAACACCGGGGATGAGTCTTACCCACGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GGGATGAGTCTTACCCACGT
391 Lyst Lyst_391 GGAAAGGACGAAACACCGTAGGAAGTGGTGAACCACGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 TAGGAAGTGGTGAACCACGT]
392 Lyst Lyst_392 GGAAAGGACGAAACACCGCATACCCCGAGTTTAAGCAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 CATACCCCGAGTTTAAGCAA
393 Masp2 Masp2_393 GGAAAGGACGAAACACCGGGCCTGTGATATAGTCCACAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA] 73 GGCCTGTGATATAGTCCACA
394 Masp2 Masp2_394 GGAAAGGACGAAACACCGCCTTTGCCACTGACGAGTCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 CCTTTGCCACTGACGAGTCG
395 Masp2 Masp2_395 GGAAAGGACGAAACACCGCTGCGAGTATGACTTTGTCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 CTGCGAGTATGACTTTGTCA
396 Masp2 Masp2_396 GGAAAGGACGAAACACCGTGTGGCAATAATGGTCACAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TGTGGCAATAATGGTCACAA
397 Mcm4 Mcm4_397 GGAAAGGACGAAACACCGTTGTTGACAAGGTTCAACCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 TTGTTGACAAGGTTCAACCA
398 Mcm4 Mcm4_398 GGAAAGGACGAAACACCGACCCGGGTGGAGATAGATCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 ACCCGGGTGGAGATAGATCG
399 Mcm4 Mcm4_399 GGAAAGGACGAAACACCGGGTTATACCAACCTTTGACAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 GGTTATACCAACCTTTGACA
400 Mcm4 Mcm4_400 GGAAAGGACGAAACACCGCTCAGGGTCTTTCATCACATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG] 73 CTCAGGGTCTTTCATCACAT
401 Cd46 Cd46_401 GGAAAGGACGAAACACCGCTGTGAGCCAAATCATACATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 CTGTGAGCCAAATCATACAT
402 Cd46 Cd46_402 GGAAAGGACGAAACACCGTCCATAGCTTCAAATGGCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGQ 73 TCCATAGCTTCAAATGGCCG
403 Cd46 Cd46_403 GGAAAGGACGAAACACCGGGCCTCAGCATAGACGCCCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GGCCTCAGCATAGACGCCCA
404 Cd46 Cd46_404 GGAAAGGACGAAACACCGACAGTTGTGATCCTACCCCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG| 73 ACAGTTGTGATCCTACCCCA
405 Msh6 Msh6_405 GGAAAGGACGAAACACCGAGTTTCGTGATACCAAACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA] 73 AGTTTCGTGATACCAAACAG
406 Msh6 Msh6_406 GGAAAGGACGAAACACCGCATCAGTGACCGTCTAGATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CATCAGTGACCGTCTAGATG
407 Msh6 Msh6_407 GGAAAGGACGAAACACCGTAAGTAAAGACACGGCTGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 TAAGTAAAGACACGGCTGAG]
408 Msh6 Msh6_408 GGAAAGGACGAAACACCGGAGGCAAAGGATCTCAACGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA] 73 GAGGCAAAGGATCTCAACGG
409 Msn Msn_409 GGAAAGGACGAAACACCGCGCTTGTTAATCCGAAGCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA(G 73 CGCTTGTTAATCCGAAGCCG
410 Msn Msn_410 GGAAAGGACGAAACACCGCCGGGCCAAGTTCTACCCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA] 73 CCGGGCCAAGTTCTACCCAG
411 Msn Msn_411 GGAAAGGACGAAACACCGGAAGCAACTTATCTCCAGCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 GAAGCAACTTATCTCCAGCC
412 Msn Msn_412 GGAAAGGACGAAACACCGCAGACTAAGAAGGCTCAGCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 CAGACTAAGAAGGCTCAGCA
413 Mvk Mvk_413 GGAAAGGACGAAACACCGAGCGTCAATTTACCCAACATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG) 73 AGCGTCAATTTACCCAACAT
414 Mvk Mvk_414 GGAAAGGACGAAACACCGGTGGTCGGAACTTCCCCCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GTGGTCGGAACTTCCCCCCG
415 Mvk Mvk_415 GGAAAGGACGAAACACCGCAAGGTCCCGCGGAGTACCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CAAGGTCCCGCGGAGTACCA
416 Mvk Mvk_416 GGAAAGGACGAAACACCGTCTGAAGTCAATCAACAAGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 TCTGAAGTCAATCAACAAGT
417 Myd88 Myd88_417 GGAAAGGACGAAACACCGGGTTCAAGAACAGCGATAGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA] 73 GGTTCAAGAACAGCGATAGG
418 Myd88 Myd88_418 GGAAAGGACGAAACACCGAAGGAGCTGAAGTCGCGCATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 AAGGAGCTGAAGTCGCGCAT|
419 Myd88 Myd88_419 GGAAAGGACGAAACACCGCCTGTCCTCAGGACAAACGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA(G 73 CCTGTCCTCAGGACAAACGC
420 Myd88 Myd88_420 GGAAAGGACGAAACACCGGCATCCAACAAACTGCGAGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GCATCCAACAAACTGCGAGT
421 Ncfl Ncfl_421 GGAAAGGACGAAACACCGTCTTCACGGGCAGTCCCATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAQ 73 TCTTCACGGGCAGTCCCATG
422 Ncfl Ncfl_422 GGAAAGGACGAAACACCGGATCCGGATCCCAACTACGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GATCCGGATCCCAACTACGC
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423 Ncfl Ncfl_423 GGAAAGGACGAAACACCGGCTACGCACTGGCTGTCAGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GCTACGCACTGGCTGTCAGT
424 Ncfl Ncfl_424 GGAAAGGACGAAACACCGCGTTGCCCATCAAACCACCTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG| 73 CGTTGCCCATCAAACCACCT
425 Ncf2 Ncf2_425 GGAAAGGACGAAACACCGGCACAAAGCCAAACAATACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GCACAAAGCCAAACAATACG
426 Ncf2 Ncf2_426 GGAAAGGACGAAACACCGTGGAATATCGGATTCTGGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TGGAATATCGGATTCTGGAG
427 Ncf2 Ncf2_427 GGAAAGGACGAAACACCGTCTCACCTGTGGCTGCAGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TCTCACCTGTGGCTGCAGAG
428 Ncf2 Ncf2_428 GGAAAGGACGAAACACCGTGAAGCAAATCCTCGAGTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TGAAGCAAATCCTCGAGTGG
429 Ncf4 Ncf4_429 GGAAAGGACGAAACACCGAGAAGAAGATCCTGACGTCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 AGAAGAAGATCCTGACGTCG
430 Ncf4 Ncf4_430 GGAAAGGACGAAACACCGCGTAGAACTGGCGATAGCGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 CGTAGAACTGGCGATAGCGG
431 Ncf4 Ncf4_431 GGAAAGGACGAAACACCGCGATCCATGATGGCCCCTTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 CGATCCATGATGGCCCCTTG
432 Ncf4 Ncf4_432 GGAAAGGACGAAACACCGACCTCGATGACAAAAACCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 ACCTCGATGACAAAAACCTG
433 Nfkb1 Nfkb1_433 GGAAAGGACGAAACACCGTGTGAAGGCCCATCACACGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TGTGAAGGCCCATCACACGG
434 Nfkb1 Nfkbl_434 GGAAAGGACGAAACACCGGGAGTCACGAAATCCAACGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GGAGTCACGAAATCCAACGC
435 Nfkb1 Nfkb1_435 GGAAAGGACGAAACACCGTTTCGACTACGCAGTGACGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TTTCGACTACGCAGTGACGG
436 Nfkbl Nfkb1_436 GGAAAGGACGAAACACCGATGACAGAGGCGTGTATTAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 ATGACAGAGGCGTGTATTAG
437 Nfkb2 Nfkb2_437 GGAAAGGACGAAACACCGACTGAGCGTGATAAATGACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 ACTGAGCGTGATAAATGACG
438 Nfkb2 Nfkb2_438 GGAAAGGACGAAACACCGCGGAACACAATGGCATACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CGGAACACAATGGCATACTG
439 Nfkb2 Nfkb2_439 GGAAAGGACGAAACACCGCCCACGCTGCTGGATCGGCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CCCACGCTGCTGGATCGGCA
440 Nfkb2 Nfkb2_440 GGAAAGGACGAAACACCGACCCGGATAGCAGCCCATTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 ACCCGGATAGCAGCCCATTG
441 Pepd Pepd_441 GGAAAGGACGAAACACCGCACAAATCGGATCTCCAGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA(] 73 CACAAATCGGATCTCCAGCG
442 Pepd Pepd_442 GGAAAGGACGAAACACCGCTGCTATGGTGTCATCGATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 CTGCTATGGTGTCATCGATG
443 Pepd Pepd_443 GGAAAGGACGAAACACCGGCCCTGCAACACGACAGCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GCCCTGCAACACGACAGCTG
444 Pepd Pepd_444 GGAAAGGACGAAACACCGCTTGCTAATGCCCTCGAAGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA(G 73 CTTGCTAATGCCCTCGAAGG
445 Cfp Cfp_445 GGAAAGGACGAAACACCGGTTACACATTTGGTTCCGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 GTTACACATTTGGTTCCGAG
446 Cfp Cfp_446 GGAAAGGACGAAACACCGTATGAGCATAAGGCCTGCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TATGAGCATAAGGCCTGCAG
447 Cfp Cfp_447 GGAAAGGACGAAACACCGGATTATCACATACTCGTTGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG| 73 GATTATCACATACTCGTTGA
448 Cfp Cfp_448 GGAAAGGACGAAACACCGCCTACTTGGGAGAGACATCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CCTACTTGGGAGAGACATCA
449 Prfl Prfl_449 GGAAAGGACGAAACACCGGTTCGTGCCAGGTGTATGGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GTTCGTGCCAGGTGTATGGA
450 Prfl Prfl_450 GGAAAGGACGAAACACCGTGCCACAGGTAGGCGCTGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TGCCACAGGTAGGCGCTGTG
451 Prfl Prfl_451 GGAAAGGACGAAACACCGTCAATAACGACTGGCGTGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TCAATAACGACTGGCGTGTG
452 Prfl Prfl_452 GGAAAGGACGAAACACCGGGTAGGAGACTGCCTGAACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 GGTAGGAGACTGCCTGAACG
453 Pik3rl Pik3rl_453 GGAAAGGACGAAACACCGGAGCTTTATAAGGAGAGGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 GAGCTTTATAAGGAGAGGCG
454 Pik3r1 Pik3r1_454 GGAAAGGACGAAACACCGTCCATTAACCTTCAACTCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG( 73 TCCATTAACCTTCAACTCTG
455 Pik3rl Pik3rl_455 GGAAAGGACGAAACACCGTGGCTACAATGAAACCACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TGGCTACAATGAAACCACTG
456 Pik3r1 Pik3r1_456 GGAAAGGACGAAACACCGCTGGAAATCTGAAAAGCACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CTGGAAATCTGAAAAGCACG
457 Prked Prkcd_457 GGAAAGGACGAAACACCGAGAAGGTGGCGATAAACTCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 AGAAGGTGGCGATAAACTCG
458 Prked Prkcd_458 GGAAAGGACGAAACACCGTTATAAACCTTGAATCGGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 TTATAAACCTTGAATCGGTG
459 Prked Prkcd_459 GGAAAGGACGAAACACCGAGCCCACCATGTATCCTGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 AGCCCACCATGTATCCTGAG
460 Prked Prkcd_460 GGAAAGGACGAAACACCGCGATGATGTAGAGTGTACCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CGATGATGTAGAGTGTACCA
461 Pms2 Pms2_461 GGAAAGGACGAAACACCGTCTCAGGAAACCATAAACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TCTCAGGAAACCATAAACTG
462 Pms2 Pms2_462 GGAAAGGACGAAACACCGGTAAGCTGCACTAATCAGCTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 GTAAGCTGCACTAATCAGCT
463 Pms2 Pms2_463 GGAAAGGACGAAACACCGAGTTTCAGACAATGGATGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 AGTTTCAGACAATGGATGTG
464 Pms2 Pms2_464 GGAAAGGACGAAACACCGACTAAAGAGATCAAGTCTAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 ACTAAAGAGATCAAGTCTAG
465 Pnp Pnp_465 GGAAAGGACGAAACACCGAGATGCTGTGTGATGATGCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 AGATGCTGTGTGATGATGCA
466 Pnp Pnp_466 GGAAAGGACGAAACACCGTCAGTGCCTGGAAACAAATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TCAGTGCCTGGAAACAAATG
467 Pnp Pnp_467 GGAAAGGACGAAACACCGTGTGGCCAGAACCCTCTCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 TGTGGCCAGAACCCTCTCCG
468 Pnp Pnp_468 GGAAAGGACGAAACACCGCCTCAAGTGGCAGTGATCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CCTCAAGTGGCAGTGATCTG
469 Polal Polal_469 GGAAAGGACGAAACACCGCTAACGTTTACCATTTCACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG( 73 CTAACGTTTACCATTTCACG
470 Polal Polal_470 GGAAAGGACGAAACACCGAAGAAAGCAACTTACGCTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 AAGAAAGCAACTTACGCTGG
471 Polal Polal_471 GGAAAGGACGAAACACCGAAAGAAAAAAAGATCTACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 AAAGAAAAAAAGATCTACTG
472 Polal Polal_472 GGAAAGGACGAAACACCGTGTACAGAACCATCAACATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA(Q 73 TGTACAGAACCATCAACATG
473 Pole Pole_473 GGAAAGGACGAAACACCGCATTATGGTCACCTACAATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG| 73 CATTATGGTCACCTACAATG
474 Pole Pole_474 GGAAAGGACGAAACACCGGATGCTGAGACCTACGTCGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GATGCTGAGACCTACGTCGG
475 Pole Pole_475 GGAAAGGACGAAACACCGCATTGACCTCAGAATCCATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 CATTGACCTCAGAATCCATG
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476 Pole Pole_476 GGAAAGGACGAAACACCGAGGCTGGAAGGATCATAGCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 AGGCTGGAAGGATCATAGCA
477 Pole2 Pole2_477 GGAAAGGACGAAACACCGGATCGAACGATCTGTCGTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GATCGAACGATCTGTCGTGG
478 Pole2 Pole2_478 GGAAAGGACGAAACACCGCCACAGTGGCTTATACACCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 CCACAGTGGCTTATACACCG
479 Pole2 Pole2_479 GGAAAGGACGAAACACCGTCAAGCGCTTTAATACCTTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG| 73 TCAAGCGCTTTAATACCTTG
480 Pole2 Pole2_480 GGAAAGGACGAAACACCGATAGCGTTCAAGATACAGCTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 ATAGCGTTCAAGATACAGCT
481 Prkdc Prkdc_481 GGAAAGGACGAAACACCGAGAGCCAATTCAGTGACCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 AGAGCCAATTCAGTGACCCG
482 Prkdc Prkdc_482 GGAAAGGACGAAACACCGTGGCCCTTGTAAGTAGACGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TGGCCCTTGTAAGTAGACGA
483 Prkdc Prkdc_483 GGAAAGGACGAAACACCGCATGCAGGGTAAGTAATCGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CATGCAGGGTAAGTAATCGT
484 Prkdc Prkdc_484 GGAAAGGACGAAACACCGACAGAGGATGCTCAAAAATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 ACAGAGGATGCTCAAAAATG
485 Psenl Psenl_485 GGAAAGGACGAAACACCGTTTCAACCAGCATACGAAGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC 73 TTTCAACCAGCATACGAAGT
486 Psenl Psenl_486 GGAAAGGACGAAACACCGTGCTACTGTAACGTAGTCCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 TGCTACTGTAACGTAGTCCA
487 Psenl Psenl_487 GGAAAGGACGAAACACCGCTGAGCCAATATCTAATGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CTGAGCCAATATCTAATGGG
488 Psenl Psenl_488 GGAAAGGACGAAACACCGAGTCAGCTTCTATACCCGGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 AGTCAGCTTCTATACCCGGA
489 Pstpipl Pstpip1_489 GGAAAGGACGAAACACCGCTGGTTACAGTGCACCCACAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 CTGGTTACAGTGCACCCACA
490 Pstpipl Pstpipl_490 GGAAAGGACGAAACACCGTGTTTGTAGAAAGAGTGTACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TGTTTGTAGAAAGAGTGTAC
491 Pstpipl Pstpip1_491 GGAAAGGACGAAACACCGATTGGCACTCACACGCTCGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 ATTGGCACTCACACGCTCGA
492 Pstpipl Pstpipl_492 GGAAAGGACGAAACACCGGTCGCTCTACAAGAAGACCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GTCGCTCTACAAGAAGACCA
493 Pten Pten_493 GGAAAGGACGAAACACCGCCTCCAATTCAGGACCCACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 CCTCCAATTCAGGACCCACG
494 Pten Pten_494 GGAAAGGACGAAACACCGTGTGCATATTTATTGCATCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG| 73 TGTGCATATTTATTGCATCG
495 Pten Pten_495 GGAAAGGACGAAACACCGACTATTCCAATGTTCAGTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 ACTATTCCAATGTTCAGTGG
496 Pten Pten_496 GGAAAGGACGAAACACCGGGTTTGATAAGTTCTAGCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 GGTTTGATAAGTTCTAGCTG
497 Ptprc Ptprc_497 GGAAAGGACGAAACACCGGTAGCAGAAATCTTATATCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA(G 73 GTAGCAGAAATCTTATATCG
498 Ptprc Ptprc_498 GGAAAGGACGAAACACCGTTTCACAATGGAGTGTACGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA(Q 73 TTTCACAATGGAGTGTACGA
499 Ptprc Ptprc_499 GGAAAGGACGAAACACCGTTGTCAAGCTAAGGCGACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TTGTCAAGCTAAGGCGACAG
500 Ptprc Ptprc_500 GGAAAGGACGAAACACCGACCACAACGAAGCAAACATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 ACCACAACGAAGCAAACATG
501 Rac2 Rac2_501 GGAAAGGACGAAACACCGGAGAAGACACGTCTTGCCCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GAGAAGACACGTCTTGCCCA
502 Rac2 Rac2_502 GGAAAGGACGAAACACCGGCTGGACCTTCGCGATGACAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GCTGGACCTTCGCGATGACA
503 Rac2 Rac2_503 GGAAAGGACGAAACACCGAAGAAGCCACTCACACAGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 AAGAAGCCACTCACACAGTG
504 Rac2 Rac2_504 GGAAAGGACGAAACACCGGGCACGGACATTCTCATAGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GGCACGGACATTCTCATAGG
505 Ragl Ragl_505 GGAAAGGACGAAACACCGACACCAAAGCAGAGTCGTAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 ACACCAAAGCAGAGTCGTAG
506 Ragl Ragl_506 GGAAAGGACGAAACACCGTGAAACGATTCCCACAGATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TGAAACGATTCCCACAGATG
507 Ragl Ragl_507 GGAAAGGACGAAACACCGTCCCGCGCAAGATTGCAATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA] 73 TCCCGCGCAAGATTGCAATG
508 Ragl Ragl_508 GGAAAGGACGAAACACCGTGGGAAGTAGACCTGACTGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TGGGAAGTAGACCTGACTGT
509 Rag2 Rag2_509 GGAAAGGACGAAACACCGCATCAATATATCATTCACGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG| 73 CATCAATATATCATTCACGG
510 Rag2 Rag2_510 GGAAAGGACGAAACACCGATTGACGTGGTGTATAGTCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 ATTGACGTGGTGTATAGTCG
511 Rag2 Rag2_511 GGAAAGGACGAAACACCGTAACTTGTATAGAATAAGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TAACTTGTATAGAATAAGAG
512 Rag2 Rag2_512 GGAAAGGACGAAACACCGCATACCAGGAGACAATAAGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CATACCAGGAGACAATAAGC
513 Ranbp2 Ranbp2_513 GGAAAGGACGAAACACCGAAATTATTCTCGTCACAAAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 AAATTATTCTCGTCACAAAG
514 Ranbp2 Ranbp2_514 GGAAAGGACGAAACACCGTGCTAATGTAACTCCCACCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG| 73 TGCTAATGTAACTCCCACCA
515 Ranbp2 Ranbp2_515 GGAAAGGACGAAACACCGATGTTGTTAAACTTAAGTCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 ATGTTGTTAAACTTAAGTCG
516 Ranbp2 Ranbp2_516 GGAAAGGACGAAACACCGACATGCAATGCACCTAGAGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 ACATGCAATGCACCTAGAGA
517 Rasgrpl Rasgrpl_517 GGAAAGGACGAAACACCGACGTACAGATATCCGTCGGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 ACGTACAGATATCCGTCGGA
518 Rasgrpl Rasgrpl_518 GGAAAGGACGAAACACCGTAAGAACTATGATCTCGACCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 TAAGAACTATGATCTCGACC
519 Rasgrpl Rasgrpl_519 GGAAAGGACGAAACACCGACAGTTGGTTATTCCGACACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 ACAGTTGGTTATTCCGACAC
520 Rasgrpl Rasgrpl_520 GGAAAGGACGAAACACCGTGACCTTATTGATCTCATGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG( 73 TGACCTTATTGATCTCATGT
521 Relb Relb_521 GGAAAGGACGAAACACCGGTTCAAAACGCCACCCTACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 GTTCAAAACGCCACCCTACG
522 Relb Relb_522 GGAAAGGACGAAACACCGTACACCCACATAGCCTCGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 TACACCCACATAGCCTCGTG
523 Relb Relb_523 GGAAAGGACGAAACACCGGCGGATTTGCCGAATCAACAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GCGGATTTGCCGAATCAACA
524 Relb Relb_524 GGAAAGGACGAAACACCGGCCTCCTATCGGGACCAGCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA(] 73 GCCTCCTATCGGGACCAGCA
525 Rfxank Rfxank_525 GGAAAGGACGAAACACCGGTTCTACTTACAGTCCAGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 GTTCTACTTACAGTCCAGGG
526 Rfxank Rfxank_526 GGAAAGGACGAAACACCGATCAACAAACCGGATGAGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 ATCAACAAACCGGATGAGCG
527 Rfxank Rfxank_527 GGAAAGGACGAAACACCGGCACTGTCACTTGCCAGTATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 GCACTGTCACTTGCCAGTAT
528 Rfxank Rfxank_528 GGAAAGGACGAAACACCGAGTTCGCTTCCTGCTAGACTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG| 73 AGTTCGCTTCCTGCTAGACT




No. *0ligo name *Sequence (5’ t03’ ) nt# | Remarks |5' sgRNA.Target.Sequence 3'
529 Rorc Rorc_529 GGAAAGGACGAAACACCGCTTGAGTATAGTCCAGAACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CTTGAGTATAGTCCAGAACG
530 Rorc Rorc_530 GGAAAGGACGAAACACCGGTCATCTGGGATCCACTACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 GTCATCTGGGATCCACTACG
531 Rorc Rorc_531 GGAAAGGACGAAACACCGTCTGGGGCACTGCAGAAACTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TCTGGGGCACTGCAGAAACT
532 Rorc Rorc_532 GGAAAGGACGAAACACCGGACAAGCAGAGGCCTCGGGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 GACAAGCAGAGGCCTCGGGT
533 Sema3e Sema3e_533 GGAAAGGACGAAACACCGACACGATCTACACCCGAGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA(] 73 ACACGATCTACACCCGAGTG
534 Sema3e Sema3e_534 GGAAAGGACGAAACACCGTGTGCCAGCAAAGTAAACGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 TGTGCCAGCAAAGTAAACGG
535 Sema3e Sema3e_535 GGAAAGGACGAAACACCGAAGATAATTACCAACTAGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 AAGATAATTACCAACTAGCG
536 Sema3e Sema3e_536 GGAAAGGACGAAACACCGTGTGATACACACATACAGCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TGTGATACACACATACAGCA
537 Foxp3 Foxp3_537 GGAAAGGACGAAACACCGCATACCTGATGCATGAAGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CATACCTGATGCATGAAGTG
538 Foxp3 Foxp3_538 GGAAAGGACGAAACACCGTCTACCCACAGGGATCAATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TCTACCCACAGGGATCAATG
539 Foxp3 Foxp3_539 GGAAAGGACGAAACACCGAGGTCGGGACCTGCGAAGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA 73 AGGTCGGGACCTGCGAAGTG
540 Foxp3 Foxp3_540 GGAAAGGACGAAACACCGGCAAGAGCTCTTGTCCATTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 GCAAGAGCTCTTGTCCATTG
541 Sh2dla Sh2d1a_541 GGAAAGGACGAAACACCGAGAAGCTCTTACTCGCTACCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG| 73 AGAAGCTCTTACTCGCTACC
542 Sh2d1a Sh2dla_542 GGAAAGGACGAAACACCGGATGCAGTGACTGTGTACCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GATGCAGTGACTGTGTACCA
543 Sh2dla Sh2d1a_543 GGAAAGGACGAAACACCGAACAGGTTCTTGGAGTGCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 AACAGGTTCTTGGAGTGCCG
544 Sh2d1a Sh2dla_544 GGAAAGGACGAAACACCGCACACAGGCAGTACACGCCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CACACAGGCAGTACACGCCA
545 Clpb Clpb_545 GGAAAGGACGAAACACCGAGGACCGCGTTCCGACGAGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 AGGACCGCGTTCCGACGAGG
546 Clpb Clpb_546 GGAAAGGACGAAACACCGGGAGAACGGCTGGTACGATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA 73 GGAGAACGGCTGGTACGATG
547 Clpb Clpb_547 GGAAAGGACGAAACACCGCGTTGTCACCGGAGACCGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CGTTGTCACCGGAGACCGCG
548 Clpb Clpb_548 GGAAAGGACGAAACACCGCTCTCGAGTGACTAGGACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CTCTCGAGTGACTAGGACTG
549 Statl Statl_549 GGAAAGGACGAAACACCGGGATAGACGCCCAGCCACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GGATAGACGCCCAGCCACTG
550 Statl Stat1l_550 GGAAAGGACGAAACACCGTGTGATGTTAGATAAACAGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TGTGATGTTAGATAAACAGA
551 Statl Statl_551 GGAAAGGACGAAACACCGTTAATGACGAGCTCGTGGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TTAATGACGAGCTCGTGGAG
552 Statl Statl_552 GGAAAGGACGAAACACCGGAAAAGCAAGCGTAATCTCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GAAAAGCAAGCGTAATCTCC
553 Stat3 Stat3_553 GGAAAGGACGAAACACCGCCAACAAATTAAGAAACTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CCAACAAATTAAGAAACTGG
554 Stat3 Stat3_554 GGAAAGGACGAAACACCGCTGCTTCTCTGTCACTACGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG| 73 CTGCTTCTCTGTCACTACGG
555 Stat3 Stat3_555 GGAAAGGACGAAACACCGGTTTACCACGAAAGTCAGGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GTTTACCACGAAAGTCAGGT
556 Stat3 Stat3_556 GGAAAGGACGAAACACCGCAAAGAGTCACATGCCACGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CAAAGAGTCACATGCCACGT
557 StatSh Stat5b_557 GGAAAGGACGAAACACCGCTGATTCGCAGTGATTACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CTGATTCGCAGTGATTACAG
558 Stat5b Stat5b_558 GGAAAGGACGAAACACCGTACAGCGAACCAGCTCCATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA] 73 TACAGCGAACCAGCTCCATG
559 StatSh Stat5b_559 GGAAAGGACGAAACACCGGGCGTTGTCCCAGAGGACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 GGCGTTGTCCCAGAGGACAG
560 Stat5b Stat5b_560 GGAAAGGACGAAACACCGAGTGGATCGAAAGCCAAGCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 AGTGGATCGAAAGCCAAGCC]
561 Stim1 Stim1_561 GGAAAGGACGAAACACCGTGAGGATAAGCTTATCAGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TGAGGATAAGCTTATCAGCG
562 Stim1 Stim1_562 GGAAAGGACGAAACACCGGAATACAGGAGCTAGCTCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GAATACAGGAGCTAGCTCCG
563 Stim1 Stim1_563 GGAAAGGACGAAACACCGGAGCCGTCAAAAATATGCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GAGCCGTCAAAAATATGCTG
564 Stim1 Stim1_564 GGAAAGGACGAAACACCGCAGCAGATCGAGATCCTCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CAGCAGATCGAGATCCTCTG
565 Stxbp2 Stxbp2_565 GGAAAGGACGAAACACCGCGTGTAATAGTGGGGACACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 CGTGTAATAGTGGGGACACG
566 Stxbp2 Stxbp2_566 GGAAAGGACGAAACACCGCATCCATCCGATACCGCAAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 CATCCATCCGATACCGCAAG
567 Stxbp2 Stxbp2_567 GGAAAGGACGAAACACCGTATTATAGGTACCTTCTCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG] 73 TATTATAGGTACCTTCTCCG
568 Stxbp2 Stxbp2_568 GGAAAGGACGAAACACCGAAGGTTGTAGGTGCTATGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 AAGGTTGTAGGTGCTATGTG
569 Tapl Tapl_569 GGAAAGGACGAAACACCGACTAATGGACTCGCACACGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 ACTAATGGACTCGCACACGT
570 Tapl Tapl_570 GGAAAGGACGAAACACCGGTCTCTAGCAAAGTCCACGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 GTCTCTAGCAAAGTCCACGC
571 Tapl Tapl 571 GGAAAGGACGAAACACCGTGCCACATAACTGATAGCGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TGCCACATAACTGATAGCGA
572 Tapl Tapl_572 GGAAAGGACGAAACACCGTGGACATGAGCCATATGTTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TGGACATGAGCCATATGTTG
573 Tap2 Tap2_573 GGAAAGGACGAAACACCGAGAAGCCACTCGGACTACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 AGAAGCCACTCGGACTACTG
574 Tap2 Tap2_574 GGAAAGGACGAAACACCGTTACACGACCCGAATAGCGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TTACACGACCCGAATAGCGA
575 Tap2 Tap2_575 GGAAAGGACGAAACACCGGCTGTGGGGACTGCTAAAAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 GCTGTGGGGACTGCTAAAAG
576 Tap2 Tap2_576 GGAAAGGACGAAACACCGCATGCACACATACCTGATGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA(Q 73 CATGCACACATACCTGATGG
577 Tapbp Tapbp_577 GGAAAGGACGAAACACCGTGGTGTTAGAGACACTCTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TGGTGTTAGAGACACTCTGG
578 Tapbp Tapbp_578 GGAAAGGACGAAACACCGCTTTCCCAGCTGGACTCGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 CTTTCCCAGCTGGACTCGAG
579 Tapbp Tapbp_579 GGAAAGGACGAAACACCGCGCCACTCCAGCCCAAAGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CGCCACTCCAGCCCAAAGGG
580 Tapbp Tapbp_580 GGAAAGGACGAAACACCGAGCCGTGAAGCCTTCTCAGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 AGCCGTGAAGCCTTCTCAGG
581 Thbx1 Tbx1_581 GGAAAGGACGAAACACCGACATAGACAACATGGAATCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 ACATAGACAACATGGAATCG
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582 Thx1 Tbx1_582 GGAAAGGACGAAACACCGCTTCCGGGATTGCGACCCGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CTTCCGGGATTGCGACCCGG
583 Tbx1 Tbx1_583 GGAAAGGACGAAACACCGACACTACCACCCGGACTCGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC 73 ACACTACCACCCGGACTCGC
584 Thx1 Tbx1_584 GGAAAGGACGAAACACCGGCGCACGGATCGTAGCGCGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 GCGCACGGATCGTAGCGCGG
585 Tcf3 Tcf3_585 GGAAAGGACGAAACACCGATTATTGCTGGAGTGATCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 ATTATTGCTGGAGTGATCCG
586 Tcf3 Tcf3_586 GGAAAGGACGAAACACCGGCTCCTAGGAACGTGGAAGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 GCTCCTAGGAACGTGGAAGG
587 Tcf3 Tcf3_587 GGAAAGGACGAAACACCGGAAGAGCCGTCACCTAGCATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GAAGAGCCGTCACCTAGCAT
588 Tcf3 Tcf3_588 GGAAAGGACGAAACACCGCTGCAAACTGGGTTCCCCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 CTGCAAACTGGGTTCCCCCG
589 Tcn2 Tcn2_589 GGAAAGGACGAAACACCGGAAGCGGCTCCATGACAGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 GAAGCGGCTCCATGACAGCG
590 Ten2 Tcn2_590 GGAAAGGACGAAACACCGTCTGAGACCACGAATCACCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TCTGAGACCACGAATCACCA
591 Tcn2 Tcn2_591 GGAAAGGACGAAACACCGGAGACTAGCAATACCGCAGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 GAGACTAGCAATACCGCAGG
592 Ten2 Tcn2_592 GGAAAGGACGAAACACCGGAATATCTATAGCACCCCACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 GAATATCTATAGCACCCCAC
593 Tert Tert_593 GGAAAGGACGAAACACCGCCTCCAGCCTAACTTGACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG| 73 CCTCCAGCCTAACTTGACTG
594 Tert Tert_594 GGAAAGGACGAAACACCGCACAGAGGGCCAGATATCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 CACAGAGGGCCAGATATCCG
595 Tert Tert_595 GGAAAGGACGAAACACCGTCAGCATGCTCAACTATGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 TCAGCATGCTCAACTATGAG
596 Tert Tert_596 GGAAAGGACGAAACACCGAAGTCCTGCTCGGTCCCCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 AAGTCCTGCTCGGTCCCCCG
597 Thbd Thbd_597 GGAAAGGACGAAACACCGTACCTACAACACCCCGTTCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG| 73 TACCTACAACACCCCGTTCG
598 Thbd Thbd_598 GGAAAGGACGAAACACCGGTGTGAGACAGGCTACCAGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GTGTGAGACAGGCTACCAGT
599 Thbd Thbd_599 GGAAAGGACGAAACACCGCTGTGAAGTAAAACTCACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CTGTGAAGTAAAACTCACAG
600 Thbd Thbd_600 GGAAAGGACGAAACACCGTCGCAGTTAGATCCGAAACAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TCGCAGTTAGATCCGAAACA
601 Tnfaip3 Tnfaip3_601 GGAAAGGACGAAACACCGGCAGCTTGTCAGTACATGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA] 73 GCAGCTTGTCAGTACATGTG
602 Tnfaip3 Tnfaip3_602 GGAAAGGACGAAACACCGATATCCATGAGTGATAGCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA(] 73 ATATCCATGAGTGATAGCTG
603 Tnfaip3 Tnfaip3_603 GGAAAGGACGAAACACCGAGCCCCGAGGAAACCGCTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 AGCCCCGAGGAAACCGCTGG
604 Tnfaip3 Tnfaip3_604 GGAAAGGACGAAACACCGAGGACTTTGCTACGACACTCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 AGGACTTTGCTACGACACTC
605 Tnfrsflla Tnfrsflla_605 GGAAAGGACGAAACACCGACCAGCACAACGGTCCCCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA] 73 ACCAGCACAACGGTCCCCTG
606 Tnfrsflla Tnfrsflla_606 GGAAAGGACGAAACACCGACACTGAGGAGACCACCCAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 ACACTGAGGAGACCACCCAA
607 Tnfrsflla Tnfrsflla_607 GGAAAGGACGAAACACCGGTTTAAGCCAGTGTTTCACCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG| 73 GTTTAAGCCAGTGTTTCACC
608 Tnfrsflla Tnfrsflla_608 GGAAAGGACGAAACACCGAGACGCAAGGAGACCTCTCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 AGACGCAAGGAGACCTCTCG
609 Tnfrsfla Tnfrsfla_609 GGAAAGGACGAAACACCGAGTTGCAAGACATGTCGGAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 AGTTGCAAGACATGTCGGAA
610 Tnfrsfla Tnfrsfla_610 GGAAAGGACGAAACACCGAGACCTAGCAAGATAACCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 AGACCTAGCAAGATAACCAG
611 Tnfrsfla Tnfrsfla_611 GGAAAGGACGAAACACCGGATGGGGATACATCCATCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GATGGGGATACATCCATCAG
612 Tnfrsfla Tnfrsfla_612 GGAAAGGACGAAACACCGGGATCCCGTGCCTGTCAAAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GGATCCCGTGCCTGTCAAAG
613 Cd40 Cd40_613 GGAAAGGACGAAACACCGATTCGCCTGAGTCACATGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 ATTCGCCTGAGTCACATGGG
614 Cd40 Cd40_614 GGAAAGGACGAAACACCGGGGATGACAGACGGTATCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA 73 GGGATGACAGACGGTATCAG
615 Cd40 Cd40_615 GGAAAGGACGAAACACCGAGTCAGACTAATGTCATCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 AGTCAGACTAATGTCATCTG
616 Cd40 Cd40_616 GGAAAGGACGAAACACCGCTGCACCAGCAAGGATTGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CTGCACCAGCAAGGATTGCG
617 Cd27 Cd27_617 GGAAAGGACGAAACACCGTCTCTCCAGACTACCACACCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG( 73 TCTCTCCAGACTACCACACC
618 Cd27 Cd27_618 GGAAAGGACGAAACACCGTGCTGCATACCTGTGCCATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 TGCTGCATACCTGTGCCATG
619 Cd27 Cd27_619 GGAAAGGACGAAACACCGAGACAAACACTACTGGACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 AGACAAACACTACTGGACTG
620 Cd27 Cd27_620 GGAAAGGACGAAACACCGCTCAGGTACATTCTTTGTGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG| 73 CTCAGGTACATTCTTTGTGA
621 Tnfsfll Tnfsfll_621 GGAAAGGACGAAACACCGGCCTCGATCGTGGTACCAAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GCCTCGATCGTGGTACCAAG
622 Tnfsfl1l Tnfsfll_622 GGAAAGGACGAAACACCGGACCCTCGTGTGGGACGCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GACCCTCGTGTGGGACGCCG
623 Tnfsf11 Tnfsfl1_623 GGAAAGGACGAAACACCGGTTAAGCAACGGAAAACTAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GTTAAGCAACGGAAAACTAA
624 Tnfsfll Tnfsfll_624 GGAAAGGACGAAACACCGAGATTTGCAGGACTCGACTCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 AGATTTGCAGGACTCGACTC
625 Tnfsf12 Tnfsf12_625 GGAAAGGACGAAACACCGGGCTGACCACGACCAGCAGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 GGCTGACCACGACCAGCAGG
626 Tnfsf12 Tnfsf12_626 GGAAAGGACGAAACACCGGCCCAGGCTCAGCACCAGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GCCCAGGCTCAGCACCAGCG
627 Tnfsf12 Tnfsf12_627 GGAAAGGACGAAACACCGCAACGCTGTCTGCCCAGGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA] 73 CAACGCTGTCTGCCCAGGTG
628 Tnfsf12 Tnfsf12_628 GGAAAGGACGAAACACCGGGAACTGAATCCCCAGACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GGAACTGAATCCCCAGACAG
629 Cd40lg Cd40lg_629 GGAAAGGACGAAACACCGTATTTCAAAACAGGTCGAAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TATTTCAAAACAGGTCGAAG
630 Cd40lg Cd40lg_630 GGAAAGGACGAAACACCGAAGCTAAAGAGATGCAACAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 AAGCTAAAGAGATGCAACAA]
631 Cd40lg Cd40lg_631 GGAAAGGACGAAACACCGTTATACCATGAAAAGCAACTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAQ 73 TTATACCATGAAAAGCAACT
632 Cd40lg Cd40lg_632 GGAAAGGACGAAACACCGTGAACTGTGAGGAGATGAGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA 73 TGAACTGTGAGGAGATGAGA
633 Cd70 Cd70_633 GGAAAGGACGAAACACCGTTGGGAAGGTCCTTCACACAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TTGGGAAGGTCCTTCACACA
634 Cd70 Cd70_634 GGAAAGGACGAAACACCGAGCTGTAACTCAGCTGTGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA(] 73 AGCTGTAACTCAGCTGTGTG
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635 Cd70 Cd70_635 GGAAAGGACGAAACACCGAAGGACCCCACACTGCGCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 AAGGACCCCACACTGCGCTG
636 Cd70 Cd70_636 GGAAAGGACGAAACACCGCATCTGCGTATCCATCAAGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 CATCTGCGTATCCATCAAGA
637 Traf3 Traf3_637 GGAAAGGACGAAACACCGGCTGGGGGCATTGACACACTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GCTGGGGGCATTGACACACT
638 Traf3 Traf3_638 GGAAAGGACGAAACACCGCAGGTTCACGTGCTGTACCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CAGGTTCACGTGCTGTACCG
639 Traf3 Traf3_639 GGAAAGGACGAAACACCGAGTGACTGCACGTGGCCTCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 AGTGACTGCACGTGGCCTCG
640 Traf3 Traf3_640 GGAAAGGACGAAACACCGGCTTTGAGATCGAGATTGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GCTTTGAGATCGAGATTGAG
641 Trex1 Trex1_641 GGAAAGGACGAAACACCGTTTCCTCGAACCATTCCCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG( 73 TTTCCTCGAACCATTCCCTG
642 Trex1 Trex1_642 GGAAAGGACGAAACACCGACACAGAAGGTACCATCTAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 ACACAGAAGGTACCATCTAG
643 Trex1 Trex1_643 GGAAAGGACGAAACACCGAGCTTGTCCACCACACGGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 AGCTTGTCCACCACACGGGG
644 Trex1 Trex1_644 GGAAAGGACGAAACACCGGGAGCAGAGGAAAGTCATAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA 73 GGAGCAGAGGAAAGTCATAG
645 Tfrc Tfrc_645 GGAAAGGACGAAACACCGCTACACGCTTACAATAGCCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG| 73 CTACACGCTTACAATAGCCC
646 Tfrc Tfrc_646 GGAAAGGACGAAACACCGGAATACATACACTCCTCGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 GAATACATACACTCCTCGTG
647 Tfrc Tfrc_647 GGAAAGGACGAAACACCGGGGCTCCTACTACAACATAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 GGGCTCCTACTACAACATAA
648 Tfrc Tfrc_648 GGAAAGGACGAAACACCGAACCCTCGGGAGACTCCACTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA(G 73 AACCCTCGGGAGACTCCACT
649 Tnfrsf4 Tnfrsf4_649 GGAAAGGACGAAACACCGGAGCCGCTGTGATCATACCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GAGCCGCTGTGATCATACCA
650 Tnfrsf4 Tnfrsf4_650 GGAAAGGACGAAACACCGTCACACTTGGAGTTACAGCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA(G 73 TCACACTTGGAGTTACAGCA
651 Tnfrsf4 Tnfrsf4_651 GGAAAGGACGAAACACCGTTCCAGATAAGGTACAACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TTCCAGATAAGGTACAACTG
652 Tnfrsf4 Tnfrsf4_652 GGAAAGGACGAAACACCGGTAGACCAGGCACCCAACCTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GTAGACCAGGCACCCAACCT
653 Ung Ung_653 GGAAAGGACGAAACACCGACGGACCTAATCAAGCTCACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 ACGGACCTAATCAAGCTCAC
654 Ung Ung_654 GGAAAGGACGAAACACCGTTGTCAGGGTGGGCCCGACAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA(| 73 TTGTCAGGGTGGGCCCGACA
655 Ung Ung_655 GGAAAGGACGAAACACCGCCAACCCCGACTCTGACTCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG| 73 CCAACCCCGACTCTGACTCC
656 Ung Ung_656 GGAAAGGACGAAACACCGCCACAAGGTCTATCCGCCCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 CCACAAGGTCTATCCGCCCC
657 Vps45 Vps45_657 GGAAAGGACGAAACACCGAAAGCTGATAACGAATCATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 AAAGCTGATAACGAATCATG
658 Vps45 Vps45_658 GGAAAGGACGAAACACCGACGAACTCTTTGAATTCCGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 ACGAACTCTTTGAATTCCGG
659 Vps45 Vps45_659 GGAAAGGACGAAACACCGTGTCTCAAAGCACGTGACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TGTCTCAAAGCACGTGACAG
660 Vps45 Vps45_660 GGAAAGGACGAAACACCGTTGTTTCCTTCGACCCACAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG( 73 TTGTTTCCTTCGACCCACAA
661 Was Was_661 GGAAAGGACGAAACACCGCAACTGATAAGAAACGCTCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CAACTGATAAGAAACGCTCA
662 Was Was_662 GGAAAGGACGAAACACCGCCACCAGCACCAATCAATGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA(G 73 CCACCAGCACCAATCAATGA
663 Was Was_663 GGAAAGGACGAAACACCGTCACCTGTAGGCCATAAAGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TCACCTGTAGGCCATAAAGG
664 Was Was_664 GGAAAGGACGAAACACCGGCAGGTGAACAACCTAGACCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GCAGGTGAACAACCTAGACC
665 Wdrl Wdrl_665 GGAAAGGACGAAACACCGGTAGCCAAGTATGCACCCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GTAGCCAAGTATGCACCCAG
666 wdrl Wdrl_666 GGAAAGGACGAAACACCGGGCCCTACCGACTAGCAACAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GGCCCTACCGACTAGCAACA
667 Wdrl Wdrl_667 GGAAAGGACGAAACACCGGTGTGCGATTCTCTCCTGATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG| 73 GTGTGCGATTCTCTCCTGAT
668 wdrl Wdrl_668 GGAAAGGACGAAACACCGATGGCTCCCAGAATAGATGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 ATGGCTCCCAGAATAGATGT
669 Zap70 Zap70_669 GGAAAGGACGAAACACCGCAACGGCACGTACGCCATCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CAACGGCACGTACGCCATCG
670 Zap70 Zap70_670 GGAAAGGACGAAACACCGGAAGCGAGAGAATCTCCTCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GAAGCGAGAGAATCTCCTCG
671 Zap70 Zap70_671 GGAAAGGACGAAACACCGTCGACAACCCCTACATCGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 TCGACAACCCCTACATCGTG
672 Zap70 Zap70_672 GGAAAGGACGAAACACCGCGCGCACCATAGCATCACGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CGCGCACCATAGCATCACGC
673 Ikzf1 Ikzf1_673 GGAAAGGACGAAACACCGGATGGCCTGGTCCATCACGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GATGGCCTGGTCCATCACGT
674 lkzf1 lkzf1_674 GGAAAGGACGAAACACCGGTTGGTAAGCCTCACAAATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GTTGGTAAGCCTCACAAATG
675 Ikzf1 Ikzf1_675 GGAAAGGACGAAACACCGCAGAACTCCAAGAGTGATCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CAGAACTCCAAGAGTGATCG
676 Ikzf1 Ikzf1_676 GGAAAGGACGAAACACCGAGAAACTAACCACAACGAGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 AGAAACTAACCACAACGAGA
677 Hax1 Hax1_677 GGAAAGGACGAAACACCGCAGAACTATTCTCACCTCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG| 73 CAGAACTATTCTCACCTCCG
678 Hax1 Hax1_678 GGAAAGGACGAAACACCGAATTCACACACCAGGAGAGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 AATTCACACACCAGGAGAGT
679 Hax1 Hax1_679 GGAAAGGACGAAACACCGCTGAAACCGAATTCCTCTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAACQ 73 CTGAAACCGAATTCCTCTGG
680 Hax1 Hax1_680 GGAAAGGACGAAACACCGGCTCCAGATTGGGGGTCGCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GCTCCAGATTGGGGGTCGCA
681 Sh3bp2 Sh3bp2_681 GGAAAGGACGAAACACCGTCAGCAAGAAGCACCGAACAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TCAGCAAGAAGCACCGAACA
682 Sh3bp2 Sh3bp2_682 GGAAAGGACGAAACACCGGAGGTGAACGAGTGGGCACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA 73 GAGGTGAACGAGTGGGCACG
683 Sh3bp2 Sh3bp2_683 GGAAAGGACGAAACACCGACCTGGAGCCTGATTCCCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 ACCTGGAGCCTGATTCCCCG
684 Sh3bp2 Sh3bp2_684 GGAAAGGACGAAACACCGTGGGTACATTGCTCATTGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TGGGTACATTGCTCATTGGG
685 Srp54a Srp54a_685 GGAAAGGACGAAACACCGCTTATAGAGAAGTTGAAGCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CTTATAGAGAAGTTGAAGCA
686 Srp54a Srp54a_686 GGAAAGGACGAAACACCGAAAGCGTGGACACCGACTAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 AAAGCGTGGACACCGACTAA
687 Srp54a Srp54a_687 GGAAAGGACGAAACACCGTATGTGATGGATGCATCCATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 TATGTGATGGATGCATCCAT
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688 Srp54a Srp54a_688 GGAAAGGACGAAACACCGAAACTCGACGGTCATGCGAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 AAACTCGACGGTCATGCGAA
689 Rbck1 Rbck1_689 GGAAAGGACGAAACACCGTGCTTCATACCAGCCTGACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 TGCTTCATACCAGCCTGACG
690 Rbck1 Rbck1_690 GGAAAGGACGAAACACCGAGTACGCCCGGATATGACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 AGTACGCCCGGATATGACAG
691 Rbck1 Rbck1_691 GGAAAGGACGAAACACCGTGCATTCACACGGCATTCGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 TGCATTCACACGGCATTCGG
692 Rbck1 Rbck1_692 GGAAAGGACGAAACACCGACCCGAGGTCTCCCCAACACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 ACCCGAGGTCTCCCCAACAC
693 Usp18 Usp18_693 GGAAAGGACGAAACACCGCATCATGAACACTTGAAGCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CATCATGAACACTTGAAGCA
694 Uspl8 Uspl8_694 GGAAAGGACGAAACACCGACAGCTCTCGCAGCACATGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 ACAGCTCTCGCAGCACATGT
695 Usp18 Usp18_695 GGAAAGGACGAAACACCGTGTACAGCCCACGCAAATCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TGTACAGCCCACGCAAATCA
696 Uspl8 Uspl8_696 GGAAAGGACGAAACACCGCAGGCACTGAACGAGCTCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CAGGCACTGAACGAGCTCCG
697 Clen7 Clen7_697 GGAAAGGACGAAACACCGGGAAAGACGAATCAACCACAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 GGAAAGACGAATCAACCACA
698 Clen7 Clen7_698 GGAAAGGACGAAACACCGATAGCTGCAGGGATTTCACAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 ATAGCTGCAGGGATTTCACA
699 Clen7 Clen7_699 GGAAAGGACGAAACACCGAATCGGACAGATGAACAACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 AATCGGACAGATGAACAACG
700 Clen7 Clen7_700 GGAAAGGACGAAACACCGACTCTGCCTTCGTACTCGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG] 73 ACTCTGCCTTCGTACTCGTG
701 Tcirgl Tcirgl_701 GGAAAGGACGAAACACCGACACAAGTGCCTCATCGCGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 ACACAAGTGCCTCATCGCGG
702 Tcirgl Tcirgl_702 GGAAAGGACGAAACACCGTCTCCCGAAAGCTGGCAATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TCTCCCGAAAGCTGGCAATG
703 Tcirgl Tcirgl_703 GGAAAGGACGAAACACCGCAGCCACACTCCAACCTGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA(G 73 CAGCCACACTCCAACCTGAG
704 Tcirgl Tcirgl_704 GGAAAGGACGAAACACCGCGCTACAGGGAAGTTAACCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CGCTACAGGGAAGTTAACCC
705 Nbn Nbn_705 GGAAAGGACGAAACACCGTATTCCTACATCAACAACGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG| 73 TATTCCTACATCAACAACGC
706 Nbn Nbn_706 GGAAAGGACGAAACACCGTGGAGAAAGCTGATAGCTCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 TGGAGAAAGCTGATAGCTCG
707 Nbn Nbn_707 GGAAAGGACGAAACACCGATAGCTGGTTCATCAATGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 ATAGCTGGTTCATCAATGGG
708 Nbn Nbn_708 GGAAAGGACGAAACACCGGAGAATTACTGTAATCCGCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GAGAATTACTGTAATCCGCA
709 Tinf2 Tinf2_709 GGAAAGGACGAAACACCGCAAAGGCGTGCCATAAAGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 CAAAGGCGTGCCATAAAGAG
710 Tinf2 Tinf2_710 GGAAAGGACGAAACACCGCCGGTAGCAAACCAAGCCGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 CCGGTAGCAAACCAAGCCGG
711 Tinf2 Tinf2_711 GGAAAGGACGAAACACCGCCAAAGGGGCCAGATTAAAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 CCAAAGGGGCCAGATTAAAG
712 Tinf2 Tinf2_712 GGAAAGGACGAAACACCGAGTGCTCTACGCGGCGACGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 AGTGCTCTACGCGGCGACGG
713 Elane Elane_713 GGAAAGGACGAAACACCGCCGGCCACCAACAATCTCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 CCGGCCACCAACAATCTCTG
714 Elane Elane_714 GGAAAGGACGAAACACCGCTCACAGGCCGTTCACACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CTCACAGGCCGTTCACACAG
715 Elane Elane_715 GGAAAGGACGAAACACCGGAACGACATTGTGATTATCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 GAACGACATTGTGATTATCC
716 Elane Elane_716 GGAAAGGACGAAACACCGATGACCTCCACGCCTCTGCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG| 73 ATGACCTCCACGCCTCTGCA
717 Cfhrl Cfhrl_717 GGAAAGGACGAAACACCGTTGCCTTCTTAGATCCAACAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG( 73 TTGCCTTCTTAGATCCAACA
718 Cfhrl Cfhrl_718 GGAAAGGACGAAACACCGTGCATATACTGGTAACGACAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TGCATATACTGGTAACGACA
719 Cfhrl Cfhrl_719 GGAAAGGACGAAACACCGACTGGTGGAAATGCATTTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 ACTGGTGGAAATGCATTTGG
720 Cfhrl Cfhrl_720 GGAAAGGACGAAACACCGAGAAGGTGACATTGTACAAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 AGAAGGTGACATTGTACAAG
721 Ctps Ctps_721 GGAAAGGACGAAACACCGATTGGCCATTAACCACAAGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 ATTGGCCATTAACCACAAGC
722 Ctps Ctps_722 GGAAAGGACGAAACACCGATACCAGTACGTCATTAACAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 ATACCAGTACGTCATTAACA
723 Ctps Ctps_723 GGAAAGGACGAAACACCGGCCCACAAGAGCGATCGAGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 GCCCACAAGAGCGATCGAGC
724 Ctps Ctps_724 GGAAAGGACGAAACACCGTTAATACCCGTAGACGAAGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TTAATACCCGTAGACGAAGA
725 Slc46al Slc46al_725 GGAAAGGACGAAACACCGAGAGCTAACATCTGCCACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 AGAGCTAACATCTGCCACAG
726 Slc46al Slc46al_726 GGAAAGGACGAAACACCGGGGCAATGGATCGATGATGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA 73 GGGCAATGGATCGATGATGG
727 Slc46al Slc46al_727 GGAAAGGACGAAACACCGTGGACCAGAAGAGTCCCACCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TGGACCAGAAGAGTCCCACC
728 Slc46al Slc46al_728 GGAAAGGACGAAACACCGGAACTGTGGGAACCAAAGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 GAACTGTGGGAACCAAAGCG
729 Nhp2 Nhp2_729 GGAAAGGACGAAACACCGGCAGAAGCAGATTCGTCGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 GCAGAAGCAGATTCGTCGCG
730 Nhp2 Nhp2_730 GGAAAGGACGAAACACCGCCATCTTCCAGTTCTGTGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG] 73 CCATCTTCCAGTTCTGTGCG
731 Nhp2 Nhp2_731 GGAAAGGACGAAACACCGAGGAGATACATTGCCGATTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 AGGAGATACATTGCCGATTG
732 Nhp2 Nhp2_732 GGAAAGGACGAAACACCGGGCCGCTCCCGAAGAGTCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GGCCGCTCCCGAAGAGTCCG
733 Map3k14 Map3k14_733 GGAAAGGACGAAACACCGGCAAAGCCCGAAAAAAACGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 GCAAAGCCCGAAAAAAACGT
734 Map3k14 Map3k14_734 GGAAAGGACGAAACACCGCGTGGTTTAGACATTGCAAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CGTGGTTTAGACATTGCAAG
735 Map3k14 Map3k14_735 GGAAAGGACGAAACACCGCCCCGAAACTGAGGACAACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CCCCGAAACTGAGGACAACG
736 Map3k14 Map3k14_736 GGAAAGGACGAAACACCGTGGGCCAGTTGGCTTAGATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TGGGCCAGTTGGCTTAGATG
737 Rfx5 Rfx5_737 GGAAAGGACGAAACACCGACATAATGACCGTTCTCGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 ACATAATGACCGTTCTCGAG
738 RfX5 Rfx5_738 GGAAAGGACGAAACACCGATGGGTGTGATAAGTGATCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 ATGGGTGTGATAAGTGATCG
739 Rfx5 Rfx5_739 GGAAAGGACGAAACACCGAGAGCGTCTATGATGCCTATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 AGAGCGTCTATGATGCCTAT
740 RfX5 Rfx5_740 GGAAAGGACGAAACACCGTCTACCTTCAGCTCCCATCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG( 73 TCTACCTTCAGCTCCCATCG
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741 Irf7 Irf7_741 GGAAAGGACGAAACACCGCTTGCGCCAAGACAATTCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CTTGCGCCAAGACAATTCAG
742 Irf7 Irf7_742 GGAAAGGACGAAACACCGGGCAGGTTAACTCCACTAGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GGCAGGTTAACTCCACTAGG
743 Irf7 Irf7_743 GGAAAGGACGAAACACCGTGTGCGGCCCTTGTACATGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 TGTGCGGCCCTTGTACATGA
744 Irf7 Irf7_744 GGAAAGGACGAAACACCGGGAGCAAGACCGTGTTTACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GGAGCAAGACCGTGTTTACG
745 Irf3 Irf3_745 GGAAAGGACGAAACACCGCCAGTGGTGCCTACACCCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CCAGTGGTGCCTACACCCCG
746 Irf3 Irf3_746 GGAAAGGACGAAACACCGAGAAACAATAGCCAGATCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 AGAAACAATAGCCAGATCTG
747 Irf3 Irf3_747 GGAAAGGACGAAACACCGGGCTGGACGAGAGCCGAACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA 73 GGCTGGACGAGAGCCGAACG
748 Irf3 Irf3_748 GGAAAGGACGAAACACCGCTGGCGGCCTCGGTAGAAGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 CTGGCGGCCTCGGTAGAAGG
749 Icos Icos_749 GGAAAGGACGAAACACCGTGGTCTTGGTGAGTTCGCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TGGTCTTGGTGAGTTCGCAG
750 Icos Icos_750 GGAAAGGACGAAACACCGTATGCAAATATCCTCCACTAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG] 73 TATGCAAATATCCTCCACTA
751 Icos Icos_751 GGAAAGGACGAAACACCGGCAGAAGTAATAGCTTCCCTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 GCAGAAGTAATAGCTTCCCT
752 Icos Icos_752 GGAAAGGACGAAACACCGAAATGAAAACATCCTATGATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 AAATGAAAACATCCTATGAT
753 Smarcall Smarcall_753 GGAAAGGACGAAACACCGCTCCCAGGTGAAGCGCACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CTCCCAGGTGAAGCGCACAG
754 Smarcall Smarcall_754 GGAAAGGACGAAACACCGTTTGGGTTATAAATCCAGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 TTTGGGTTATAAATCCAGCG
755 Smarcall Smarcall_755 GGAAAGGACGAAACACCGTCATTGCAGATATCAAGACCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 TCATTGCAGATATCAAGACC
756 Smarcall Smarcall_756 GGAAAGGACGAAACACCGGCTTGGCATCCACTCCGGAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA(] 73 GCTTGGCATCCACTCCGGAA
757 Atp6apl Atp6apl_757 GGAAAGGACGAAACACCGGAGGATTTCACAGCATACGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GAGGATTTCACAGCATACGG
758 Atp6apl Atpbapl_758 GGAAAGGACGAAACACCGGATATGACCCTCATGTGTGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 GATATGACCCTCATGTGTGT
759 Atp6apl Atp6apl_759 GGAAAGGACGAAACACCGTAGCTAGATCCACATGCAAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TAGCTAGATCCACATGCAAG
760 Atp6apl Atpbapl_760 GGAAAGGACGAAACACCGGTGTCATTGTAACTCACAGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA(G 73 GTGTCATTGTAACTCACAGG
761 Unc93bl Unc93bl_761 GGAAAGGACGAAACACCGCTGGGAACGCTACTACACGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CTGGGAACGCTACTACACGC
762 Unc93bl Unc93b1_762 GGAAAGGACGAAACACCGCCGCAGTTGGACGAACTCGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CCGCAGTTGGACGAACTCGT
763 Unc93bl Unc93bl_763 GGAAAGGACGAAACACCGAGGTGAAGTATGGCAACATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 AGGTGAAGTATGGCAACATG
764 Unc93bl Unc93b1_764 GGAAAGGACGAAACACCGGCACACGCGAAGCTCAACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GCACACGCGAAGCTCAACTG
765 Nfat5 Nfat5_765 GGAAAGGACGAAACACCGTCAGCCATTTACGTACACTCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG] 73 TCAGCCATTTACGTACACTC
766 Nfat5 Nfat5_766 GGAAAGGACGAAACACCGAGTATCCGGTTAAAAGTGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 AGTATCCGGTTAAAAGTGAG
767 Nfat5 Nfat5_767 GGAAAGGACGAAACACCGGCCGTGGGGGTAAGTAACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA 73 GCCGTGGGGGTAAGTAACAG
768 Nfat5 Nfat5_768 GGAAAGGACGAAACACCGAAGACCAACTTCTATAACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 AAGACCAACTTCTATAACAG
769 111f5 111f5_769 GGAAAGGACGAAACACCGGTCATCCTGGGCGTTCAAGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GTCATCCTGGGCGTTCAAGG
770 111f5 111f5_770 GGAAAGGACGAAACACCGAACATCATGGAGCTCTACCTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 AACATCATGGAGCTCTACCT
771 111f5 111f5_771 GGAAAGGACGAAACACCGAGGGCCAATTCTGAAACTTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 AGGGCCAATTCTGAAACTTG
772 111f5 111f5_772 GGAAAGGACGAAACACCGTGTTGTCCCAAATCGGGCACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TGTTGTCCCAAATCGGGCAC
773 Mefv Mefv_773 GGAAAGGACGAAACACCGTCTGATAACCTACTACGGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TCTGATAACCTACTACGGGG
774 Mefv Mefv_774 GGAAAGGACGAAACACCGAAGGAGGGTACCTTCACAAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 AAGGAGGGTACCTTCACAAG
775 Mefv Mefv_775 GGAAAGGACGAAACACCGACCAAAAGGAAGGATCAGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA 73 ACCAAAAGGAAGGATCAGAG
776 Mefv Mefv_776 GGAAAGGACGAAACACCGTCTGAATGGAAGGACTACGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 TCTGAATGGAAGGACTACGG
777 Extl3 Extl3_777 GGAAAGGACGAAACACCGGCCCAAGCCTCGCGTCACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GCCCAAGCCTCGCGTCACAG
778 Extl3 Extl3_778 GGAAAGGACGAAACACCGTCAGACATAGCATGGACAAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TCAGACATAGCATGGACAAG
779 Extl3 Extl3_779 GGAAAGGACGAAACACCGCCACACAGTGCCCACTCAGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 CCACACAGTGCCCACTCAGT
780 Extl3 Extl3_780 GGAAAGGACGAAACACCGATTGCGGAGGTATTTAGGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 ATTGCGGAGGTATTTAGGTG
781 Tyk2 Tyk2_781 GGAAAGGACGAAACACCGGTGTGGTTACGGCGACAGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 GTGTGGTTACGGCGACAGAG
782 Tyk2 Tyk2_782 GGAAAGGACGAAACACCGTAGACCCCCGCATGATGACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TAGACCCCCGCATGATGACG
783 Tyk2 Tyk2_783 GGAAAGGACGAAACACCGCTTCCAGGACATTTCCCACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG| 73 CTTCCAGGACATTTCCCACG
784 Tyk2 Tyk2_784 GGAAAGGACGAAACACCGATCCACATCGCACACAAAGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 ATCCACATCGCACACAAAGT
785 Samhd1 Samhd1_785 GGAAAGGACGAAACACCGATCCTTACATTATGTCGATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG| 73 ATCCTTACATTATGTCGATG
786 Samhd1 Samhd1_786 GGAAAGGACGAAACACCGGCTTGATATAGCGAAGTCGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GCTTGATATAGCGAAGTCGC
787 Samhd1 Samhd1_787 GGAAAGGACGAAACACCGCTTGGGCTGCCATCGCAGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CTTGGGCTGCCATCGCAGCG
788 Samhd1 Samhd1_788 GGAAAGGACGAAACACCGTTAGGATCTTACCTAGGTCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 TTAGGATCTTACCTAGGTCG
789 Adar Adar_789 GGAAAGGACGAAACACCGACTCCAACAAGCCGCCTACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 ACTCCAACAAGCCGCCTACG
790 Adar Adar_790 GGAAAGGACGAAACACCGAGAGGTAACCCCAGTAACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 AGAGGTAACCCCAGTAACAG
791 Adar Adar_791 GGAAAGGACGAAACACCGTTCTTGTAGGGTGAACACCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA(] 73 TTCTTGTAGGGTGAACACCG
792 Adar Adar_792 GGAAAGGACGAAACACCGTGTATCCAGGAATTCCCTAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 TGTATCCAGGAATTCCCTAG
793 Tbk1 Tbk1_793 GGAAAGGACGAAACACCGTGCCGTTTAGACCCTTCGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 TGCCGTTTAGACCCTTCGAG
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794 Thk1 Tbk1_794 GGAAAGGACGAAACACCGCTTCTCGCTACAACACATGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG| 73 CTTCTCGCTACAACACATGA
795 Tbk1 Tbk1_795 GGAAAGGACGAAACACCGCAACATCATGCGCGTCATAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CAACATCATGCGCGTCATAG
796 Thk1 Tbk1_796 GGAAAGGACGAAACACCGCGGGAACAACTCAATACCGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CGGGAACAACTCAATACCGT
797 Mogs Mogs_797 GGAAAGGACGAAACACCGTCTAGGTCATTCTTCCCACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG( 73 TCTAGGTCATTCTTCCCACG
798 Mogs Mogs_798 GGAAAGGACGAAACACCGTCGGCAGCATATCCACGATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TCGGCAGCATATCCACGATG
799 Mogs Mogs_799 GGAAAGGACGAAACACCGTGCCGAAATAGACGTGTGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 TGCCGAAATAGACGTGTGGG
800 Mogs Mogs_800 GGAAAGGACGAAACACCGGAGGTCCTACTACCAGAGATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GAGGTCCTACTACCAGAGAT
801 Tnfrsf13b Tnfrsf13b_801 GGAAAGGACGAAACACCGGTACTACGACCATCTCCTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 GTACTACGACCATCTCCTGG
802 Tnfrsf13b Tnfrsf13b_802 GGAAAGGACGAAACACCGGAAGTCAGGTCAGACAACTCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GAAGTCAGGTCAGACAACTC
803 Tnfrsf13b Tnfrsf13b_803 GGAAAGGACGAAACACCGGTGGCTCTCCTCTACGCCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG| 73 GTGGCTCTCCTCTACGCCTG
804 Tnfrsf13b Tnfrsf13b_804 GGAAAGGACGAAACACCGATCAGTACTGGGACTCCTCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 ATCAGTACTGGGACTCCTCA
805 Bclllb Bcll1lb_805 GGAAAGGACGAAACACCGGTTGTGCAAATGTAGCTGGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GTTGTGCAAATGTAGCTGGA
806 Bclllb Bcll1lb_806 GGAAAGGACGAAACACCGCTGAGAGCCCGTCGTCTGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CTGAGAGCCCGTCGTCTGAG
807 Bclllb Bcl1lb_807 GGAAAGGACGAAACACCGGCGGGAAGTTCATCTGACACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GCGGGAAGTTCATCTGACAC
808 Bclllb Bcll1lb_808 GGAAAGGACGAAACACCGCAGAGGTGAAGTAATCACGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 CAGAGGTGAAGTAATCACGG
809 Stk4 Stk4_809 GGAAAGGACGAAACACCGAATACACCGAGATATCAAGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 AATACACCGAGATATCAAGG
810 Stk4 Stk4_810 GGAAAGGACGAAACACCGTATCTGATATCATTCGGCTAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG| 73 TATCTGATATCATTCGGCTA
811 Stk4 Stk4_811 GGAAAGGACGAAACACCGTGCTGATATCCATCCAATGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 TGCTGATATCCATCCAATGA
812 Stk4 Stk4_812 GGAAAGGACGAAACACCGTTCAGGAGCCATCCAAAACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TTCAGGAGCCATCCAAAACG
813 Ncstn Ncstn_813 GGAAAGGACGAAACACCGCCAGCAGAACCATGTAAGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 CCAGCAGAACCATGTAAGGG
814 Ncstn Ncstn_814 GGAAAGGACGAAACACCGGTGCTATCAAGATCACAACCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 GTGCTATCAAGATCACAACC
815 Ncstn Ncstn_815 GGAAAGGACGAAACACCGAGGGACAGAACTCACCCGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 AGGGACAGAACTCACCCGTG
816 Ncstn Ncstn_816 GGAAAGGACGAAACACCGGGTGACTCACCGATTGTGGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GGTGACTCACCGATTGTGGA
817 1121r 1121r_817 GGAAAGGACGAAACACCGGCACGTGTACCATATATGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA(G 73 GCACGTGTACCATATATGTG
818 1121r 1121r_818 GGAAAGGACGAAACACCGAGGACGCTATGATATCTCCTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 AGGACGCTATGATATCTCCT
819 1121r 1121r_819 GGAAAGGACGAAACACCGGCCACCTCACCACAGCATAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA(G 73 GCCACCTCACCACAGCATAG
820 1121r 1121r_820 GGAAAGGACGAAACACCGGGGCTGGAAGAAACTCTCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 GGGCTGGAAGAAACTCTCAG
821 1121 1121_821 GGAAAGGACGAAACACCGGGTGACGAAGTCTAATCAGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 GGTGACGAAGTCTAATCAGG
822 1121 1121_822 GGAAAGGACGAAACACCGGAAAATCTATGAAAATGACTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GAAAATCTATGAAAATGACT
823 1121 1121_823 GGAAAGGACGAAACACCGAAACTCAAGCCATCAAACCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 AAACTCAAGCCATCAAACCC
824 1121 1121_824 GGAAAGGACGAAACACCGGACATTCATCATTGACCTCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG| 73 GACATTCATCATTGACCTCG
825 Lpin2 Lpin2_825 GGAAAGGACGAAACACCGGGATACTCACGTTTCTAATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 GGATACTCACGTTTCTAATG
826 Lpin2 Lpin2_826 GGAAAGGACGAAACACCGGGTTATATATCCGGATCACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GGTTATATATCCGGATCACG
827 Lpin2 Lpin2_827 GGAAAGGACGAAACACCGTGCAGGTCACCAAAAGAGAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 TGCAGGTCACCAAAAGAGAA]
828 Lpin2 Lpin2_828 GGAAAGGACGAAACACCGAACCTGGATCCGTGTCACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 AACCTGGATCCGTGTCACTG
829 Nop10 Nop10_829 GGAAAGGACGAAACACCGCGATCGCGTTTATACGCTGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 CGATCGCGTTTATACGCTGA
830 Nop10 Nop10_830 GGAAAGGACGAAACACCGCAATATTACCTCAACGAGCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 CAATATTACCTCAACGAGCA
831 Nop10 Nop10_831 GGAAAGGACGAAACACCGGGAGAACCGAGCAGGATGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAY 73 GGAGAACCGAGCAGGATGGG
832 Nop10 Nop10_832 GGAAAGGACGAAACACCGGAGCAGAAATTTGACCCTATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GAGCAGAAATTTGACCCTAT
833 Psenen Psenen_833 GGAAAGGACGAAACACCGCGAGAATGATCACCCAGAAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 CGAGAATGATCACCCAGAAG
834 Psenen Psenen_834 GGAAAGGACGAAACACCGCCGGAAGTACTATCTTGGTAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CCGGAAGTACTATCTTGGTA
835 Psenen Psenen_835 GGAAAGGACGAAACACCGCTTGGAGCGGGTATCCAATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CTTGGAGCGGGTATCCAATG
836 Psenen Psenen_836 GGAAAGGACGAAACACCGATGTTGACTAACCAAAGAAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 ATGTTGACTAACCAAAGAAA
837 Ndnl2 Ndnl2_837 GGAAAGGACGAAACACCGCACGTATTGCAGGCGCTCGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CACGTATTGCAGGCGCTCGG
838 Ndnl2 Ndnl2_838 GGAAAGGACGAAACACCGCAACACCATCACCGAGACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CAACACCATCACCGAGACTG
839 Ndnl2 Ndnl2_839 GGAAAGGACGAAACACCGAGAAGAAGATCCCGATCAAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA] 73 AGAAGAAGATCCCGATCAAG
840 Ndnl2 Ndnl2_840 GGAAAGGACGAAACACCGCCCTGTCGGCCCCGACCGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CCCTGTCGGCCCCGACCGTG
841 Shds Shds_841 GGAAAGGACGAAACACCGCCAGATCCGACTGACCAATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAQ 73 CCAGATCCGACTGACCAATG
842 Shds Shds_842 GGAAAGGACGAAACACCGCCTTCATGGCTCTCTCGATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG] 73 CCTTCATGGCTCTCTCGATG
843 Shds Shds_843 GGAAAGGACGAAACACCGACTGAAATCTGCAAGCAGGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 ACTGAAATCTGCAAGCAGGT
844 Shds Shds_844 GGAAAGGACGAAACACCGTAGGGATATCGCCACCATTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TAGGGATATCGCCACCATTG
845 Taz Taz_845 GGAAAGGACGAAACACCGTTTGGAGAAGCTTAACCATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAQ 73 TTTGGAGAAGCTTAACCATG
846 Taz Taz_846 GGAAAGGACGAAACACCGGGTCATCCATGCAAGACTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GGTCATCCATGCAAGACTGG
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847 Taz Taz_847 GGAAAGGACGAAACACCGAGCAGCTCACCTCGACACACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 AGCAGCTCACCTCGACACAC
848 Taz Taz_848 GGAAAGGACGAAACACCGTATGAGCTCATTGAGAACCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TATGAGCTCATTGAGAACCG
849 Cdca7 Cdca7_849 GGAAAGGACGAAACACCGTCTACTGGTCGGATTATATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 TCTACTGGTCGGATTATATG
850 Cdca7 Cdca7_850 GGAAAGGACGAAACACCGGCTGTCACAACTGTCATCGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 GCTGTCACAACTGTCATCGG
851 Cdca7 Cdca7_851 GGAAAGGACGAAACACCGTGTGGCTACCAGAAGGAACCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TGTGGCTACCAGAAGGAACC
852 Cdca? Cdca7_852 GGAAAGGACGAAACACCGGTCGTCCAGAGAACAAGCCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GTCGTCCAGAGAACAAGCCA
853 Magt1 Magt1_853 GGAAAGGACGAAACACCGTGTGTGTGCGATCGCAGCGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 TGTGTGTGCGATCGCAGCGG
854 Magt1l Magtl_854 GGAAAGGACGAAACACCGCAGCTGAGCAGATTGCCCGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CAGCTGAGCAGATTGCCCGG
855 Magt1 Magt1_855 GGAAAGGACGAAACACCGTTATGCTGGACCCCTAATGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG| 73 TTATGCTGGACCCCTAATGT
856 Magtl Magtl_856 GGAAAGGACGAAACACCGGTGGAGCTTTAACAAGACGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GTGGAGCTTTAACAAGACGA
857 Rnaseh2b Rnaseh2b_857 GGAAAGGACGAAACACCGCTCCTAGGTCAACCAAACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 CTCCTAGGTCAACCAAACTG
858 Rnaseh2b Rnaseh2b_858 GGAAAGGACGAAACACCGTCAGCCCTTGGACCAAGTCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TCAGCCCTTGGACCAAGTCG
859 Rnaseh2b Rnaseh2b_859 GGAAAGGACGAAACACCGCAGCCTTTAGGAGATAGTGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CAGCCTTTAGGAGATAGTGA
860 Rnaseh2b Rnaseh2b_860 GGAAAGGACGAAACACCGTGGCCAGCTTTACGAACAGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TGGCCAGCTTTACGAACAGG
861 Jagnl Jagnl_861 GGAAAGGACGAAACACCGGCACTACCAGATGAGGTACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GCACTACCAGATGAGGTACG
862 Jagnl Jagnl_862 GGAAAGGACGAAACACCGGTACCTCATCTGGTAGTGCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 GTACCTCATCTGGTAGTGCA
863 Jagnl Jagnl_863 GGAAAGGACGAAACACCGAGTGCATGGCGACGCGCTCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 AGTGCATGGCGACGCGCTCC
864 Jagnl Jagnl_864 GGAAAGGACGAAACACCGCCGTCGGTGCCGGCCGCTCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CCGTCGGTGCCGGCCGCTCG
865 Ino80 In080_865 GGAAAGGACGAAACACCGGGGTTGCGGAATATCCTCACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GGGTTGCGGAATATCCTCAC
866 Ino80 Ino80_866 GGAAAGGACGAAACACCGAGAAAATGAATTGTCTGACAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 AGAAAATGAATTGTCTGACA
867 Ino80 In080_867 GGAAAGGACGAAACACCGTGCCCATCAATGCATGAAGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TGCCCATCAATGCATGAAGG
868 Ino80 Ino80_868 GGAAAGGACGAAACACCGGTGACGTGGAGATTCTTCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GTGACGTGGAGATTCTTCAG
869 Rnaseh2c Rnaseh2c_869 GGAAAGGACGAAACACCGCGTGAAGAAGCGATCTACCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CGTGAAGAAGCGATCTACCG
870 Rnaseh2c Rnaseh2c_870 GGAAAGGACGAAACACCGCGGCTGACTAGAACGTCGCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CGGCTGACTAGAACGTCGCA
871 Rnaseh2c Rnaseh2c_871 GGAAAGGACGAAACACCGAGGGTTTGCGGGATTCGTGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 AGGGTTTGCGGGATTCGTGA
872 Rnaseh2c Rnaseh2c_872 GGAAAGGACGAAACACCGACCGTCTGCATCGTGGCGGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 ACCGTCTGCATCGTGGCGGA
873 G6pc3 G6pc3_873 GGAAAGGACGAAACACCGTAGGCCGACTGCCAATAGGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TAGGCCGACTGCCAATAGGA
874 G6pc3 G6pc3_874 GGAAAGGACGAAACACCGTTCCCGGGCTAGAGAATATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TTCCCGGGCTAGAGAATATG
875 G6pc3 G6pc3_875 GGAAAGGACGAAACACCGGGGGCTCATTAGCCAGCCAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GGGGCTCATTAGCCAGCCAA
876 G6pc3 G6pc3_876 GGAAAGGACGAAACACCGTAAAGAGAGTCCAATACATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TAAAGAGAGTCCAATACATG
877 Ctcl Ctcl_877 GGAAAGGACGAAACACCGCTGGTCGAATAACCCGCCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CTGGTCGAATAACCCGCCTG
878 Ctcl Ctcl_878 GGAAAGGACGAAACACCGCTTGTAGATGAGATCCTCCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 CTTGTAGATGAGATCCTCCA
879 Ctcl Ctcl_879 GGAAAGGACGAAACACCGAATTGCAAGTAACCAAGACCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 AATTGCAAGTAACCAAGACC
880 Ctcl Ctcl_880 GGAAAGGACGAAACACCGCTTGGAACTATGGGGTACACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CTTGGAACTATGGGGTACAC
881 Gins1 Gins1_881 GGAAAGGACGAAACACCGCCGGCGCGCGGTGTAACTCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CCGGCGCGCGGTGTAACTCG
882 Gins1 Gins1_882 GGAAAGGACGAAACACCGTGCTTCGGATTAGAGCACTCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 TGCTTCGGATTAGAGCACTC
883 Gins1 Gins1_883 GGAAAGGACGAAACACCGGTTGTTGTTCACAGACGGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GTTGTTGTTCACAGACGGAG
884 Gins1 Gins1_884 GGAAAGGACGAAACACCGAGTCTCTTGCTACTTACATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG| 73 AGTCTCTTGCTACTTACATG
885 C8g C8g_885 GGAAAGGACGAAACACCGTGGGACTCACAGCTTTCGGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TGGGACTCACAGCTTTCGGA
886 C8g C8g_886 GGAAAGGACGAAACACCGCTGGGGAGCTGCGTGCAATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 CTGGGGAGCTGCGTGCAATG
887 C8g C8g_887 GGAAAGGACGAAACACCGCCTCACCTTGGAACAAGAAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CCTCACCTTGGAACAAGAAG
888 C8g C8g_888 GGAAAGGACGAAACACCGCTGAGCACTGAAATTGACCTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 CTGAGCACTGAAATTGACCT
889 Rnaseh2a Rnaseh2a_889 GGAAAGGACGAAACACCGTGTCACACGATACAGCTGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TGTCACACGATACAGCTGCG
890 Rnaseh2a Rnaseh2a_890 GGAAAGGACGAAACACCGGTAACAGATGGCGTAGACCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 GTAACAGATGGCGTAGACCA
891 Rnaseh2a Rnaseh2a_891 GGAAAGGACGAAACACCGAGACCTTGACAGAGAACGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 AGACCTTGACAGAGAACGAG
892 Rnaseh2a Rnaseh2a_892 GGAAAGGACGAAACACCGGGCTCCTTGAGACACACAGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GGCTCCTTGAGACACACAGC
893 Trntl Trntl_893 GGAAAGGACGAAACACCGCATGAATTAAGAATAGCAGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CATGAATTAAGAATAGCAGG
894 Trntl Trntl_894 GGAAAGGACGAAACACCGATTCGCATGATCAACAACAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 ATTCGCATGATCAACAACAA
895 Trntl Trntl_895 GGAAAGGACGAAACACCGAACCTGTTCTCACCTATGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG] 73 AACCTGTTCTCACCTATGTG
896 Trntl Trntl_896 GGAAAGGACGAAACACCGGGCAGAATTGTCGACAGACCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GGCAGAATTGTCGACAGACC
897 Rnf168 Rnf168_897 GGAAAGGACGAAACACCGGGTGTGCCCCAGTTAACTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GGTGTGCCCCAGTTAACTGG
898 Rnf168 Rnf168_898 GGAAAGGACGAAACACCGCCCGGGCCACAGTTATGTGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA(Q 73 CCCGGGCCACAGTTATGTGT
899 Rnf168 Rnf168_899 GGAAAGGACGAAACACCGAGCATGGGTTACAGAGCGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 AGCATGGGTTACAGAGCGTG
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900 Rnf168 Rnf168_900 GGAAAGGACGAAACACCGAATCTCTGGACAAGAATCAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 AATCTCTGGACAAGAATCAA
901 Unc13d Unc13d_901 GGAAAGGACGAAACACCGAATCTGGTACAGGACGTCATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 AATCTGGTACAGGACGTCAT
902 Unc13d Unc13d_902 GGAAAGGACGAAACACCGACAGAGACCTACCCAGACCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 ACAGAGACCTACCCAGACCG
903 Unc13d Unc13d_903 GGAAAGGACGAAACACCGTGGCTGGCTGAAACCAGCGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 TGGCTGGCTGAAACCAGCGG
904 Unc13d Unc13d_904 GGAAAGGACGAAACACCGGCAGCCCTGTGTCCCGACGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GCAGCCCTGTGTCCCGACGT
905 Nbas Nbas_905 GGAAAGGACGAAACACCGAACAAAACAGCATATTCGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 AACAAAACAGCATATTCGTG
906 Nbas Nbas_906 GGAAAGGACGAAACACCGATAGCAGTATTTATTCCATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG]| 73 ATAGCAGTATTTATTCCATG
907 Nbas Nbas_907 GGAAAGGACGAAACACCGATTGATTGATGTCAATTGGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 ATTGATTGATGTCAATTGGT
908 Nbas Nbas_908 GGAAAGGACGAAACACCGTTTGCCGAATGACATGACATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 TTTGCCGAATGACATGACAT
909 Slc29a3 Slc29a3_909 GGAAAGGACGAAACACCGAATGATGGCCATGCACGCGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 AATGATGGCCATGCACGCGA
910 Slc29a3 Slc29a3_910 GGAAAGGACGAAACACCGGGGAAACTGCGCAGAACCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 GGGAAACTGCGCAGAACCCG
911 Slc29a3 Slc29a3_911 GGAAAGGACGAAACACCGCAAGGAAGACTGCTGCCATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CAAGGAAGACTGCTGCCATG
912 Slc29a3 Slc29a3_912 GGAAAGGACGAAACACCGACCAGAAAACACTCGAACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 ACCAGAAAACACTCGAACTG
913 Ifihl Ifih1_913 GGAAAGGACGAAACACCGTGTGGGTTTGACATAGCGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TGTGGGTTTGACATAGCGCG
914 Ifihl Ifih1_914 GGAAAGGACGAAACACCGCGTAGACGACATATTACCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CGTAGACGACATATTACCAG
915 Ifihl Ifih1_915 GGAAAGGACGAAACACCGTGGGTTCCAAAATCTGACATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 TGGGTTCCAAAATCTGACAT
916 Ifihl Ifih1_916 GGAAAGGACGAAACACCGGATTGATGCATATAGCCACCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 GATTGATGCATATAGCCACC
917 Snx10 Snx10_917 GGAAAGGACGAAACACCGGCAGAGCCATCTGAACTCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GCAGAGCCATCTGAACTCCG
918 Snx10 Snx10_918 GGAAAGGACGAAACACCGCATGTCGACCAACGCCGCCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CATGTCGACCAACGCCGCCA
919 Snx10 Snx10_919 GGAAAGGACGAAACACCGAAACATCTTGTGTACGAAGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 AAACATCTTGTGTACGAAGA
920 Snx10 Snx10_920 GGAAAGGACGAAACACCGAAAGCAAGAGTGCATTCTGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 AAAGCAAGAGTGCATTCTGC
921 Tnfrsf13c Tnfrsf13c_921 GGAAAGGACGAAACACCGCAGACTCACTAGACCCACCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 CAGACTCACTAGACCCACCA
922 Tnfrsf13c Tnfrsf13c_922 GGAAAGGACGAAACACCGGACACGCAGTTTCTCACCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 GACACGCAGTTTCTCACCAG
923 Tnfrsf13c Tnfrsf13c_923 GGAAAGGACGAAACACCGCTCCGCGCTGAGACCCGACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CTCCGCGCTGAGACCCGACG
924 Tnfrsf13c Tnfrsf13c_924 GGAAAGGACGAAACACCGGCACTCGGTCTGATTGCACTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 GCACTCGGTCTGATTGCACT
925 Spink5 Spink5_925 GGAAAGGACGAAACACCGCGGGAAAGTGACCCAATCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 CGGGAAAGTGACCCAATCCG
926 Spink5 Spink5_926 GGAAAGGACGAAACACCGAGGGAGAGTGACCCTGTACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 AGGGAGAGTGACCCTGTACG
927 Spink5 Spink5_927 GGAAAGGACGAAACACCGCGAGAAAATGACCCTGTGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CGAGAAAATGACCCTGTGCG
928 Spink5 Spink5_928 GGAAAGGACGAAACACCGTGGAAGACTTGGATGTACACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TGGAAGACTTGGATGTACAC
929 Tmem173 Tmem173_929 GGAAAGGACGAAACACCGGAAGGCCAAACATCCAACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GAAGGCCAAACATCCAACTG
930 Tmem173 Tmem173_930 GGAAAGGACGAAACACCGTATCTCGGAATCGAATGTTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 TATCTCGGAATCGAATGTTG
931 Tmem173 Tmem173_931 GGAAAGGACGAAACACCGAGTATGACCAGGCCAGCCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 AGTATGACCAGGCCAGCCCG
932 Tmem173 Tmem173_932 GGAAAGGACGAAACACCGCAGTAGTCCAAGTTCGTGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CAGTAGTCCAAGTTCGTGCG
933 Parn Parn_933 GGAAAGGACGAAACACCGAAAACGGTCTCAAGCCAATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 AAAACGGTCTCAAGCCAATG
934 Parn Parn_934 GGAAAGGACGAAACACCGGGTCATACTTAAAAGCACAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GGTCATACTTAAAAGCACAA
935 Parn Parn_935 GGAAAGGACGAAACACCGAAGACATATAGTTATCAGCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA] 73 AAGACATATAGTTATCAGCA
936 Parn Parn_936 GGAAAGGACGAAACACCGCCAACTCACCGAATTAGCAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 CCAACTCACCGAATTAGCAA
937 Stx11 Stx11_937 GGAAAGGACGAAACACCGTCGAACACTATGTCCTCCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG| 73 TCGAACACTATGTCCTCCCG
938 Stx11 Stx11_938 GGAAAGGACGAAACACCGAGCCATGTACGAGTACAACCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 AGCCATGTACGAGTACAACC
939 Stx11 Stx11_939 GGAAAGGACGAAACACCGCATGTCGGGCGAGCAGATTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 CATGTCGGGCGAGCAGATTG
940 Stx11 Stx11_940 GGAAAGGACGAAACACCGAGCTGCTTCTGATAGACGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA(] 73 AGCTGCTTCTGATAGACGTG
941 Rhoh Rhoh_941 GGAAAGGACGAAACACCGGGTACTGATGTGCTACTCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 GGTACTGATGTGCTACTCTG
942 Rhoh Rhoh_942 GGAAAGGACGAAACACCGCCCACGGTGTACGAGAATACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CCCACGGTGTACGAGAATAC
943 Rhoh Rhoh_943 GGAAAGGACGAAACACCGACAACCAGCACCGGGGTACAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 ACAACCAGCACCGGGGTACA
944 Rhoh Rhoh_944 GGAAAGGACGAAACACCGCAGGGGCCGGATACTTCTGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CAGGGGCCGGATACTTCTGA
945 Dock8 Dock8_945 GGAAAGGACGAAACACCGACTTCCGGTTTGCGACACCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAQ 73 ACTTCCGGTTTGCGACACCG
946 Dock8 Dock8_946 GGAAAGGACGAAACACCGCCGGAACACGTAGTGCACGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CCGGAACACGTAGTGCACGT
947 Dock8 Dock8_947 GGAAAGGACGAAACACCGAGCACGTTTAAGGGATGACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 AGCACGTTTAAGGGATGACG
948 Dock8 Dock8_948 GGAAAGGACGAAACACCGTAGCGAAGTTCAGTCGCTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TAGCGAAGTTCAGTCGCTGG
949 Ercc6l2 Ercc6l2_949 GGAAAGGACGAAACACCGCTGTTACAGACCAACTCACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 CTGTTACAGACCAACTCACG
950 Ercc6l2 Ercc6l2_950 GGAAAGGACGAAACACCGCGTACCAAGACTCTTATCAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG| 73 CGTACCAAGACTCTTATCAA
951 Ercc6l2 Ercc6l2_951 GGAAAGGACGAAACACCGGGTACTTGCGAGATTACCAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GGTACTTGCGAGATTACCAA
952 Ercc6l2 Ercc6l2_952 GGAAAGGACGAAACACCGAAGGATGAATTGGATACCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 AAGGATGAATTGGATACCTG
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953 Dnajc21 Dnajc21_953 GGAAAGGACGAAACACCGTAGGTACGATAACCACCGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TAGGTACGATAACCACCGAG
954 Dnajc21 Dnajc21_954 GGAAAGGACGAAACACCGCTCCCAGAGCGACTATGACAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CTCCCAGAGCGACTATGACA
955 Dnajc21 Dnajc21_955 GGAAAGGACGAAACACCGTAAACGAGATAAGAGAGTGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 TAAACGAGATAAGAGAGTGC
956 Dnajc21 Dnajc21_956 GGAAAGGACGAAACACCGTGGATCAGATGAAAACGAAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 TGGATCAGATGAAAACGAAG
957 Lrba Lrba_957 GGAAAGGACGAAACACCGGACCGTCCCAATGAACTCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA(] 73 GACCGTCCCAATGAACTCAG
958 Lrba Lrba_958 GGAAAGGACGAAACACCGGTGTGGCGAGTGGACGAAGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA 73 GTGTGGCGAGTGGACGAAGA
959 Lrba Lrba_959 GGAAAGGACGAAACACCGATAGTTACCATGTACCACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG| 73 ATAGTTACCATGTACCACTG
960 Lrba Lrba_960 GGAAAGGACGAAACACCGCAGATGCAGTAGACCAACAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CAGATGCAGTAGACCAACAA
961 Lamtor2 Lamtor2_961 GGAAAGGACGAAACACCGGTTCCCGTTCCTATCATACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG( 73 GTTCCCGTTCCTATCATACG
962 Lamtor2 Lamtor2_962 GGAAAGGACGAAACACCGGCTGGCCTACTCCGGTTATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 GCTGGCCTACTCCGGTTATG
963 Lamtor2 Lamtor2_963 GGAAAGGACGAAACACCGCCACCCTCGTAATGGCTACAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 CCACCCTCGTAATGGCTACA
964 Lamtor2 Lamtor2_964 GGAAAGGACGAAACACCGCACAGATGCCCGGGTCACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CACAGATGCCCGGGTCACTG
965 Smarcd2 Smarcd2_965 GGAAAGGACGAAACACCGGAGATAATGCGGGAACTGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA 73 GAGATAATGCGGGAACTGCG
966 Smarcd2 Smarcd2_966 GGAAAGGACGAAACACCGGCATCGGATGCCCACCACACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA] 73 GCATCGGATGCCCACCACAC
967 Smarcd2 Smarcd2_967 GGAAAGGACGAAACACCGCCCAACACACTCACTCGCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG| 73 CCCAACACACTCACTCGCTG
968 Smarcd2 Smarcd2_968 GGAAAGGACGAAACACCGCGGAGCAGCTGTGCCAAATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 CGGAGCAGCTGTGCCAAATG
969 C230052I12Rik |C230052112Rik_969 |GGAAAGGACGAAACACCGCTAGCCACAATATGTCCTAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 CTAGCCACAATATGTCCTAG
970 C230052112Rik |€230052112Rik_970 |GGAAAGGACGAAACACCGTGAGGCAGGATGCTTCCGACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TGAGGCAGGATGCTTCCGAC
971 C230052I12Rik |C230052112Rik_971 |GGAAAGGACGAAACACCGCAGTAAACTTCTGGACTGCTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 CAGTAAACTTCTGGACTGCT
972 C230052112Rik |€C230052112Rik_972 |GGAAAGGACGAAACACCGTATGATCCCTTGAAGATGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA(G 73 TATGATCCCTTGAAGATGTG
973 Usbl Usbl_973 GGAAAGGACGAAACACCGACACGGTATGTAGATGTGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 ACACGGTATGTAGATGTGGG
974 Usb1 Usb1_974 GGAAAGGACGAAACACCGTCCTCGATCCTCACCAACGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG| 73 TCCTCGATCCTCACCAACGG
975 Usbl Usbl_975 GGAAAGGACGAAACACCGGGTACAAACATCTGAGCTCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GGTACAAACATCTGAGCTCG
976 Usb1 Usb1_976 GGAAAGGACGAAACACCGGACGACAGTGCAAAGCATGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA 73 GACGACAGTGCAAAGCATGG
977 Traf3ip2 Traf3ip2_977 GGAAAGGACGAAACACCGGTCCTGCAGGTAACACGAGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 GTCCTGCAGGTAACACGAGG
978 Traf3ip2 Traf3ip2_978 GGAAAGGACGAAACACCGGTAGTACTGACAGTTCCATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA(G 73 GTAGTACTGACAGTTCCATG
979 Traf3ip2 Traf3ip2_979 GGAAAGGACGAAACACCGCCTGCGAGCTAAAGTCCTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CCTGCGAGCTAAAGTCCTGG
980 Traf3ip2 Traf3ip2_980 GGAAAGGACGAAACACCGCCAAAGCATTAGGTAAACTTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA(G 73 CCAAAGCATTAGGTAAACTT
981 Ticam1 Ticam1_981 GGAAAGGACGAAACACCGAAGATGCCATCGATCACTCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 AAGATGCCATCGATCACTCG
982 Ticam1 Ticam1_982 GGAAAGGACGAAACACCGTCTGGAACGCTAATTTCGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 TCTGGAACGCTAATTTCGTG
983 Ticam1 Ticam1_983 GGAAAGGACGAAACACCGGATATCAAGGGGGACCCCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 GATATCAAGGGGGACCCCAG
984 Ticam1 Ticam1_984 GGAAAGGACGAAACACCGCTTCACACCATGGAACCCATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG| 73 CTTCACACCATGGAACCCAT
985 Fermt3 Fermt3_985 GGAAAGGACGAAACACCGGGAGGTGCATGACCTGACAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 GGAGGTGCATGACCTGACAA
986 Fermt3 Fermt3_986 GGAAAGGACGAAACACCGCTGTCACACTCCGAGTCACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 CTGTCACACTCCGAGTCACG
987 Fermt3 Fermt3_987 GGAAAGGACGAAACACCGGGGCTACCGCCAGTACTGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 GGGCTACCGCCAGTACTGGG
988 Fermt3 Fermt3_988 GGAAAGGACGAAACACCGCTCACCCACATCCCCGCTCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG( 73 CTCACCCACATCCCCGCTCA
989 Mthfd1 Mthfd1_989 GGAAAGGACGAAACACCGACACCAACGATAGATTCCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 ACACCAACGATAGATTCCTG
990 Mthfd1 Mthfd1_990 GGAAAGGACGAAACACCGCACTATGAATCCGTGCACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA(] 73 CACTATGAATCCGTGCACAG
991 Mthfd1 Mthfd1_991 GGAAAGGACGAAACACCGGATTGCCGGAAGGCACGCGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA 73 GATTGCCGGAAGGCACGCGG
992 Mthfd1 Mthfdl_992 GGAAAGGACGAAACACCGGGTAGCGTCCAGTAAGAAAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA] 73 GGTAGCGTCCAGTAAGAAAG
993 Obfcl Obfcl_993 GGAAAGGACGAAACACCGGACGCAGTTTATAACCCCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GACGCAGTTTATAACCCCAG
994 Obfcl Obfcl_994 GGAAAGGACGAAACACCGCAACGGGCATCCAATAAGGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CAACGGGCATCCAATAAGGC
995 Obfcl Obfcl_995 GGAAAGGACGAAACACCGGGAGATATCATCCGAGTCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GGAGATATCATCCGAGTCCG
996 Obfcl Obfcl_996 GGAAAGGACGAAACACCGTCGCAGTGCTCAGAATAGCTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAQ 73 TCGCAGTGCTCAGAATAGCT
997 Card1l Card11_997 GGAAAGGACGAAACACCGGCAGCATAACTGTGTTCATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GCAGCATAACTGTGTTCATG
998 Card1l Card11_998 GGAAAGGACGAAACACCGACTATGGAGTCATTTCCCGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 ACTATGGAGTCATTTCCCGG
999 Card1l Card11_999 GGAAAGGACGAAACACCGCACACACTTCCTGATGAACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 CACACACTTCCTGATGAACG
1000 Card1l Card11_1000 GGAAAGGACGAAACACCGGCGACCTCCAACTCGAGGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GCGACCTCCAACTCGAGGTG
1001 Sp110 Sp110_1001 GGAAAGGACGAAACACCGAAATGACCTGGAAATGGCCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 AAATGACCTGGAAATGGCCA
1002 Sp110 Sp110_1002 GGAAAGGACGAAACACCGGGTCAAATTCCAAAAGAAGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GGTCAAATTCCAAAAGAAGA
1003 Sp110 Sp110_1003 GGAAAGGACGAAACACCGTCCTGAATGCAGCCAAGGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TCCTGAATGCAGCCAAGGAG
1004 Sp110 Sp110_1004 GGAAAGGACGAAACACCGAGCTCAAGGCAGTGAGCAGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA 73 AGCTCAAGGCAGTGAGCAGG
1005 Orail Orail_1005 GGAAAGGACGAAACACCGGATCGGCCAGAGTTACTCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GATCGGCCAGAGTTACTCCG
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1006 Orail Orail_1006 GGAAAGGACGAAACACCGTGGCGATGCATGCGCTCGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TGGCGATGCATGCGCTCGTG
1007 Orail Orail_1007 GGAAAGGACGAAACACCGAAGACGATGAGCAACCCTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 AAGACGATGAGCAACCCTGG
1008 Orail Orail_1008 GGAAAGGACGAAACACCGAATCCGGAGCTTCCCGTGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 AATCCGGAGCTTCCCGTGAG
1009 Pgm3 Pgm3_1009 GGAAAGGACGAAACACCGTACGGCCTCACATAACCCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 TACGGCCTCACATAACCCTG
1010 Pgm3 Pgm3_1010 GGAAAGGACGAAACACCGAACTTCTTCAAGGTACCGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 AACTTCTTCAAGGTACCGCG
1011 Pgm3 Pgm3_1011 GGAAAGGACGAAACACCGTACACCATGTAGTGCAACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 TACACCATGTAGTGCAACTG
1012 Pgm3 Pgm3_1012 GGAAAGGACGAAACACCGCTGCTATGACATACCCTGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG| 73 CTGCTATGACATACCCTGTG
1013 Cc7 C7_1013 GGAAAGGACGAAACACCGCATACTGATCGATTAACCGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG| 73 CATACTGATCGATTAACCGT
1014 c7 C7_1014 GGAAAGGACGAAACACCGATCAACACCAAAAGTTTCGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 ATCAACACCAAAAGTTTCGG
1015 Cc7 C7_1015 GGAAAGGACGAAACACCGCAATCCTGCAAACCTGAACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CAATCCTGCAAACCTGAACG
1016 c7 C7_1016 GGAAAGGACGAAACACCGGTGTCTCCACAACAATAGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GTGTCTCCACAACAATAGCG
1017 C8b C8b_1017 GGAAAGGACGAAACACCGAAAGACGCCATGGAGCAAGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA 73 AAAGACGCCATGGAGCAAGG
1018 C8b C8b_1018 GGAAAGGACGAAACACCGATTGTGTGACTTGTCCGACAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 ATTGTGTGACTTGTCCGACA
1019 C8b C8b_1019 GGAAAGGACGAAACACCGTTGACTGTGAGCTATCCACCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 TTGACTGTGAGCTATCCACC
1020 C8b C8b_1020 GGAAAGGACGAAACACCGCAAGGACAGAGCGCGCGTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA 73 CAAGGACAGAGCGCGCGTGG
1021 Cebpe Cebpe_1021 GGAAAGGACGAAACACCGCAGTACCAAGTGGCACACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CAGTACCAAGTGGCACACTG
1022 Cebpe Cebpe_1022 GGAAAGGACGAAACACCGGCAGGTAGTGAGGAAACGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA 73 GCAGGTAGTGAGGAAACGAG
1023 Cebpe Cebpe_1023 GGAAAGGACGAAACACCGCAGACTCGATGTAGGCGGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA] 73 CAGACTCGATGTAGGCGGAG
1024 Cebpe Cebpe_1024 GGAAAGGACGAAACACCGCTTACCTTGAGGACACGCAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CTTACCTTGAGGACACGCAA
1025 Tirap Tirap_1025 GGAAAGGACGAAACACCGCTGTCTGTGAACCATCATAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 CTGTCTGTGAACCATCATAG
1026 Tirap Tirap_1026 GGAAAGGACGAAACACCGCGAAACAATGGCGCCACCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CGAAACAATGGCGCCACCCG
1027 Tirap Tirap_1027 GGAAAGGACGAAACACCGTGCAGCTCGAGGGTGAGCTAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 TGCAGCTCGAGGGTGAGCTA|
1028 Tirap Tirap_1028 GGAAAGGACGAAACACCGCAAGTAGGAGACCAGCTCCTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CAAGTAGGAGACCAGCTCCT
1029 Dclrelb Dclrelb_1029 GGAAAGGACGAAACACCGTGCTAGACAAACCCACCGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA] 73 TGCTAGACAAACCCACCGTG
1030 Dclrelb Dclrelb_1030 GGAAAGGACGAAACACCGTCCACTGAAGCATGGCAGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TCCACTGAAGCATGGCAGAG
1031 Dclrelb Dclrelb_1031 GGAAAGGACGAAACACCGAGAGAAACATGACAGAACCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 AGAGAAACATGACAGAACCA
1032 Dclrelb Dclrelb_1032 GGAAAGGACGAAACACCGTGAATGGTCAGAGTACGGGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 TGAATGGTCAGAGTACGGGA
1033 TIr3 TIr3_1033 GGAAAGGACGAAACACCGCTTAGATGAAATCCCAGTCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA(G 73 CTTAGATGAAATCCCAGTCG
1034 TIr3 TIr3_1034 GGAAAGGACGAAACACCGGTTGTAGGAAAGATCGAGCTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 GTTGTAGGAAAGATCGAGCT
1035 TIr3 TIr3_1035 GGAAAGGACGAAACACCGGAATGGTCAAGTTACGAAGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 GAATGGTCAAGTTACGAAGA
1036 TIr3 TIr3_1036 GGAAAGGACGAAACACCGATCTACAAAGTTGGGAACGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 ATCTACAAAGTTGGGAACGG
1037 Card14 Card14_1037 GGAAAGGACGAAACACCGCCACAGCCGCATGAAACGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CCACAGCCGCATGAAACGTG
1038 Card14 Card14_1038 GGAAAGGACGAAACACCGTGTTCTACCTTAGAGACTCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG| 73 TGTTCTACCTTAGAGACTCG
1039 Card14 Card14_1039 GGAAAGGACGAAACACCGCACTCTGGAGAATACAACGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CACTCTGGAGAATACAACGC
1040 Card14 Card14_1040 GGAAAGGACGAAACACCGAGAACTAAATCGGCTTAAGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 AGAACTAAATCGGCTTAAGG
1041 Rfxap Rfxap_1041 GGAAAGGACGAAACACCGTCCAAGACCTGCACGTACGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA] 73 TCCAAGACCTGCACGTACGA
1042 Rfxap Rfxap_1042 GGAAAGGACGAAACACCGGCACCGCAACAAGATGTACAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GCACCGCAACAAGATGTACA
1043 Rfxap Rfxap_1043 GGAAAGGACGAAACACCGCTGGACACATCGGACCCGGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CTGGACACATCGGACCCGGC
1044 Rfxap Rfxap_1044 GGAAAGGACGAAACACCGGTCACCGGAGGGGCCGTCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 GTCACCGGAGGGGCCGTCCG
1045 1117rc 1117rc_1045 GGAAAGGACGAAACACCGCTGTGGAACGATGACAACATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CTGTGGAACGATGACAACAT
1046 1117rc 1117rc_1046 GGAAAGGACGAAACACCGAGCAATACTTACCCCAGAGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 AGCAATACTTACCCCAGAGG
1047 1117rc 1117rc_1047 GGAAAGGACGAAACACCGGGAGCCACAAGATTTCCAGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GGAGCCACAAGATTTCCAGT
1048 1117rc 1117rc_1048 GGAAAGGACGAAACACCGATCTAGCTGCCATACCCCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG| 73 ATCTAGCTGCCATACCCCTG
1049 Wipfl Wipfl_1049 GGAAAGGACGAAACACCGGGAACAGAATGCCTCCCCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GGAACAGAATGCCTCCCCCG
1050 Wipfl Wipfl_1050 GGAAAGGACGAAACACCGCCGTCGAGTCTGCACAACCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA(] 73 CCGTCGAGTCTGCACAACCG
1051 Wipfl Wipfl_1051 GGAAAGGACGAAACACCGGGGGCTTGTCATCCAAGGCTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GGGGCTTGTCATCCAAGGCT
1052 Wipfl Wipfl_1052 GGAAAGGACGAAACACCGGCTGAGGTCCACCGCCAACAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GCTGAGGTCCACCGCCAACA
1053 Wrap53 Wrap53_1053 GGAAAGGACGAAACACCGGGTCATTACCACTTACTAGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 GGTCATTACCACTTACTAGG
1054 Wrap53 Wrap53_1054 GGAAAGGACGAAACACCGAGAAACGAATCTCCCCGAGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 AGAAACGAATCTCCCCGAGT
1055 Wrap53 Wrap53_1055 GGAAAGGACGAAACACCGGAAGAGTTGGGAACCATCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA] 73 GAAGAGTTGGGAACCATCCG
1056 Wrap53 Wrap53_1056 GGAAAGGACGAAACACCGGACACAACCAAGCTAGCCACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GACACAACCAAGCTAGCCAC
1057 Tmc6 Tmc6_1057 GGAAAGGACGAAACACCGGGAGTCATGTCGCTCCAGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GGAGTCATGTCGCTCCAGAG
1058 Tmcb Tmc6_1058 GGAAAGGACGAAACACCGTTTCCAAGGTCGCAGCCGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TTTCCAAGGTCGCAGCCGTG
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1059 Tmc6 Tmc6_1059 GGAAAGGACGAAACACCGGACCAGAAAACGTAGGCACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 GACCAGAAAACGTAGGCACG
1060 Tmcé Tmc6_1060 GGAAAGGACGAAACACCGTACCGGGTTGGCAGTACCAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TACCGGGTTGGCAGTACCAA
1061 Tmc8 Tmc8_1061 GGAAAGGACGAAACACCGGGAGCTCTCTACGAGATTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GGAGCTCTCTACGAGATTGG
1062 Tmc8 Tmc8_1062 GGAAAGGACGAAACACCGCAACGCTTGCGACTACCAGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CAACGCTTGCGACTACCAGG
1063 Tmc8 Tmc8_1063 GGAAAGGACGAAACACCGCTTCTACGGTGCCTACCGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 CTTCTACGGTGCCTACCGAG
1064 Tmc8 Tmc8_1064 GGAAAGGACGAAACACCGCATCCGCACAGGCGTCCGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CATCCGCACAGGCGTCCGGG
1065 Ttc37 Ttc37_1065 GGAAAGGACGAAACACCGACAAACAGATCACTTCTAGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 ACAAACAGATCACTTCTAGT
1066 Ttc37 Ttc37_1066 GGAAAGGACGAAACACCGCGCCTGTGTTCAGACAGGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CGCCTGTGTTCAGACAGGCG
1067 Ttc37 Ttc37_1067 GGAAAGGACGAAACACCGTGACGTGTGTAAGAAACTCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TGACGTGTGTAAGAAACTCG
1068 Ttc37 Ttc37_1068 GGAAAGGACGAAACACCGGAGGCGTACTTAAGCAGAGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA 73 GAGGCGTACTTAAGCAGAGG
1069 MkI1 MkI1_1069 GGAAAGGACGAAACACCGAGACAGTTCCTCCTTCGACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 AGACAGTTCCTCCTTCGACG
1070 Mkl1 MkI1_1070 GGAAAGGACGAAACACCGGTGATGAGAATTCCACACCTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 GTGATGAGAATTCCACACCT
1071 MkI1 MkI1_1071 GGAAAGGACGAAACACCGCTGCCCCCAAGCCTAGCCAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 CTGCCCCCAAGCCTAGCCAA
1072 MkI1 Mkl1_1072 GGAAAGGACGAAACACCGGTCAGGATGCACATTCTGGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GTCAGGATGCACATTCTGGA
1073 Ttc7 Ttc7_1073 GGAAAGGACGAAACACCGTGGGATCGATGACATATCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TGGGATCGATGACATATCCG
1074 Ttc7 Ttc7_1074 GGAAAGGACGAAACACCGTCCAAGACCAATTACTACCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 TCCAAGACCAATTACTACCG
1075 Ttc7 Ttc7_1075 GGAAAGGACGAAACACCGGCAACACACCTGTCGGACGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GCAACACACCTGTCGGACGA
1076 Ttc7 Ttc7_1076 GGAAAGGACGAAACACCGCTGCCCCAAAGACAACATAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CTGCCCCAAAGACAACATAG
1077 Dclrelc Dclrelc_1077 GGAAAGGACGAAACACCGTTTATTCACCAACCTAAGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG| 73 TTTATTCACCAACCTAAGCG
1078 Dclrelc Dclrelc_1078 GGAAAGGACGAAACACCGCAGGGAAACATACACGACTTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CAGGGAAACATACACGACTT
1079 Dclrelc Dclrelc_1079 GGAAAGGACGAAACACCGGCATCAAGCCATCTACCATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 GCATCAAGCCATCTACCATG
1080 Dclrelc Dclrelc_1080 GGAAAGGACGAAACACCGTCAACTAAAGATATCTGCGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 TCAACTAAAGATATCTGCGT
1081 Slc35¢1 Slc35¢1_1081 GGAAAGGACGAAACACCGAGGGCACCCCTACGTACTTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 AGGGCACCCCTACGTACTTG
1082 Sle35¢1 Slc35c1_1082 GGAAAGGACGAAACACCGAGGTTAGGCGCCAGATACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA(| 73 AGGTTAGGCGCCAGATACTG
1083 Slc35¢1 Slc35¢1_1083 GGAAAGGACGAAACACCGCTCACCAATGATGACGCCGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CTCACCAATGATGACGCCGC
1084 Sle35¢1 Slc35c1_1084 GGAAAGGACGAAACACCGGCAGTGAGGTCACCAGGCATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 GCAGTGAGGTCACCAGGCAT
1085 C8a C8a_1085 GGAAAGGACGAAACACCGTCCTGCTATAGGTACTACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG| 73 TCCTGCTATAGGTACTACTG
1086 C8a C8a_1086 GGAAAGGACGAAACACCGGGAGATTGAAGTATCCGCCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GGAGATTGAAGTATCCGCCA
1087 C8a C8a_1087 GGAAAGGACGAAACACCGCATTGTACACAGTTTCACACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG| 73 CATTGTACACAGTTTCACAC
1088 C8a C8a_1088 GGAAAGGACGAAACACCGCTTGCCTTAGACAAGGTGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA] 73 CTTGCCTTAGACAAGGTGTG
1089 Rltpr Ritpr_1089 GGAAAGGACGAAACACCGGCCTGACTTACCATGAAGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GCCTGACTTACCATGAAGGG
1090 Rltpr Rltpr_1090 GGAAAGGACGAAACACCGCAACCAAGTAGACTCTACTTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG| 73 CAACCAAGTAGACTCTACTT
1091 Rltpr Ritpr_1091 GGAAAGGACGAAACACCGAGACCACCCTGGATACCACAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 AGACCACCCTGGATACCACA
1092 Rltpr Rltpr_1092 GGAAAGGACGAAACACCGACATGCGCCTGTCAATCACTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG| 73 ACATGCGCCTGTCAATCACT
1093 Malt1 Malt1_1093 GGAAAGGACGAAACACCGGTCCTATGCCTCACTACCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG| 73 GTCCTATGCCTCACTACCAG
1094 Malt1 Maltl_1094 GGAAAGGACGAAACACCGATATGAGATGTGTAACGCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 ATATGAGATGTGTAACGCTG
1095 Malt1 Malt1_1095 GGAAAGGACGAAACACCGCCACTGGCTAAATTCAAAAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CCACTGGCTAAATTCAAAAG
1096 Maltl Malt1l_1096 GGAAAGGACGAAACACCGAGCTTGGACCGCGCTCCGGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 AGCTTGGACCGCGCTCCGGA
1097 Dkcl Dkcl_1097 GGAAAGGACGAAACACCGTTTACTGCAGCAATAAGTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA(] 73 TTTACTGCAGCAATAAGTGG
1098 Dkcl Dkcl_1098 GGAAAGGACGAAACACCGTCTCTACCCGAAGTATTCGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG| 73 TCTCTACCCGAAGTATTCGT
1099 Dkcl Dkcl_1099 GGAAAGGACGAAACACCGTACGCATAGTGTCCGAATGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TACGCATAGTGTCCGAATGT
1100 Dkcl Dkc1_1100 GGAAAGGACGAAACACCGATGATGTACTCGATGCTCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA(G 73 ATGATGTACTCGATGCTCAG
1101 Apls3 Apls3_1101 GGAAAGGACGAAACACCGCCACACTCCCTGACAAGGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CCACACTCCCTGACAAGGAG
1102 Apls3 Apl1s3_1102 GGAAAGGACGAAACACCGTCCAGACCGTCCTCTCTCGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGH 73 TCCAGACCGTCCTCTCTCGT
1103 Apls3 Apl1s3_1103 GGAAAGGACGAAACACCGTCAGTCGACAAGGGAAGCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 TCAGTCGACAAGGGAAGCTG
1104 Apls3 Apl1s3_1104 GGAAAGGACGAAACACCGTAATATCCAGCTCACAGACCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 TAATATCCAGCTCACAGACC
1105 1117f 1117f_1105 GGAAAGGACGAAACACCGGACTTACTTGTAATCCCATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG| 73 GACTTACTTGTAATCCCATG
1106 1117f 1117f_1106 GGAAAGGACGAAACACCGTGGGAACTGTCCTCCCCTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 TGGGAACTGTCCTCCCCTGG
1107 1117f 1117f_1107 GGAAAGGACGAAACACCGAGCGGTTCTGGAATTCACGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA(] 73 AGCGGTTCTGGAATTCACGT
1108 1117f 1117f_1108 GGAAAGGACGAAACACCGGGGCCTCAGCGATCTCTGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GGGCCTCAGCGATCTCTGAG
1109 Nod2 Nod2_1109 GGAAAGGACGAAACACCGCCGACCCATCGTAAGTACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 CCGACCCATCGTAAGTACTG
1110 Nod2 Nod2_1110 GGAAAGGACGAAACACCGAGATGCCGACACCATACTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 AGATGCCGACACCATACTGG
1111 Nod2 Nod2_1111 GGAAAGGACGAAACACCGGCAGAGTCTGGACTGACGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 GCAGAGTCTGGACTGACGTG
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1112 Nod2 Nod2_1112 GGAAAGGACGAAACACCGGTTGTAGAGTCTCCTCACAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 GTTGTAGAGTCTCCTCACAA
1113 Irak4 Irak4_1113 GGAAAGGACGAAACACCGGTAGCTATCAAAAAGCCGTCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GTAGCTATCAAAAAGCCGTC
1114 Irak4 Irak4_1114 GGAAAGGACGAAACACCGCTGTGTGAACAACACCATCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CTGTGTGAACAACACCATCG
1115 Irak4 Irak4_1115 GGAAAGGACGAAACACCGTGTAAGCATACACTAAGCACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TGTAAGCATACACTAAGCAC
1116 Irak4 Irak4_1116 GGAAAGGACGAAACACCGCAAGGTGCAAGGTTGCTCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CAAGGTGCAAGGTTGCTCAG
1117 Zbtb24 Zbtb24_1117 GGAAAGGACGAAACACCGGGAAATCGAAGTTACCCGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GGAAATCGAAGTTACCCGTG
1118 Zbtb24 Zbtb24_1118 GGAAAGGACGAAACACCGTGAGAAATACTCGCTACTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TGAGAAATACTCGCTACTGG
1119 Zbtb24 Zbtb24_1119 GGAAAGGACGAAACACCGACACGTCCATAAACTTTCGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 ACACGTCCATAAACTTTCGG
1120 Zbtb24 Zbtb24_1120 GGAAAGGACGAAACACCGGATCCTCTGAAACGGAAACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GATCCTCTGAAACGGAAACG
1121 Rnf31 Rnf31_1121 GGAAAGGACGAAACACCGGATGGATTGAGTTTCCCCGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GATGGATTGAGTTTCCCCGA
1122 Rnf31 Rnf31_1122 GGAAAGGACGAAACACCGGAACTATGAGTTGTTGGACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GAACTATGAGTTGTTGGACG
1123 Rnf31 Rnf31_1123 GGAAAGGACGAAACACCGCTACCTCAACACCCTATCCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG( 73 CTACCTCAACACCCTATCCA
1124 Rnf31 Rnf31_1124 GGAAAGGACGAAACACCGGGAGGAACCAAGGTGTTGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA 73 GGAGGAACCAAGGTGTTGTG
1125 Rtell Rtell_1125 GGAAAGGACGAAACACCGACACGGGGATCCATGCGTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 ACACGGGGATCCATGCGTGG]
1126 Rtell Rtell_1126 GGAAAGGACGAAACACCGTATGCCGACATACCGGTAGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TATGCCGACATACCGGTAGG
1127 Rtell Rtell_1127 GGAAAGGACGAAACACCGGTTGTCATACACCTTAAGGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 GTTGTCATACACCTTAAGGT
1128 Rtell Rtell_1128 GGAAAGGACGAAACACCGGAGGCGTCACCAAACCTGGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 GAGGCGTCACCAAACCTGGA
1129 Irf2bp2 Irf2bp2_1129 GGAAAGGACGAAACACCGCGCACGCGTGCTGAAGTCGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 CGCACGCGTGCTGAAGTCGG
1130 Irf2bp2 Irf2bp2_1130 GGAAAGGACGAAACACCGGCGGCAGAACCGTTGACCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 GCGGCAGAACCGTTGACCAG
1131 Irf2bp2 Irf2bp2_1131 GGAAAGGACGAAACACCGTCTCGATGACGAACTCCACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 TCTCGATGACGAACTCCACG
1132 Irf2bp2 Irf2bp2_1132 GGAAAGGACGAAACACCGGGCCGACAGCTTATCCAGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GGCCGACAGCTTATCCAGCG
1133 Gimap5 Gimap5_1133 GGAAAGGACGAAACACCGGTCACCAGTAACAACACATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA] 73 GTCACCAGTAACAACACATG
1134 Gimap5 Gimap5_1134 GGAAAGGACGAAACACCGAGCTAGATTCTTGTACACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 AGCTAGATTCTTGTACACAG
1135 Gimap5 Gimap5_1135 GGAAAGGACGAAACACCGACTGGAATGCTGGTCGTCGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 ACTGGAATGCTGGTCGTCGG
1136 Gimap5 Gimap5_1136 GGAAAGGACGAAACACCGCTGAAGATGCCATGGCTGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CTGAAGATGCCATGGCTGTG
1137 Ligd Ligd_1137 GGAAAGGACGAAACACCGTTAGACGTCCTAATTGTGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA(] 73 TTAGACGTCCTAATTGTGGG
1138 Ligd Ligd_1138 GGAAAGGACGAAACACCGGCAACTCAACTGCATCATTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 GCAACTCAACTGCATCATTG
1139 Ligd Ligd_1139 GGAAAGGACGAAACACCGGAACGCATTGTGAATAAATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GAACGCATTGTGAATAAATG
1140 Ligd Ligd_1140 GGAAAGGACGAAACACCGCATCCGTGCGAGCTCCACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 CATCCGTGCGAGCTCCACTG
1141 Chd7 Chd7_1141 GGAAAGGACGAAACACCGGACATGCCCATAAACGAACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GACATGCCCATAAACGAACG
1142 Chd7 Chd7_1142 GGAAAGGACGAAACACCGAAACGGTTTAAGTCAAAACAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 AAACGGTTTAAGTCAAAACA
1143 Chd7 Chd7_1143 GGAAAGGACGAAACACCGCCTACCGGAATGATTTAGCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA(G 73 CCTACCGGAATGATTTAGCA
1144 Chd7 Chd7_1144 GGAAAGGACGAAACACCGTCGATGACCACACAGCGCCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TCGATGACCACACAGCGCCA
1145 Cchel Ccbel_1145 GGAAAGGACGAAACACCGGACCTACCGAGAGGAACCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 GACCTACCGAGAGGAACCCG
1146 Ccbel Ccbel_1146 GGAAAGGACGAAACACCGCAGCAGTGCACGGATAACTTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CAGCAGTGCACGGATAACTT
1147 Ccbel Ccbel_1147 GGAAAGGACGAAACACCGACAGAGAGTGGTATTGCTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 ACAGAGAGTGGTATTGCTGG
1148 Ccbel Ccbel_1148 GGAAAGGACGAAACACCGGAACTGGGCAAGTATGTCAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GAACTGGGCAAGTATGTCAA
1149 Fat4 Fat4_1149 GGAAAGGACGAAACACCGGACATCGTGGACGATCGAGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 GACATCGTGGACGATCGAGG
1150 Fat4 Fat4_1150 GGAAAGGACGAAACACCGCAGTTATCTCATCACTACCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG] 73 CAGTTATCTCATCACTACCG
1151 Fat4 Fat4_1151 GGAAAGGACGAAACACCGGGGATGTCGAAAGAGTACACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 GGGATGTCGAAAGAGTACAC
1152 Fat4 Fat4_1152 GGAAAGGACGAAACACCGATTAGATCCTATGTCCGCGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG| 73 ATTAGATCCTATGTCCGCGT
1153 Card9 Card9_1153 GGAAAGGACGAAACACCGGATGTACAAGGACCGTATCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GATGTACAAGGACCGTATCG
1154 Card9 Card9_1154 GGAAAGGACGAAACACCGGTGACTTTCCGGTATAACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 GTGACTTTCCGGTATAACTG
1155 Card9 Card9_1155 GGAAAGGACGAAACACCGTAGATAGGGTGTGATCCGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 TAGATAGGGTGTGATCCGGG
1156 Card9 Card9_1156 GGAAAGGACGAAACACCGCCAACCTGGTCATCCGCAAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CCAACCTGGTCATCCGCAAG
1157 Plekhm1 Plekhm1_1157 GGAAAGGACGAAACACCGTGACTTGTAGGAGAGTTCGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TGACTTGTAGGAGAGTTCGA
1158 Plekhm1 Plekhm1_1158 GGAAAGGACGAAACACCGTGATGAGGAACGCACCTGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TGATGAGGAACGCACCTGTG
1159 Plekhm1 Plekhm1_1159 GGAAAGGACGAAACACCGGCTGGTAGCTAGGCTATGGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 GCTGGTAGCTAGGCTATGGA
1160 Plekhm1 Plekhm1_1160 GGAAAGGACGAAACACCGACTCACCGGACTCGTAGGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 ACTCACCGGACTCGTAGGAG
1161 Kmt2d Kmt2d_1161 GGAAAGGACGAAACACCGAAATGGCTGTTGATCCCATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA(G 73 AAATGGCTGTTGATCCCATG
1162 Kmt2d Kmt2d_1162 GGAAAGGACGAAACACCGGTTCACCATTAATACCCCCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG| 73 GTTCACCATTAATACCCCCA
1163 Kmt2d Kmt2d_1163 GGAAAGGACGAAACACCGTCGGGCCGGACTAACATCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TCGGGCCGGACTAACATCCG
1164 Kmt2d Kmt2d_1164 GGAAAGGACGAAACACCGTGGGGATGGACAGCCCGACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA 73 TGGGGATGGACAGCCCGACG
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1165 Otulin Otulin_1165 GGAAAGGACGAAACACCGGGAACTTCACAGCTTCGTAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GGAACTTCACAGCTTCGTAG
1166 Otulin Otulin_1166 GGAAAGGACGAAACACCGTGATAACTACTGTGCACTGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 TGATAACTACTGTGCACTGA
1167 Otulin Otulin_1167 GGAAAGGACGAAACACCGAACAGAACCCAGGTTAAGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 AACAGAACCCAGGTTAAGTG
1168 Otulin Otulin_1168 GGAAAGGACGAAACACCGAGTATACCTGGATCAAGCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 AGTATACCTGGATCAAGCAG
1169 Cfhr2 Cfhr2_1169 GGAAAGGACGAAACACCGTTGTCCCCTTAGACTCAACAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG] 73 TTGTCCCCTTAGACTCAACA
1170 Cfhr2 Cfhr2_1170 GGAAAGGACGAAACACCGGAATGGAGACTCTACATACTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GAATGGAGACTCTACATACT
1171 Cfhr2 Cfhr2_1171 GGAAAGGACGAAACACCGACTTATTTCCTATAGACACTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG( 73 ACTTATTTCCTATAGACACT
1172 Cfhr2 Cfhr2_1172 GGAAAGGACGAAACACCGATACCATTTAGAATATAAGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 ATACCATTTAGAATATAAGG
1173 Nirplb Nirplb_1173 GGAAAGGACGAAACACCGCTAAATGACCTGTGTGACGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CTAAATGACCTGTGTGACGA
1174 Nirp1lb Nirplb_1174 GGAAAGGACGAAACACCGAGATGCTAAAGAGCACCCTAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 AGATGCTAAAGAGCACCCTA
1175 Nirplb Nirplb_1175 GGAAAGGACGAAACACCGAGAAGATCATTCCTTATGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 AGAAGATCATTCCTTATGTG
1176 Nirp1lb NIrplb_1176 GGAAAGGACGAAACACCGCTGTAAGCAAGGGTTAGCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 CTGTAAGCAAGGGTTAGCAG
1177 Vps13b Vps13b_1177 GGAAAGGACGAAACACCGTGTCCATACTACCCAAATCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG| 73 TGTCCATACTACCCAAATCG
1178 Vps13b Vps13b_1178 GGAAAGGACGAAACACCGTAAACACTGCAATACAAGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TAAACACTGCAATACAAGCG
1179 Vps13b Vps13b_1179 GGAAAGGACGAAACACCGGAAACCTCTTCCCGATACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 GAAACCTCTTCCCGATACAG
1180 Vps13b Vps13b_1180 GGAAAGGACGAAACACCGTGGCAGTAGTCCATGTACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA] 73 TGGCAGTAGTCCATGTACTG
1181 1sg15 1sg15_1181 GGAAAGGACGAAACACCGGTCCGTGACTAACTCCATGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 GTCCGTGACTAACTCCATGA
1182 1sg15 Isg15_1182 GGAAAGGACGAAACACCGCAGCAGCACAGTGATGCTAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CAGCAGCACAGTGATGCTAG
1183 1sg15 1sg15_1183 GGAAAGGACGAAACACCGGCATCCTGGTGAGGAACGAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 GCATCCTGGTGAGGAACGAA
1184 1sg15 Isg15_1184 GGAAAGGACGAAACACCGTGGAAAGGGTAAGACCGTCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 TGGAAAGGGTAAGACCGTC(C]
1185 Epg5 Epg5_1185 GGAAAGGACGAAACACCGACAGCCGACTCGTTGTAACAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 ACAGCCGACTCGTTGTAACA
1186 Epg5 Epg5_1186 GGAAAGGACGAAACACCGTCGAGCCAGAAGAACCAATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 TCGAGCCAGAAGAACCAATG
1187 Epg5 Epg5_1187 GGAAAGGACGAAACACCGTGGGTACCATACCCATATTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 TGGGTACCATACCCATATTG
1188 Epg5 Epg5_1188 GGAAAGGACGAAACACCGGAAACGCTGTCTTACACAAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA] 73 GAAACGCTGTCTTACACAAG
1189 Clra Clra_1189 GGAAAGGACGAAACACCGTTTGCCAGAATGATGGCACAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TTTGCCAGAATGATGGCACA
1190 Clra Clra_1190 GGAAAGGACGAAACACCGTGTGCAGGTATATATCCCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 TGTGCAGGTATATATCCCTG
1191 Clra Clra_1191 GGAAAGGACGAAACACCGCCACACAGACTTCTCCAATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG| 73 CCACACAGACTTCTCCAATG
1192 Clra Clra_1192 GGAAAGGACGAAACACCGTGGTTGTCTCCAAGTCACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG) 73 TGGTTGTCTCCAAGTCACTG
1193 Cls2 Cl1s2_1193 GGAAAGGACGAAACACCGAATTCCTCATGTCATCATGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG| 73 AATTCCTCATGTCATCATGG
1194 Cl1s2 C1s2_1194 GGAAAGGACGAAACACCGTTCTCTTAGATAATCTCAGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG| 73 TTCTCTTAGATAATCTCAGG
1195 Cls2 Cl1s2_1195 GGAAAGGACGAAACACCGTCTTTCAAACTGATCTAATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG] 73 TCTTTCAAACTGATCTAATG
1196 Cls2 Cl1s2_1196 GGAAAGGACGAAACACCGAACACACAGTTAAACTGTCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 AACACACAGTTAAACTGTCA
1197 C4b C4b_1197 GGAAAGGACGAAACACCGGCACAAGATGCCTCTTAGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GCACAAGATGCCTCTTAGTG
1198 Cab C4b_1198 GGAAAGGACGAAACACCGCAGGCACAGCCCCTCAACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CAGGCACAGCCCCTCAACTG
1199 C4b C4b_1199 GGAAAGGACGAAACACCGGTAAGCCACAAAGTAGAACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 GTAAGCCACAAAGTAGAACG
1200 Cab C4b_1200 GGAAAGGACGAAACACCGTGAAACAAAGGACCATGCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TGAAACAAAGGACCATGCTG
1201 Cd59b Cd59b_1201 GGAAAGGACGAAACACCGTATTATGAGCCGATTAGACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA(] 73 TATTATGAGCCGATTAGACG
1202 Cd59b Cd59b_1202 GGAAAGGACGAAACACCGATGCTACAACTGTTTAGACCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 ATGCTACAACTGTTTAGACC
1203 Cd59b Cd59b_1203 GGAAAGGACGAAACACCGGGCAAGTGTATCAACAGTGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GGCAAGTGTATCAACAGTGT
1204 Cd59b Cd59b_1204 GGAAAGGACGAAACACCGTTGATACACTTGCCTTCCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG( 73 TTGATACACTTGCCTTCCTG
1205 Lat Lat_1205 GGAAAGGACGAAACACCGACTCACGAGGTGGCTTGATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 Gecko Library v2 ACTCACGAGGTGGCTTGATG
1206 Lat Lat_1206 GGAAAGGACGAAACACCGGCATCCGATGGGAACCCCCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GCATCCGATGGGAACCCCCA
1207 Lat Lat_1207 GGAAAGGACGAAACACCGATACTCACGGGATGGGGAGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 ATACTCACGGGATGGGGAGC
1208 Lat Lat_1208 GGAAAGGACGAAACACCGCTCTGTGGAAGTGCTGTCATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 CTCTGTGGAAGTGCTGTCAT
1209 Nhejl Nhej1_1209 GGAAAGGACGAAACACCGCCCTATGCATAGAGCTCGGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CCCTATGCATAGAGCTCGGC
1210 Nhejl Nhej1_1210 GGAAAGGACGAAACACCGACCAGCCGAGCTCTATGCATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 ACCAGCCGAGCTCTATGCAT
1211 Nhejl Nhej1_1211 GGAAAGGACGAAACACCGGGCTGGTTATCAGTTCCTCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 GGCTGGTTATCAGTTCCTCG
1212 Nhejl Nhej1_1212 GGAAAGGACGAAACACCGTCACCAACAGCACACGCCTCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 TCACCAACAGCACACGCCTC
1213 Dock2 Dock2_1213 GGAAAGGACGAAACACCGAAGAAGTGACAACCACGCTCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 AAGAAGTGACAACCACGCTC
1214 Dock2 Dock2_1214 GGAAAGGACGAAACACCGCAGCATCTCACGCTACAGATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 CAGCATCTCACGCTACAGAT
1215 Dock2 Dock2_1215 GGAAAGGACGAAACACCGGTGACAGTTTATGCTTTATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG| 73 GTGACAGTTTATGCTTTATG
1216 Dock2 Dock2_1216 GGAAAGGACGAAACACCGTACATCCTTTATCCATCTCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG( 73 TACATCCTTTATCCATCTCA
1217 Mysm1 Mysm1_1217 GGAAAGGACGAAACACCGATCACTATCTTGATTCAACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG] 73 ATCACTATCTTGATTCAACG
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1218 Mysm1 Mysm1_1218 GGAAAGGACGAAACACCGAAAATTCTGGGTTAATCAAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 AAAATTCTGGGTTAATCAAA
1219 Mysm1 Mysm1_1219 GGAAAGGACGAAACACCGTATCATTGAGAAAATGCTGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 TATCATTGAGAAAATGCTGT
1220 Mysm1 Mysm1_1220 GGAAAGGACGAAACACCGTTATCTAATAAATCACTTCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG( 73 TTATCTAATAAATCACTTCC

1221 Kdme6a Kdm6a_1221 GGAAAGGACGAAACACCGTTGGATAATCTTCCAATAAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 TTGGATAATCTTCCAATAAG
1222 Kdmeéa Kdm6a_1222 GGAAAGGACGAAACACCGTAGCATTATCTGCATACCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG| 73 TAGCATTATCTGCATACCAG
1223 Kdme6a Kdm6a_1223 GGAAAGGACGAAACACCGGAAACCTCACGAACCCGAAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GAAACCTCACGAACCCGAAA
1224 Kdmeéa Kdm6a_1224 GGAAAGGACGAAACACCGCGCCAGGATGAAGGCCCTGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CGCCAGGATGAAGGCCCTGC
1225 Tpp2 Tpp2_1225 GGAAAGGACGAAACACCGCACACCAAGCAGTCATATACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 CACACCAAGCAGTCATATAC
1226 Tpp2 Tpp2_1226 GGAAAGGACGAAACACCGATTGATATCATTGATACAACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG| 73 ATTGATATCATTGATACAAC
1227 Tpp2 Tpp2_1227 GGAAAGGACGAAACACCGATAGGCCAATAAACTAATCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA(G 73 ATAGGCCAATAAACTAATCA
1228 Tpp2 Tpp2_1228 GGAAAGGACGAAACACCGTGGTTATGACTTCTATCCAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG| 73 TGGTTATGACTTCTATCCAA

1229 1112b 1112b_1229 GGAAAGGACGAAACACCGCCTGCCCATTGAACTGGCGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 CCTGCCCATTGAACTGGCGT
1230 1112b 1112b_1230 GGAAAGGACGAAACACCGCCATGAGCACGTGAACCGTCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CCATGAGCACGTGAACCGTC
1231 1112b 1112b_1231 GGAAAGGACGAAACACCGCATGTCACTGCCCGAGAGTCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA(] 73 CATGTCACTGCCCGAGAGTC
1232 1112b 1112b_1232 GGAAAGGACGAAACACCGGACTGGACTCCCGATGCCCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GACTGGACTCCCGATGCCCC
1233 Stat2 Stat2_1233 GGAAAGGACGAAACACCGTGAGATTGAAAATCGAATCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TGAGATTGAAAATCGAATCC
1234 Stat2 Stat2_1234 GGAAAGGACGAAACACCGTCCACAACTGCTTCGGGGGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TCCACAACTGCTTCGGGGGC
1235 Stat2 Stat2_1235 GGAAAGGACGAAACACCGCTGAGCTGTAGTGGTCCCACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA] 73 CTGAGCTGTAGTGGTCCCAC
1236 Stat2 Stat2_1236 GGAAAGGACGAAACACCGAGTTCTTGGTGAGATCCATCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 AGTTCTTGGTGAGATCCATC
1237 3 C3_1237 GGAAAGGACGAAACACCGGATGACGACTGTCTTGCCCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 GATGACGACTGTCTTGCCCA
1238 C3 C3_1238 GGAAAGGACGAAACACCGACAAAGGCAAGATGCCGTGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 ACAAAGGCAAGATGCCGTGT
1239 3 C3_1239 GGAAAGGACGAAACACCGGAGCGAAGAGACCATCGTACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 GAGCGAAGAGACCATCGTAC]
1240 C3 C3_1240 GGAAAGGACGAAACACCGGACAGTCGTCATCCTCATTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG| 73 GACAGTCGTCATCCTCATTG
1241 C6 C6_1241 GGAAAGGACGAAACACCGTAGTAGTGAACGATTACTATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 TAGTAGTGAACGATTACTAT
1242 C6 C6_1242 GGAAAGGACGAAACACCGCGATAAGCTTTGTATCAAGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA(Q 73 CGATAAGCTTTGTATCAAGC
1243 C6 C6_1243 GGAAAGGACGAAACACCGTGAAACACGGTATGGATTACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TGAAACACGGTATGGATTAC
1244 C6 C6_1244 GGAAAGGACGAAACACCGGGTTGCCCCCCAAACTGACTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 GGTTGCCCCCCAAACTGACT
1245 Cfb Cfb_1245 GGAAAGGACGAAACACCGTTCGAGTCTGCACGGGGTATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TTCGAGTCTGCACGGGGTAT
1246 Cfb Cfb_1246 GGAAAGGACGAAACACCGAATACGCTGCCCACGACCGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 AATACGCTGCCCACGACCGC
1247 Cfb Cfb_1247 GGAAAGGACGAAACACCGGCTGGATACTGTCCCAATCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 GCTGGATACTGTCCCAATCC
1248 Cfb Cfb_1248 GGAAAGGACGAAACACCGAGCCACGCAGGACAAGTCCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 AGCCACGCAGGACAAGTCCC
1253 BRDN0000737505 |BRDN0000737505_125]| GGAAAGGACGAAACACCGAAAAAGTCCGCGATTACGTCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA(Q 73 NTCs AAAAAGTCCGCGATTACGTC
1254 BRDN0000737693 [BRDN0000737693_125{ GGAAAGGACGAAACACCGAAAACGGCTCGATCGGTGATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 AAAACGGCTCGATCGGTGAT
1255 BRDN0000737637 |BRDN0000737637_125| GGAAAGGACGAAACACCGAAAACGTAATTATACCGAGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 AAAACGTAATTATACCGAGC
1256 BRDN0000738185 [BRDN0000738185_125| GGAAAGGACGAAACACCGAAAATTGCACCTTCCCGGCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 AAAATTGCACCTTCCCGGCC
1257 BRDN0000737801 |BRDN0000737801_125|GGAAAGGACGAAACACCGAAACCCCCGCGCGGAGCGTCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 AAACCCCCGCGCGGAGCGTC
1258 BRDN0000737467 [BRDN0000737467_125| GGAAAGGACGAAACACCGAAACCTAGCGTAGATTCGGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 AAACCTAGCGTAGATTCGGC
1259 BRDN0000737848 |BRDN0000737848_125| GGAAAGGACGAAACACCGAAACGAGGCTGTTCGTACACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 AAACGAGGCTGTTCGTACAC
1260 BRDN0000737609 [BRDN0000737609_126| GGAAAGGACGAAACACCGAAACTCATACGTAGCGAATCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 AAACTCATACGTAGCGAATC
1261 BRDN0000737434 |BRDN0000737434_126| GGAAAGGACGAAACACCGAAACTCCCGTGTCAACCGATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 AAACTCCCGTGTCAACCGAT
1262 BRDN0000738254 [BRDN0000738254_126] GGAAAGGACGAAACACCGAAAGACGTGCATTCAGCGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 AAAGACGTGCATTCAGCGAG
1263 BRDN0000737777 [BRDN0000737777_126] GGAAAGGACGAAACACCGAACATGTTAAGTCGCGTTATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 AACATGTTAAGTCGCGTTAT
1264 BRDN0000737611 |BRDN0000737611_126/GGAAAGGACGAAACACCGAACCAGCATTTGACCGCGCTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 AACCAGCATTTGACCGCGCT
1265 BRDN0000737528 [BRDN0000737528_126] GGAAAGGACGAAACACCGAACCCCGGCTGTCATCGCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 AACCCCGGCTGTCATCGCCG
1266 BRDN0000738228 |BRDN0000738228_126(| GGAAAGGACGAAACACCGAACCCGCCGGAACAATCAGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 AACCCGCCGGAACAATCAGC
1267 BRDN0000737727 [BRDN0000737727_126| GGAAAGGACGAAACACCGAACCGGCTGCGCGTTTGCAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 AACCGGCTGCGCGTTTGCAA
1268 BRDN0000737483 |BRDN0000737483_126] GGAAAGGACGAAACACCGAACCGTACTGCGAGGAGCATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 AACCGTACTGCGAGGAGCAT
1269 BRDN0000737872 [BRDN0000737872_126 GGAAAGGACGAAACACCGAACCTCGTCTCATGTACGAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 AACCTCGTCTCATGTACGAA
1270 BRDN0000737516 |BRDN0000737516_127| GGAAAGGACGAAACACCGAACGCCCCGGATTTCGTTGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 AACGCCCCGGATTTCGTTGA
1271 BRDN0000737844 [BRDN0000737844_127| GGAAAGGACGAAACACCGAACGGCTGCGCCCGCGGCAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 AACGGCTGCGCCCGCGGCAA
1272 BRDN0000737412 |BRDN0000737412_127)|GGAAAGGACGAAACACCGAACGGGCGCAATACCCTTTTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 AACGGGCGCAATACCCTTTT
1273 BRDN0000737631 [BRDN0000737631_127|GGAAAGGACGAAACACCGAACGGTAGCGTACCCGTGAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 AACGGTAGCGTACCCGTGAA
1274 BRDN0000737750 |BRDN0000737750_127| GGAAAGGACGAAACACCGAACGGTCAAATCCGTGAGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 AACGGTCAAATCCGTGAGGG]
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1275 BRDN0000737875 [BRDN0000737875_127{ GGAAAGGACGAAACACCGAACGTCACCAACCTCGATCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 AACGTCACCAACCTCGATCC
1276 BRDN0000738229 [BRDN0000738229_127{ GGAAAGGACGAAACACCGAACGTTATAGCTTCGTCTCTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGY 73 AACGTTATAGCTTCGTCTCT
1277 BRDN0000737806 [BRDN0000737806_127| GGAAAGGACGAAACACCGAACTAACTCACTACGCACGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 AACTAACTCACTACGCACGA
1278 BRDN0000738366 [BRDN0000738366_127{ GGAAAGGACGAAACACCGAACTCCTCATCGTACGCTAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG| 73 AACTCCTCATCGTACGCTAA
1279 BRDN0000737593 [BRDN0000737593_127{ GGAAAGGACGAAACACCGAACTCGCGTGGGAAGTCCGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA| 73 AACTCGCGTGGGAAGTCCGG
1280 BRDN0000738128 [BRDN0000738128_128| GGAAAGGACGAAACACCGAACTTATACGTAATCTGATCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG| 73 AACTTATACGTAATCTGATC
1281 BRDN0000738307 [BRDN0000738307_128| GGAAAGGACGAAACACCGAAGACTCCTACGTATCGAGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA] 73 AAGACTCCTACGTATCGAGC
1282 BRDN0000737391 [BRDN0000737391_128| GGAAAGGACGAAACACCGAAGCACAAGAACGGTCCGCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 AAGCACAAGAACGGTCCGCC
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