





reflD chr strd | ES_exp und [ 3RA | name
NM_175030 chr4 |+ 9.883396667 1 0 Tctex1d4
NM_011562 chr9 |- 6064.253333 1 0 Tdgf1
NM_013690 chr4 |+ 25.03686667 1 0 Tek
NM_011569 chrit |- 25.448 1 0 Tekt1
NM_009384 chr16 | - 65.58181667 1 0 Tiam1
NM_001037744 chri4 | + 7.006266667 1 0 Timm8a2
NM_181856 chril | + 45.72756667 1 0 Tmc8
NM_175408 chré |+ 15.03183333 1 0 Tmem139
NM_178381 chr7 |- 147.8876667 1 0 Tmem16j
NM_178915 chri12 | - 17.69183333 1 0 Tmem179
NM_144936 chr9 |- 14.16273333 1 0 Tmem45b
NM_025452 chrd |+ 20.3242 1 0 Tmemb54
NM_001033334 chr12 | - 8.828598167 1 0 Tmem90a
NM_011609 chré 78.80666667 1 0 Tnfrsfla
NM_033042 chr4 7.575616667 1 0 Tnfrsf25
NM_009401 chrd |- 15.6071 1 0 Tnfrsf8
NM_023517 chrit |- 151.102 1 0 Tnfsf13
NM_033622 chr8 |+ 8.671323444 1 0 Tnfsf13b
NM_031880 chrit |- 49.49483333 1 0 Tnk1
NM_001025261 chrd |- 963.531775 1 0 Tpd52
NM_009426 chré |- 375.4086667 1 0 Trh
NM_181853 chr7 |- 2.693260667 1 0 Trim66
NM_053166 chrit |+ 7.347169 1 0 Trim7
NM_001035239 chr19 | + 3.242314167 1 0 Trpm3
NM_022017 chrs5 |- 3.71322 1 0 Trpv4
NM_028417 chr7 |+ 9.24646 1 0 Ttc9b
NM_172818 chr15 | - 32.04264 1 0 Tt
NM_134028 chritl | + 7.185812667 1 0 Tubg2
NM_001009573 chrit |- 25.4736 1 0 Unc13d
NM_152823 chr17 | + 19.22723333 1 0 Unc5cl
NM_021397 chr7 |- 56.149145 1 0 Zbtb32
NM_009540 chr10 | - 34.00788889 1 0 Zfa
NM_022985 chr7 |- 720.0477246 1 0 Zfand6
NM_028913 chr7 139.16 1 0 Zfp819
NM_009567 chr7 33.89545 1 0 Zfp93
NM_001039242 chrit |- 9.701914167 1 0

NM_017461 chr7 |- 66.57913333 1 0

NM_029687 chr2 18.79973167 1 0

NM_026152 chr19 17.11593333 0 1 0610010D20Rik
NM_028747 chr2 |+ 5.25449 0 1 0610012H0O3RIik
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reflD chr strd | ES_exp und [ 3RA | name
NM_001081123 chrX |+ 4.789186667 0 1 1100001E04Rik
NM_025427 chri4 | - 112.2610333 0 1 1190002H23Rik
NM_029639 chr9 |+ 54.8588 0 1 1600029D21Rik
NM_001024614 chr5 |+ 4.915230333 0 1 1700007G11Rik
NM_025851 chr17 | + 4.274049444 0 1 1700010114Rik
NM_001017407 chr10 | + 4.903274833 0 1 1700021K02Rik
NM_029338 chr17 | - 2.929013333 0 1 1700027N10Rik
NM_026931 chrg |- 21.886605 0 1 1810011010Rik
NM_025459 chr1s 95.92802189 0 1 1810015C04Rik
NM_027363 chr7 6.496243333 0 1 2010110P09Rik
NM_001081226 chri |- 44.64756667 0 1 2310009B15Rik
NM_001077348 chr17 | - 22.78533333 0 1 2310076L09Rik
NM_172884 chrs |- 41.98977583 0 1 2900026A02Rik
NM_028725 chr8 |- 1.025398667 0 1 4632417N05Rik
NM_028732 chr10 |+ 10.61635 0 1 4632428N05Rik
NM_172540 chrX |- 29.04042983 0 1 4732479N06Rik
NM_029425 chr3 |+ 3.226433333 0 1 4833424015Rik
NM_001078646 chr3 |+ 2.723946667 0 1 4921515J06Rik
NM_001033170 chr7 |+ 1.642651 0 1 4930403C10Rik
NM_029053 chr16 | - 5.779 0 1 4930451C15Rik
NM_207267 chrX |- 119.235175 0 1 4930488E11Rik
NM_029070 chr16 | - 2.51222 0 1 4930511J11Rik
NM_026262 chrit |+ 9.746416667 0 1 4930524B15Rik
NM_027644 chr17 | - 39.6732 0 1 4931440B09Rik
NM_177230 chr5 |- 13.43488333 0 1 4932413014Rik
NM_175017 chré 13.315773 0 1 4933427D06Rik
NM_021493 chrid 38.18616417 0 1 4933428G20Rik
NM_001033304 chr3 |- 6.272151667 0 1 5330417C22Rik
NM_001032727 chr15 | - 3.617248333 0 1 5730410E15Rik
NM_001033465 chr7 |- 11.3524605 0 1 6430531B16Rik
NM_175677 chr7 |- 8.526778333 0 1 9230105E10Rik
NM_001081351 chré |+ 5.894446444 0 1 A430107013Rik
NM_001004174 chr2 |+ 75.20116667 0 1 AA467197
NM_172961 chr16 |+ 15.82053333 0 1 Abat
NM_029600 chrit |- 9.345783333 0 1 Abcc3
NM_018795 chr7 |- 3.0721 0 1 Abcc6é
NM_009599 chr5 |+ 1.612181333 0 1 Ache
NM_028790 chr13 | + 6.214099444 0 1 Acot12
NM_009606 chr8 |- 190.4283333 0 1 Actal
NM_033268 chr13 | - 17.38644333 0 1 Actn2
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reflD chr strd | ES_exp und [ 3RA | name
NM_172126 chrs |- 9.396541333 0 1 Adamia
NM_029967 chrd |+ 7.953871111 0 1 Adamtsl1
NM_009623 chris | - 3.796002 0 1 Adcy8
NM_009627 chr7 |+ 45.18346667 0 1 Adm
NM_013461 chr14 | + 3.314106667 0 1 Adrala
NM_134044 chri2 | - 224.184 0 1 Al413782
NM_001039220 chr8 27.09473333 0 1 Al429214
NM_027406 chr6 24.48371 0 1 Aldh11
NM_009662 chré |- 26.0207 0 1 Alox5
NM_009661 chrit |- 7.138656667 0 1 Alox8
NM_172553 chr10 | - 4.674681667 0 1 Alx1
NM_007442 chr2 |+ 13.95086667 0 1 Alx4
NM_175667 chr2 |+ 1.466679667 0 1 Ankrd5
NM_019456 chr2 |+ 11.27054833 0 1 Apbb1ip
NM_013476 chrX |+ 4.930932083 0 1 Ar
NM_138630 chrxX |- 16.65101111 0 1 Arhgap4
NM_009707 chrX |+ 5.040312778 0 1 Arhgap6
NM_007486 chré |- 38.29646667 0 1 Arhgdib
NM_001081083 chr2 |+ 3.093956667 0 1 Armc3
NM_001038499 chr18 | + 26.35153333 0 1 Arsi
NM_009710 chr7 |+ 28.72191 0 1 Art1
NM_007495 chri |+ 0.928610667 0 1 Astn1
NM_133699 chri2 | - 2.938616667 0 1 Atp6vic2
NM_015803 chri4 | - 10.70687556 0 1 Atp8a2
NM_177809 chri3 | + 3.729253667 0 1 AU042651
NM_009732 chr2 |- 12.68647333 0 1 Avp
NM_029007 chr12 | - 4.273366667 0 1 AW125753
NM_033149 chr16 | + 7.256472333 0 1 B3galt5
NM_001005477 chr5 |- 8.420356667 0 1 Barhl2
NM_007526 chr13 | + 9.090933333 0 1 Barx1
NM_001033128 chr19 | - 24.2736 0 1 Bbs1
NM_183162 chr2 |- 24.92806667 0 1 BC006779
NM_145389 chr16 | - 1.991186667 0 1 BC016579
NM_145577 chr7 |- 17.93193 0 1 BC023179
NM_001033284 chri 41.07904667 0 1 BC026585
NM_153584 chr9 20.53253889 0 1 BC031353
NM_172295 chr3 |- 62.51023333 0 1 BC037703
NM_153172 chr9 |+ 6.565373333 0 1 BC107230
NM_009738 chr3 |- 7.504622444 0 1 Bche
NM_007528 chrit | - 25.4331 0 1 Bcl6b
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reflD chr strd | ES_exp und [ 3RA | name
NM_007542 chrX |+ 136.4230222 0 1 Bgn
NM_080641 chr2 |- 5.18289 0 1 Bhlhb4
NM_022884 chr13 | - 5.784758667 0 1 Bhmt2
NM_001079873 chr5 |+ 12.30290444 0 1 Brdt
NM_133195 chr18 | - 28.16772925 0 1 Brunol4
NM_026161 chr2 [+ 14.95829667 0 1 C1qgtnf4
NM_177883 chré |+ 15.46726667 0 1 C330043MO08Rik
NM_009782 chri |- 1.564223333 0 1 Cacnaile
NM_009788 chrd |+ 2.224458 0 1 Calb1
NM_021371 chr5 [+ 3.916604333 0 1 Caln1
NM_028296 chrit |+ 7.815518333 0 1 Car10
NM_178396 chr9 |+ 12.79397478 0 1 Car12
NM_001081493 chr13 | - 5.093545333 0 1 Cartpt
NM_013803 chr16 | - 9.848468333 0 1 Casr
NM_016900 chré |+ 13.93943333 0 1 Cav2
NM_172633 chr18 | + 1.247748 0 1 CbiIn2
NM_007626 chr15 | - 325.2177753 0 1 Cbx5
NM_172274 chr5 [+ 53.03453333 0 1 Cc2d2a
NM_146178 chr7 |+ 41.70396667 0 1 Ccdc106
NM_172914 chr8 |+ 10.90281667 0 1 Ccdc113
NM_025455 chrd |- 26.6168715 0 1 Ccdc28b
NM_201362 chr18 | + 62.61506667 0 1 Ccdc68
NM_001048179 chrd |- 70.69874444 0 1 Ccl27
NM_001039150 chr2 |- 38.90918667 0 1 Cd44
NM_009856 chr13 | + 3.592613333 0 1 Cd83
NM_028176 chrd |- 32.8504 0 1 Cda
NM_009866 chr8 |- 15.796495 0 1 Cdh11
NM_011800 chr1 4.06222 0 1 Cdh20
NM_009868 chr8 7.93545 0 1 Cdh5
NM_009880 chr18 | - 6.198353333 0 1 Cdx1
NM_007674 chrX |+ 3.356251 0 1 Cdx4
NM_199032 chr5 [+ 11.57768 0 1 Cep135
NM_021050 chré |+ 0.553694333 0 1 Cftr
NM_007697 chré |+ 3.436331083 0 1 Chl1
NM_031258 chrX |- 3.15341925 0 1 Chrdi1
NM_033269 chr13 | - 6.779846667 0 1 Chrm3
NM_007702 chr18 [+ 55.0458 0 1 Cidea
NM_173876 chrg8 |- 327.597275 0 1 Clcn3
NM_172621 chr17 | + 13.90686667 0 1 Clich
NM_153508 chré |- 45.96013333 0 1 Clstn3

142




reflD chr strd | ES_exp und [ 3RA | name
NM_001081047 chr4 |- 24.799 0 1 Cnksr1
NM_173004 chré |+ 5.875346167 0 1 Cntn4
NM_007729 chr3 |+ 15.79626667 0 1 Col11at
NM_007730 chr9 |- 13.98062244 0 1 Col12a1
NM_009928 chrd |+ 7.367626667 0 1 Col15at
NM_007733 chrt |- 4.793060667 0 1 Col19at
NM_007737 chri |- 32.95301283 0 1 Col5a2
NM_016919 chr9 |- 19.43762833 0 1 Col5a3
NM_146007 chr10 | - 26.69700667 0 1 Col6a2
NM_199473 chrd |+ 11.10308333 0 1 Col8a2
NM_009898 chr7 |- 42.26711444 0 1 Corola
NM_030703 chr19 | - 19.41252 0 1 Cpn1
NM_007758 chrl |- 2.665696667 0 1 Cr2
NM_007759 chr3 191.5546667 0 1 Crabp2
NM_030209 chr8 11.88480889 0 1 Crispld2
NM_021541 chrt |- 12.27302 0 1 Cryba2
NM_145473 chr15 [+ 15.80996444 0 1 Csdc2
NM_139001 chr9 |+ 4.572242 0 1 Cspg4
NM_026778 chr15 | + 51.1359 0 1 Cthret
NM_001012477 chré |+ 30.96568333 0 1 Cxcl12
NM_009140 chr5 |+ 5.13467 0 1 Cxcl2
NM_009996 chr2 |- 6.758166667 0 1 Cyp24at
NM_010008 chr4 5.051503333 0 1 Cyp2j6
NM_177307 chr17 | + 36.02816667 0 1 Cyp4f39
NM_001003947 chr4 |- 6.350996667 0 1 Cyp4xi
NM_001024931 chrit |- 15.48262 0 1 D11Bwg0517e
NM_001081051 chr13 | + 5.68623 0 1 D130043K22Rik
NM_153574 chré |- 8.775338333 0 1 D430015B01Rik
NM_033079 chré |+ 51.733 0 1 D6Mmb5e
NM_001008231 chr17 | - 6.258941833 0 1 Daam?2
NM_001037905 chr15 141.4350167 0 1 Dab2
NM_001001602 chr2 103.1778667 0 1 Dab2ip
NM_001005232 chr7 |- 5.168793333 0 1 Dbx1
NM_207533 chr15 | - 0.959807333 0 1 Dbx2
NM_007835 chré |+ 220.4691667 0 1 Dctn1
NM_177914 chrX |+ 7.97494 0 1 Dgkk
NM_020265 chr3 |+ 2.207786333 0 1 Dkk2
NM_015789 chr7 |- 26.21506667 0 1 DkkI1
NM_010052 chr12 25.89073333 0 1 Dlk1
NM_010055 chri1 14.53574 0 1 DIx3
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reflD chr strd | ES_exp und [ 3RA | name
NM_028772 chr13 | + 6.908885 0 1 Dmgdh
NM_145831 chr19 | + 2.971846667 0 1 Dmrt2
NM_001034878 chrit1 |+ 15.374675 0 1 Dnaic2
NM_025926 chr3 |- 33.89873267 0 1 Dnajb4
NM_001038619 chri |- 9.031808556 0 1 Dnm3
NM_021791 chr19 | + 43.40593333 0 1 Doc2g
NM_010071 chri4 | + 142.5763333 0 1 Dok2
NM_199021 chri |- 3.335886722 0 1 Dpp10
NM_007878 chr7 |+ 9.339783333 0 1 Drd4
NM_007882 chr18 | - 5.281264333 0 1 Dsc3
NM_025777 chr2 |+ 10.55824667 0 1 Duoxa2
NM_001077694 chré |+ 46.065285 0 1 Dysf
NM_010095 chr14 | + 4.100060333 0 1 Ebf2
NM_021306 chr1t |- 18.14236667 0 1 Ecell
NM_007903 chr2 |+ 11.35396583 0 1 Edn3
NM_010332 chr8 |- 4.8863125 0 1 Ednra
NM_146015 chr11 25.9915 0 1 Efemp1
NM_001034882 chr14 12.73593333 0 1 EG432879
NM_153068 chr7 |- 18.00237833 0 1 Ehd2
NM_023737 chr16 | - 8.27246 0 1 Ehhadh
NM_183141 chr15 | - 9.98515 0 1 Elfn2
NM_024474 chr5 |- 3.308851667 0 1 Emid2
NM_133918 chr5 |+ 7.10736 0 1 Emilin1
NM_010131 chré |+ 4.887960833 0 1 Emx1
NM_010132 chr19 | + 5.7946 0 1 Emx2
NM_010133 chri |+ 4.57889 0 1 En1
NM_007933 chrit |+ 78.660805 0 1 Eno3
NM_032003 chr17 | + 75.98556667 0 1 Enpp5
NM_009848 chr19 | + 3.140346667 0 1 Entpd1
NM_023580 chré |- 15.94314889 0 1 Epha1t
NM_027984 chrit |- 2.8445 0 1 Epn3
NM_029495 chri4 |+ 8.528187667 0 1 Epstit
NM_010154 chrlt |- 4.213521333 0 1 Erbb4
NM_007950 chrs 14.50606667 0 1 Ereg
NM_023154 chr7 134.0493333 0 1 Ethe1
NM_007959 chr7 |- 46.64126667 0 1 Etv2
NM_007966 chré |+ 10.18014333 0 1 Evxi1
NM_015795 chr14 | + 37.87736667 0 1 Fbxo16
NM_153111 chri |- 10.46433333 0 1 Fev
NM_030610 chr8 |- 3.965891333 0 1 Fgf20
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reflD chr strd | ES_exp und [ 3RA | name
NM_008034 chr7 |- 405.341 0 1 Folr1
NM_008259 chri2 | - 6.605289667 0 1 Foxa1l
NM_008023 chr19 | - 1.889806667 0 1 Foxb2
NM_008592 chr13 | + 10.06806 0 1 Foxc1
NM_010225 chr13 | + 7.128838 0 1 Foxf2
NM_010237 chr10 | + 6.323597133 0 1 Frk
NM_172869 chrd |+ 5.065050833 0 1 Frmd3
NM_172475 chr2 [+ 62.563515 0 1 Frmd4a
NM_177136 chr5 |- 99.041375 0 1 Fryl
NM_178673 chr3 |+ 6.596066667 0 1 Fstl5
NM_001081454 chr7 |- 88.59076667 0 1 Furin
NM_019503 chr7 |- 19.90463333 0 1 Fxyd1
NM_022007 chr7 |- 2.891096 0 1 Fxyd7
NM_008067 chrX |- 4.538809333 0 1 Gabra3
NM_008070 chri1 | + 9.478448667 0 1 Gabrb2
NM_010252 chrs5 |- 3.089753667 0 1 Gabrg1
NM_173739 chr7 |- 138.74223333 0 1 Galntl4
NM_008083 chr16 | - 10.750891 0 1 Gap43
NM_010258 chr18 | + 45.39638333 0 1 Gata6
NM_001077411 chr3 |+ 174.8891667 0 1 Gba
NM_018734 chr3 |+ 43.25273333 0 1 Gbp3
NM_010267 chri |+ 8.4745415 0 1 Gdap1
NM_145741 chri4 | + 5.137793333 0 1 Gdf10
NM_010278 chr5 |- 2.519437 0 1 Gfit
NM_010280 chr18 34.28203333 0 1 Gfra3
NM_144786 chr2 |- 2.382863333 0 1 Ggt7
NM_001010937 chri4 | - 5.285336667 0 1 Gjb6
NM_010290 chr2 |- 4.26456 0 1 Gjd2
NM_025374 chr17 | - 753.5391 0 1 Glo1
NM_001085513 chrd |+ 29.57993333 0 1 Gm693
NM_001007580 chrX |- 81.5337 0 1 Gm784
NM_001005424 chr2 |- 6.164707 0 1 Gm996
NM_025331 chré 6.849093333 0 1 Gng11
NM_026680 chr1 6.171436667 0 1 Golt1a
NM_198192 chr3 |- 4.149433333 0 1 Gpr103
NM_177346 chr3 |- 1.293719222 0 1 Gpri149
NM_173365 chr15 | - 33.82423333 0 1 Gpr20
NM_001079847 chrX |+ 2.820535 0 1 Gpré4
NM_030720 chri5 | - 9.4807 0 1 Gpr84
NM_182805 chri5 | + 55.45773333 0 1 Gpt
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reflD chr strd | ES_exp und [ 3RA | name
NM_153528 chr16 | - 4.410622667 0 1 Gramdic
NM_001039195 chr3 |- 8.472208833 0 1 Gria2
NM_016886 chrX |+ 2.503239833 0 1 Gria3
NM_133355 chr5 |+ 20.13223333 0 1 Grid2ip
NM_010348 chr16 | - 1.687404833 0 1 Grik1
NM_010350 chrid 5.344683333 0 1 Grin2c
NM_181850 chr5 |- 3.13942 0 1 Grm3
NM_177328 chré |+ 3.185946833 0 1 Grm7
NM_001080553 chré |- 12.52174 0 1 Gsg1
NM_133256 chr5 8.280863333 0 1 Gsx2
NM_023630 chr17 6.832416667 0 1 Gtf2all
NM_021896 chr3 |- 5.387448 0 1 Gucyl1a3
NM_017469 chr3 |- 18.75116667 0 1 Gucy1b3
NM_178747 chri4 | - 24.01483333 0 1 Gulo
NM_010369 chrg8 [+ 2.144092833 0 1 Gypa
NM_001048207 chr18 | - 16.9261 0 1 Gypc
NM_013500 chri3 | + 4,121338722 0 1 HapIn1
NM_009330 chril [+ 12.29476667 0 1 Hnf1b
NM_013920 chr3 |+ 2.258252111 0 1 Hnf4dg
NM_008263 chré |- 4.802387833 0 1 Hoxa10
NM_010450 chré |- 14.3211 0 1 Hoxa11
NM_010451 chr6 |- 6.729223333 0 1 Hoxa2
NM_010455 chré |- 3.9294 0 1 Hoxa7
NM_010456 chré |- 16.056205 0 1 Hoxa9
NM_008267 chril |+ 5.42563 0 1 Hoxb13
NM_134032 chritl | + 16.10728667 0 1 Hoxb2
NM_010458 chrit | + 10.03229667 0 1 Hoxb3
NM_010459 chrit |+ 7.950618333 0 1 Hoxb4
NM_008268 chrit |+ 1.575192333 0 1 Hoxb5
NM_008269 chril [+ 3.263401 0 1 Hoxb6
NM_010460 chri1 |+ 5.128853333 0 1 Hoxb7
NM_010461 chrit [+ 7.116043333 0 1 Hoxb8
NM_013553 chr15 [+ 2.986306667 0 1 Hoxc4
NM_175730 chr15 [+ 2.922351556 0 1 Hoxc5
NM_010466 chr15 |+ 4.701613333 0 1 Hoxc8
NM_013554 chr2 [+ 3.160286667 0 1 Hoxd10
NM_010468 chr2 [+ 5.093916667 0 1 Hoxd3
NM_013555 chr2 |+ 8.84794 0 1 Hoxd9
NM_152803 chr5 |- 16.16563333 0 1 Hpse
NM_001045527 chrit |+ 22.51836667 0 1 Hsf5
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reflD chr strd | ES_exp und [ 3RA | name
NM_028306 chr2 |+ 1.444075667 0 1 Hspa12b
NM_010483 chri |- 5.209976667 0 1 Htr5b
NM_001042489 chr5 |+ 82.3278 0 1 Hvcn1
NM_023892 chr9 |+ 19.51003333 0 1 Icam4
NM_027835 chr2 |- 6.151863333 0 1 Ifih1
NM_028968 chr16 | - 15.35856667 0 1 Ifitm7
NM_010512 chr10 | + 11.59969422 0 1 Igf1
NM_010514 chr7 |- 83.30496667 0 1 Igf2
NM_010544 chri |- 10.60878333 0 1 Ihh
NM_011771 chrit |- 6.374703 0 1 Ikzf3
NM_008357 chrg8 |- 8.35968 0 1 15
NM_008358 chr2 |+ 5.863516667 0 1 II15ra
NM_013563 chrX |- 26.68428333 0 1 l12rg
NM_001008700 chr7 5.956526778 0 1 ll4ra
NM_008380 chr13 30.73955833 0 1 Inhba
NM_013754 chr19 | - 53.3247 0 1 Insl6
NM_011832 chr3 |+ 6.265636667 0 1 Insrr
NM_016850 chr7 |- 4.453696667 0 1 Irf7
NM_010572 chrX 15.542355 0 1 Irs4
NM_010573 chr13 | - 12.77979667 0 1 Irx1
NM_018885 chr13 | + 1.703066667 0 1 Irx4
NM_172471 chr2 |+ 2.003182 0 1 Itih5
NM_001017426 chrit |- 189.7974833 0 1 Jmjd3
NM_021566 chr2 |- 10.79746667 0 1 Jph2
NM_010590 chri4 | - 963.1553333 0 1 Jub
NM_027721 chr18 | - 17.28128333 0 1 Katnal2
NM_001024135 chri4 | + 64.93765911 0 1 Kbtbd7
NM_013568 chré |- 5.748365556 0 1 Kcna6
NM_021487 chrX |- 2.997803333 0 1 Kcneil
NM_201531 chr12 | - 2.652526833 0 1 Kenf1
NM_027398 chrit |- 9.952791667 0 1 Kcnip1
NM_001039484 chri [+ 15.69733333 0 1 Kcnj10
NM_010638 chr19 | + 767.4868529 0 1 KIf9
NM_053105 chr14 | - 2.916557 0 1 Klhi1
NM_177261 chr7 |+ 20.47016556 0 1 Kndc1
NM_145416 chro |- 81.58837917 0 1 Kri1
NM_010664 chr15 | + 603.3416667 0 1 Krt18
NM_023256 chrit |- 30.07633333 0 1 Krt20
NM_172946 chrit | - 3.892977 0 1 Krt222
NM_033073 chr15 | + 87.78863333 0 1 Krt7
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reflD chr strd | ES_exp und [ 3RA | name
NM_010681 chr10 | + 2.539671 0 1 Lama4
NM_010692 chré |+ 13.874 0 1 Lbx2
NM_010701 chri4 | - 2.172976667 0 1 Lect1
NM_008495 chr15 | + 1444.747333 0 1 Lgals1
NM_010708 chrit |- 65.76143333 0 1 Lgals9
NM_145219 chri4 | + 5.650827444 0 1 Lgi3
NM_023063 chri5 | - 417.3001421 0 1 Lima1
NM_053106 chri [+ 8.558926667 0 1 Lmod1
NM_001024712 chri4 | - 610.4124111 0 1 LOC544988
NM_001081983 chrX |- 3.50135 0 1 LOC666244
NM_134152 chr19 | + 3.216616667 0 1 Lpxn
NM_019457 chr15 | - 3.063235167 0 1 Lrrc6
NM_025730 chr15 [ + 7.4304555 0 1 Lrrk2
NM_001013019 chr19 | + 27.37016667 0 1 Lrrn4cl
NM_028880 chré |+ 2.143821 0 1 Lrrtm1
NM_172492 chré |- 1.924463333 0 1 Lrtm2
NM_175548 chr16 | + 4.576220889 0 1 Lsamp
NM_010736 chré |- 37.55273333 0 1 Ltbr
NM_178705 chr7 |+ 0.645647333 0 1 Luzp2
NM_023463 chr17 | + 16.99554 0 1 Ly6g6c
NM_145532 chr2 |- 7.322345833 0 1 Mall
NM_174857 chr19 | - 2.401620667 0 1 Mamdc2
NM_001081354 chrX |+ 16.51658 0 1 Mamid1
NM_008555 chri16 | - 10.9115836 0 1 Masp1
NM_013592 chr2 |- 7.85363 0 1 Matn4
NM_001025251 chr18 | + 19.4648255 0 1 Mbp
NM_181407 chr7 [+ 6.315526667 0 1 Me3
NM_001001979 chr18 | + 2.130553333 0 1 Megf10
NM_008595 chri5 | - 63.85243333 0 1 Mfng
NM_029662 chr4 |- 9.178802333 0 1 Mfsd2
NM_172499 chri |- 19.36157167 0 1 Mfsd9
NM_153049 chr15 | - 79.07283333 0 1 Mk
NM_198831 chr7 |- 417.3805 0 1 Mrpl48
NM_019544 chri2 | - 13.78201 0 1 Msgn1
NM_181409 chr3 17.53432778 0 1 Mtmr11
NM_008639 chr8 6.679793333 0 1 Mtnria
NM_001005865 chrg |- 33.09148667 0 1 Mtus1
NM_010850 chrX |- 6.77478 0 1 Mycs
NM_145136 chrit |- 4554471167 0 1 Myocd
NM_011848 chr8 |- 137.122 0 1 Nek3
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reflD chr strd | ES_exp und [ 3RA | name
NM_001037906 chr7 |+ 3.845489667 0 1 Nell1
NM_144946 chr18 | + 3.6237675 0 1 Neto1
NM_010896 chri3 | - 9.241877333 0 1 Neurog1
NM_009719 chr10 | + 8.037597167 0 1 Neurog3
NM_001037178 chr2 |- 13.50962111 0 1 Nfatc2
NM_008685 chr15 | - 2.827183333 0 1 Nfe2
NM_022414 chr12 | - 8.56494 0 1 Ngb
NM_178777 chr3 [+ 2.919561667 0 1 Nhlh2
NM_009385 chr12 | - 1.642526667 0 1 Nkx2-1
NM_001077632 chr2 |- 3.752078667 0 1 Nkx2-2
NM_008699 chr19 | + 11.15045111 0 1 Nkx2-3
NM_008700 chr17 | - 25.90706667 0 1 Nkx2-5
NM_007524 chrs5 |- 2.467476667 0 1 Nkx3-2
NM_138666 chr3 |- 3.185986333 0 1 Nign1
NM_199024 chr18 | - 2.965663778 0 1 Nol4
NM_027988 chr17 | + 4.72214 0 1 Noxo1
NM_013780 chri2 | + 6.081867417 0 1 Npas3
NM_130456 chri [+ 3.697845667 0 1 Nphs2
NM_008726 chrd |+ 38.28886667 0 1 Nppb
NM_010934 chr8 |+ 7.469448333 0 1 Npy1r
NM_016708 chrg |- 2.9322395 0 1 Npy5r
NM_010151 chri13 | - 5.292623333 0 1 Nr2f1
NM_008173 chr18 | - 45.51891853 0 1 Nr3c1
NM_015743 chrd |+ 3.752434444 0 1 Nr4a3
NM_008734 chri4 | - 5.228855952 0 1 Nrg3
NM_013724 chrX |+ 8.337085556 0 1 Nrk
NM_009513 chr13 | - 29.0076 0 1 Nrsn1
NM_018766 chr2 4.94512 0 1 Ntsr1
NM_021431 chrX 42.75136667 0 1 Nudti11
NM_029385 chr9 |- 38.93716667 0 1 Nudt16
NM_031259 chrX |- 14.4451 0 1 Nxf2
NM_145211 chrs5 |- 78.6007 0 1 Oasla
NM_177068 chri |+ 17.54806667 0 1 Olfmi2b
NM_133859 chr3 |- 9.527223333 0 1 OlfmI3
NM_147049 chr7 |- 2.254426667 0 1 Olfr658
NM_016967 chri16 | + 177.9406667 0 1 Olig2
NM_139226 chr10 |+ 1.587215 0 1 Onecut3
NM_011012 chr2 |+ 6.620716556 0 1 Oprl1
NM_054076 chri |- 7.088313333 0 1 Optc
NM_024289 chr7 |- 14.06153333 0 1 Osbpl5
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reflD chr strd | ES_exp und [ 3RA | name
NM_001081147 chré |- 4.429875 0 1 Oxtr
NM_011028 chr16 | + 10.71542 0 1 P2rx6
NM_130887 chr12 | + 0.855134 0 1 Papln
NM_027995 chrd |+ 14.803495 0 1 Paqr7
NM_008780 chr2 |+ 2.171236667 0 1 Pax1
NM_025273 chr10 | + 153.947 0 1 Pcbd1
NM_001081385 chrX [+ 1.183087 0 1 Pcdh11x
NM_001013753 chri4 |+ 1.699420889 0 1 Pcdh17
NM_054072 chr18 | + 4.014749889 0 1 Pcdhat
NM_138662 chr18 | + 4.014749889 0 1 Pcdha3
NM_009959 chr18 | + 4.014749889 0 1 Pcdha5
NM_009957 chr18 | + 4.014749889 0 1 Pcdha7
NM_138661 chr18 | + 4.014749889 0 1 Pcdha9
NM_053126 chr18 | + 3.731304333 0 1 Pcdhb1
NM_053139 chr18 [+ 1.863453 0 1 Pcdhb14
NM_053146 chr18 | + 2.617686333 0 1 Pcdhb21
NM_053131 chr18 | + 1.102107667 0 1 Pcdhb6
NM_033579 chr18 [+ 170.787 0 1 Pcdhgb7
NM_153565 chr4 |- 24.70686667 0 1 Pcsk9
NM_001081033 chr2 |- 4.127126667 0 1 Pdella
NM_001039376 chr3 |- 37.4920075 0 1 Pde4dip
NM_027924 chr9 |+ 6.301365333 0 1 Pdgfd
NM_011058 chr5 |+ 41.70233444 0 1 Pdgfra
NM_016798 chr8 |+ 23.81056667 0 1 Pdlim3
NM_019417 chrit |- 66.39936667 0 1 Pdlim4
NM_001013369 chr2 |+ 1511.94 0 1 Pfdn4
NM_029303 chr13 | - 15.24156667 0 1 Pfn3
NM_008827 chr12 | - 16.23056667 0 1 Pgf
NM_175013 chr19 | - 1.477770333 0 1 Pgm5
NM_008840 chr4 |- 50.59018133 0 1 Pik3cd
NM_011097 chr13 | - 6.540935 0 1 Pitx1
NM_001042504 chr3 [+ 268.802 0 1 Pitx2
NM_001039051 chr10 | + 1.249808167 0 1 Pkib
NM_019645 chr1t |- 7.2576 0 1 Pkp1
NM_008869 chrl |- 12.84538333 0 1 Pla2g4a
NM_207279 chr5 |+ 15.96748 0 1 Plcxd1
NM_013738 chr12 | - 28.25993333 0 1 Plek2
NM_027196 chr19 130.3963333 0 1 Pold4
NM_008901 chrX 5.299595833 0 1 Pou3f4
NM_001080963 chr7 |+ 14.08566667 0 1 Ppapdcia
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reflD chr strd | ES_exp und [ 3RA | name
NM_011169 chr15 | + 6.281253333 0 1 Prir
NM_178774 chr17 | + 3.777096667 0 1 Prr18
NM_028707 chr18 | + 1.457858667 0 1 Psd2
NM_001093750 chrX |- 10.46040333 0 1 Ptchd1
NM_013641 chr8 23.69642833 0 1 Ptger1
NM_053256 chr7 26.4975 0 1 Pth2
NM_008970 chré |- 3.1040055 0 1 Pthih
NM_025760 chrd |- 23.75793 0 1 Ptplad2
NM_027900 chr10 | + 213.7746667 0 1 R3hdm2
NM_026677 chr3 |+ 88.00843333 0 1 Rab13
NM_198409 chrX |+ 1.645422667 0 1 Rai2
NM_001033158 chr9 [+ 19.4411 0 1 Rasl12
NM_009028 chr7 |- 9.147291667 0 1 Rasl2-9
NM_028478 chrs5 |- 39.41113333 0 1 Rassf6
NM_013833 chr18 | - 9.926003333 0 1 Rax
NM_011254 chro |+ 107.6246333 0 1 Rbp1
NM_001080928 chr5 [+ 794.4473492 0 1 Rbpj
NM_009036 chr2 |+ 2.620941667 0 1 Rbpjl
NM_030017 chri2 | + 5.16908 0 1 Rdh12
NM_020002 chri4 | + 100.9974 0 1 Rec8
NM_001024918 chr10 | + 4.11309 0 1 Rfx4
NM_023622 chr9 |- 20.77326333 0 1 Rgl3
NM_019799 chr7 2.532366667 0 1 Rhcg
NM_023275 chr12 | + 10.82528833 0 1 Rhoj
NM_023894 chrX |- 79.9963 0 1 Rhox9
NM_001081388 chr5 |- 17.40011333 0 1 Rimbp2
NM_028724 chr2 [+ 11.31981 0 1 Rin2
NM_001083938 chr17 | - 1287.257667 0 1 Rnaset2a
NM_026611 chr17 | - 862.8054678 0 1 Rnaset2b
NM_026205 chr17 | - 17.66623333 0 1 Rnf151
NM_001033489 chr4 |- 30.76783333 0 1 Rnf207
NM_001043354 chr19 | - 6.738308333 0 1 Rorb
NM_026594 chr16 573.852 0 1 Rpl39I
NM_011302 chrX 13.43143167 0 1 Rs1
NM_028351 chr10 | - 2.891793333 0 1 Rspo3
NM_001025364 chr7 |+ 60.73233333 0 1 Rtn2
NM_009107 chri |+ 15.12421667 0 1 Rxrg
NM_010101 chr13 [+ 6.578155556 0 1 S1pr3
NM_172809 chr14 | + 72.55737822 0 1 Sacs
NM_175303 chr2 |- 1050.996833 0 1 Sall4
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