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A_55_P2011341 2.63 up 191.79 212.36 69.02 183.51 0.00 0.25
A_55_P2003414124.07 up 21.69 74.64 34.88 4367.46 -1.32 0.56
A_55_P2072453 25.07 up 32.15 33.99 860.24 -0.03
A_52_P682382 9.41 up 243.28 204.26 97.43 925.81 0.08 -0.08
A_55_P2179676 4.78 up 20.97 25.38 122.39 -0.13
A_55_P2096515 2.26 up 18.36 21.51 22.23 50.59 -0.34 -0.01
A_55_P2178553 6.15 up 3352.65 3204.55 3804.23 23620.30 -0.15 -0.11
A_51_P110301 2.03 up 8128.13 18337.97 13664.35 27973.23 -1.05 0.22
A_52_P488427 3.09 up 17.81 28.86 29.02 90.50 -0.79 0.01
A_55_P2102065 5.33 up 209.27 391.13 288.04 1550.46 -0.77 0.23
A_55_P2185900 2.55 up 13.24 20.45 13.42 34.61 -0.41 0.31
A_51_P428483 74.23 up 17.43 24.63 1845.63 -0.24
A_55_P1955821 2.82 up 15107.08 22232.48 22802.01 64849.64 -0.67 -0.01
A_55_P1999301 25.80 up 39.22 72.16 45.15 1175.62 -0.63 0.35
A_55_P1996683 2.03 up 48.62 56.98 83.94 171.98 -0.60 -0.27
A_55_P2142226 2.96 up 67.37 104.92 43.67 130.69 -0.37 0.37
A_51_P302566 2.00 up 8443.73 1078.07 1174.87 2374.57 2.27 -0.60
A_55_P2170454 4.62 up 96.99 169.89 138.99 647.58 -0.75 0.15
A_51_P225903 2.48 up 24.32 19.86 16.38 41.06 0.10 -0.10
A_55_P1969904 4.50 up 14.16 20.17 91.60 -0.24
A_52_P627269 3.29 up 30.12 14.23 18.47 61.28 0.31 -0.67
A_51_P408082 18.08 up 18.31 10.90 198.95 0.33
A_51_P113178 2.13 up 20.71 13.96 30.05 0.29
A_52_P537827 5.31 up 48.67 35.90 192.56 0.23
A_55_P1954216 3.66 up 11.71 16.07 59.29 -0.22
A_51_P116651 2.05 up 23.59 61.66 30.31 62.61 -0.96 0.53
A_55_P2059387 2.74 up 12.92 42.02 12.60 34.87 -0.77 1.03
A_51_P110471 2.04 up 11.69 21.41 14.54 29.88 -0.68 0.29
A_55_P2077053 3.06 up 38.63 13.11 40.43 0.79
A_55_P2147803 2.09 up 28.46 37.08 34.44 72.78 -0.42 0.06
A_55_P1973813 2.08 up 29.30 17.94 20.46 43.06 0.22 -0.39
A_55_P2068459 2.28 up 289.43 262.73 97.04 223.48 0.17 0.13
A_55_P2327853 4.72 up 4664.11 97.88 90.56 431.40 4.42 -1.05
A_55_P2048759 2.44 up 369.36 120.02 115.60 285.01 0.92 -0.61
A_51_P369784 5.35 up 17.15 46.87 39.73 214.72 -1.42 0.13
A_51_P477682 2.10 up 93.83 101.25 54.30 115.02 -0.10 0.10
A_55_P2084248 2.45 up 665.00 72.28 97.17 240.42 2.05 -1.05
A_51_P456721 11.38 up 26.36 72.95 70.59 811.02 -1.53 0.03
A_51_P238183 2.66 up 195.82 133.88 180.66 485.33 0.02 -0.43
A_66_P110633 6.18 up 115.13 94.72 86.11 536.96 0.09 -0.09
A_51_P205779 5.54 up 183.65 157.19 125.24 700.80 0.06 -0.06
A_52_P602847 8.95 up 616.55 4714.29 2827.23 25546.16 -2.66 0.38
A_55_P2094060 2.51 up 194.92 241.21 78.16 197.65 -0.04 0.36
A_51_P142421 2.07 up 31.57 41.45 27.52 57.48 -0.25 0.25
A_55_P2071596 2.15 up 19.65 37.80 68.60 148.89 -1.46 -0.42
A_52_P533280 2.09 up 77.40 23.89 31.90 67.44 0.67 -0.93
A_55_P2010292 18.10 up 162.60 391.56 199.94 3652.12 -0.87 0.49
A_55_P1973362 2.02 up 1160.61 30.76 12.35 25.13 5.30 0.16
A_55_P2168722 4.52 up 20.67 21.24 16.90 77.13 -0.07 0.07
A_55_P1963915 11.12 up 41.63 39.27 36.78 412.90 -0.01 0.01
A_66_P138319 7.67 up 18.31 63.08 57.68 446.61 -1.81 0.07



A_55_P2163873 2.18 up 37.75 70.19 102.56 226.14 -1.26 -0.26
A_55_P2010298 22.81 up 50.77 101.60 70.03 1612.28 -0.82 0.28
A_55_P2036472 2.12 up 1580.38 27.82 27.16 58.06 5.21 -0.51
A_55_P2216976 2.10 up 27.30 61.49 11.27 23.89 0.06 1.33
A_52_P544251 2.10 up 33.47 48.53 102.65 -0.26
A_55_P1989563 2.46 up 24.17 60.41 18.46 45.91 -0.50 0.93
A_66_P139196 2.42 up 61.71 56.76 17.52 42.72 0.24 0.22
A_51_P160713 51.51 up 40.42 114.56 141.91 7378.96 -1.75 -0.14
A_51_P390804 2.05 up 73.30 26.96 55.86 0.94
A_52_P409746 84.57 up 27.07 31.14 30.60 2612.52 -0.28 0.02
A_55_P2081488 2.75 up 40.34 114.31 56.39 156.72 -1.08 0.52
A_51_P419439 2.62 up 339.70 299.42 287.05 759.79 0.04 -0.04
A_55_P1960068 2.42 up 52.90 48.31 40.75 99.61 0.02 -0.02
A_55_P2042319 7.05 up 34.49 38.82 34.43 245.09 -0.17 0.10
A_55_P1957198 59.19 up 20.70 22.88 18.19 1086.65 -0.12 0.12
A_55_P2002572 5.21 up 134.64 141.35 152.97 804.95 -0.22 -0.05
A_51_P460954 2.01 up 127.59 907.26 174.56 353.66 -1.03 1.90
A_55_P1952854 2.56 up 104.11 41.85 14.65 37.78 1.31 0.09
A_51_P134142 3.56 up 67.36 126.40 133.01 478.07 -1.03 -0.03
A_51_P133562 10.17 up 29.40 25.78 264.77 0.10
A_55_P1983733 5.66 up 119.34 343.41 269.21 1537.00 -1.44 0.19
A_55_P2020326 2.84 up 823.77 1274.80 976.80 2796.44 -0.53 0.20
A_51_P189082 68.57 up 15.75 13.23 11.54 798.54 0.08 -0.08
A_55_P2117155159.95 up 32.27 45.47 7340.92 -0.29
A_51_P257951 2.71 up 372.43 106.92 40.81 111.61 1.69 -0.01
A_52_P481957 3.67 up 46.56 76.41 89.87 332.54 -0.92 -0.11
A_55_P2072611 4.59 up 85.49 27.96 27.47 127.13 0.76 -0.76
A_55_P2076560 2.58 up 3949.28 700.63 925.99 2412.05 1.33 -1.07
A_51_P219266 3.54 up 39.89 62.45 84.28 300.91 -0.95 -0.21
A_51_P460332 35.04 up 18.45 13.41 17.84 630.84 -0.02 -0.38
A_55_P2183972 2.00 up 104.21 87.05 86.94 175.59 0.08 -0.08
A_55_P1999888 5.80 up 32.21 87.11 31.98 187.31 -0.80 0.73
A_51_P155323 76.26 up 21.70 24.65 11.77 905.80 -0.14 0.14
A_51_P327451 7.00 up 56.67 160.16 35.74 252.58 -0.80 0.80
A_55_P1975370 23.65 up 230.80 924.80 1140.91 27232.19 -2.24 -0.14
A_51_P259975 2.72 up 26.60 38.14 20.02 54.93 -0.31 0.31
A_51_P308844 2.31 up 45.58 40.69 30.84 71.80 0.03 -0.03
A_51_P139108 2.21 up 116.26 493.28 367.66 820.11 -1.96 0.22
A_55_P2127991 2.04 up 179.17 386.51 290.68 598.39 -0.99 0.22
A_55_P1996674 8.51 up 15.95 90.18 74.40 639.05 -2.45 0.15
A_55_P2048607145.76 up 40.18 1314.73 70.16 10322.58 -3.01 2.12
A_52_P502849 2.56 up 147.81 403.56 37.88 98.07 0.26 1.81
A_51_P164296 2.72 up 77.81 120.00 85.80 235.55 -0.47 0.25
A_55_P2205650 3.00 up 66.52 54.73 66.68 201.94 -0.04 -0.22
A_51_P489452 2.29 up 138.16 119.09 142.86 330.29 -0.06 -0.18
A_55_P2133195 4.03 up 174.15 282.77 117.21 477.36 -0.40 0.40
A_55_P2165414 45.89 up 399.89 1035.56 587.00 27189.90 -1.05 0.42
A_55_P2053575 2.17 up 215.05 36.49 40.97 89.85 1.75 -0.71
A_52_P662244 2.88 up 107.98 73.60 88.68 257.90 0.10 -0.35
A_55_P1969771 2.40 up 5031.99 515.16 721.11 1749.20 2.09 -1.10
A_55_P2017347 2.08 up 15.89 11.74 24.69 0.23
A_55_P2010312 40.01 up 40.00 88.74 59.19 2390.41 -0.95 0.30
A_55_P2109033 2.05 up 80.03 391.43 200.88 415.20 -1.90 0.49
A_52_P229972 5.13 up 13.39 13.72 14.72 76.24 -0.18 -0.04
A_55_P1956497 17.60 up 26.12 20.18 30.26 537.59 -0.15 -0.42
A_55_P2050353 2.06 up 4821.97 775.59 975.79 2028.25 1.70 -0.83
A_55_P1968399 35.61 up 17.44 626.85
A_55_P2167092 2.49 up 31.15 19.68 17.95 45.16 0.28 -0.28
A_55_P2102060 51.17 up 40.55 14.22 734.64 0.72



A_52_P270429 8.01 up 20.36 15.58 125.99 0.20
A_51_P140641 2.06 up 39.09 61.16 64.84 134.98 -0.78 -0.03
A_55_P2063715 2.40 up 14.68 33.25 23.92 57.94 -1.03 0.25
A_51_P170959 7.21 up 37.19 67.95 63.22 459.81 -0.91 0.06
A_55_P2175880 2.45 up 273.65 1496.26 1022.74 2524.66 -2.27 0.28
A_51_P265374 2.38 up 11.43 17.82 14.94 35.97 -0.60 0.14
A_55_P2115955 5.60 up 16.79 61.95 36.99 209.00 -1.60 0.38
A_65_P16483 2.10 up 12.74 10.54 22.35 0.10
A_55_P2104975 2.43 up 49.76 56.36 22.59 55.37 -0.11 0.17
A_55_P2039551 2.59 up 129.11 21.62 20.03 52.31 1.86 -0.62
A_51_P267063 2.02 up 91.86 32.24 52.05 106.37 0.37 -1.04
A_51_P395899 2.01 up 93.35 116.52 28.49 57.76 0.31 0.73
A_66_P106836 3.62 up 166.38 177.52 77.69 283.69 -0.10 0.10
A_51_P206225 14.72 up 11.86 176.23
A_51_P323812 2.14 up 12.08 87.98 22.84 49.28 -1.55 1.42
A_51_P386270 3.20 up 14.96 25.61 24.58 79.34 -0.84 0.04
A_51_P372456 3.25 up 34.39 41.54 41.51 136.29 -0.36 0.01
A_51_P455338 2.28 up 32.27 137.70 66.74 153.71 -1.66 0.53
A_55_P1990500 4.71 up 12.09 57.49
A_51_P159453 2.34 up 15.27 80.26 47.26 111.52 -2.10 0.39
A_52_P267824 2.21 up 30.77 85.79 50.90 113.34 -1.19 0.39
A_52_P294510 3.39 up 11.33 38.74
A_51_P301696 2.80 up 174.28 19.29 22.05 62.23 2.16 -0.91
A_55_P2031288 4.88 up 11.65 18.95 24.03 118.47 -0.96 -0.16
A_51_P394014 2.81 up 16.36 32.18 27.28 77.45 -0.95 0.13
A_55_P2075127 4.23 up 17.64 11.35 14.77 63.11 0.09 -0.45
A_55_P2024625 3.57 up 7758.31 15798.83 15927.41 57428.71 -1.12 0.00
A_55_P2058117 2.34 up 210.65 246.36 196.09 462.30 -0.16 0.16
A_55_P2221886 2.50 up 275.65 27.16 38.33 96.65 2.11 -1.14
A_55_P1997585 60.73 up 37.15 25.97 27.62 1693.22 0.17 -0.24
A_55_P2026258 3.62 up 116.79 264.68 24.44 89.34 0.16 1.44
A_55_P2031692 2.14 up 39.46 70.31 101.33 218.75 -1.19 -0.25
A_52_P318673 3.71 up 259.80 285.94 232.69 871.50 -0.12 0.12
A_55_P1966035 10.61 up 237.90 708.65 953.64 10215.01 -1.88 -0.20
A_52_P198885 2.55 up 293.03 29.61 28.99 74.56 2.56 -0.65
A_51_P452779 2.48 up 268.18 535.99 379.45 949.47 -0.84 0.26
A_52_P33382 3.41 up 16.81 21.29 17.42 60.01 -0.29 0.15
A_51_P334979 12.87 up 173.70 184.82 140.64 1826.28 -0.09 0.09
A_55_P1989239 2.95 up 324.55 22.30 34.23 101.92 2.39 -1.38
A_52_P525317 2.29 up 23.60 66.75 28.86 66.68 -0.97 0.63
A_55_P2077153 7.59 up 73.46 72.96 81.17 621.48 -0.16 -0.07
A_52_P574720 2.10 up 21.66 10.78 22.82 0.51
A_51_P394115 4.55 up 45.63 146.11 122.61 562.58 -1.64 0.14
A_55_P2031631 2.54 up 83.96 417.46 214.04 549.66 -1.92 0.49
A_55_P1997756 2.36 up 49.06 62.74 22.47 53.42 -0.09 0.36
A_55_P2108248 2.27 up 54.54 444.50 251.92 578.34 -2.71 0.42
A_52_P293682 5.62 up 13.34 75.67
A_55_P2105813 2.82 up 13.35 15.87 45.22 -0.11
A_66_P126819 2.26 up 27.73 24.69 14.65 33.40 0.03 -0.03
A_55_P1985835 2.29 up 39.35 15.88 13.07 30.20 0.76 -0.45
A_51_P307168 2.40 up 18.10 11.30 27.33 0.35
A_52_P441070 6.52 up 11.51 75.75
A_55_P2018666 2.24 up 408.03 954.00 705.74 1595.37 -1.10 0.23
A_55_P2170405 3.42 up 42.92 64.65 24.79 85.54 -0.35 0.35
A_55_P2078633 2.11 up 989.54 5348.24 3006.01 6389.10 -2.11 0.43
A_51_P313581 2.07 up 285.45 20.60 250.28 523.03 0.06 -3.64
A_55_P2179309 2.17 up 166.22 62.60 51.03 112.01 0.91 -0.40
A_55_P2074035 2.57 up 471.40 387.91 225.61 584.20 0.09 -0.09
A_66_P106760 5.05 up 2469.54 289.57 248.07 1265.71 1.95 -1.05



A_55_P2144490 2.05 up 308.54 40.89 56.61 117.09 1.85 -0.97
A_55_P2005213 4.70 up 123.51 41.04 55.60 263.71 0.54 -0.95
A_52_P150236 2.42 up 27.53 26.35 40.42 98.83 -0.33 -0.30
A_66_P101407 2.39 up 33.49 22.35 21.39 51.51 0.24 -0.24
A_55_P2185821 3.06 up 17.02 18.80 14.78 45.67 -0.12 0.12
A_55_P1992555 3.63 up 20.99 32.81 62.05 227.35 -1.19 -0.45
A_55_P2026270 2.57 up 131.57 417.24 317.09 822.98 -1.56 0.21
A_55_P2185504 6.22 up 29.29 21.14 24.70 154.93 0.08 -0.29
A_55_P2011482 2.04 up 12.32 19.09 9.83 20.23 -0.37 0.37
A_55_P1957424 2.33 up 14.80 26.29 12.52 29.43 -0.46 0.46
A_55_P1959500 3.15 up 1018.51 308.06 331.89 1055.11 0.77 -0.86
A_55_P1984830 8.00 up 51.51 51.10 63.73 514.86 -0.24 -0.15
A_55_P1984098 9.40 up 17.41 19.51 18.71 177.54 -0.22 0.04
A_51_P334942 3.09 up 194.58 1724.14 895.75 2796.60 -2.76 0.48
A_51_P220150 2.31 up 1176.36 157.95 94.07 219.52 2.58 -0.22
A_55_P1973809 7.63 up 2928.54 7766.67 1639.26 12632.85 -0.75 0.75
A_55_P2183955 2.55 up 1532.92 178.80 213.91 551.13 2.09 -0.91
A_51_P474701 5.19 up 335.62 442.97 482.33 2527.15 -0.55 -0.05
A_55_P1964348 2.34 up 13.26 39.38 11.16 26.38 -0.53 1.14
A_55_P2010301 42.94 up 451.34 1067.70 601.80 26083.41 -0.92 0.42
A_55_P2007326138.29 up 26.58 16.73 16.91 2359.66 0.28 -0.28
A_51_P189361 2.30 up 737.79 1987.47 835.27 1938.48 -0.86 0.67
A_51_P499838 2.25 up 70.48 169.06 75.40 171.16 -0.76 0.60
A_55_P2152607 4.07 up 62.48 66.68 78.34 322.12 -0.30 -0.11
A_55_P2093920135.44 up 20.07 24.76 15.46 2113.69 -0.20 0.20
A_51_P162162 4.13 up 320.69 831.82 450.37 1876.75 -1.02 0.45
A_66_P135700 3.05 up 779.19 661.52 655.36 2018.77 0.07 -0.07
A_51_P413866 2.35 up 610.70 1234.57 588.34 1393.91 -0.57 0.54
A_55_P2089223 2.24 up 32.72 72.44 39.22 88.78 -0.79 0.45
A_55_P1955532 8.61 up 30.53 26.08 24.74 214.94 0.06 -0.06
A_55_P2003824 4.00 up 36.74 80.09 149.05 602.06 -1.66 -0.44
A_55_P1973120 2.41 up 660.14 103.24 136.50 332.27 1.56 -1.02
A_55_P2151556 2.74 up 545.04 470.87 573.24 1583.69 -0.08 -0.19
A_55_P2069969 4.53 up 32.75 110.59 50.25 229.97 -1.28 0.58
A_51_P498882 2.44 up 48.98 45.29 46.87 115.67 -0.01 -0.02
A_55_P2340448 2.06 up 9.62 32.97 16.42 34.17 -1.36 0.51
A_51_P337269 9.25 up 157.09 957.66 750.13 7002.14 -2.52 0.19
A_51_P120295 26.84 up 65.10 31.57 52.26 1416.06 0.12 -0.83
A_51_P205385 3.52 up 187.18 467.53 669.63 2380.73 -1.67 -0.25
A_55_P2046709 43.52 up 349.50 914.79 509.50 22383.01 -1.06 0.43
A_52_P338956 6.43 up 49.96 45.86 34.97 227.08 0.01 -0.01
A_55_P1959595 5.74 up 230.41 153.25 173.04 1002.10 0.17 -0.32
A_55_P2183061 2.00 up 485.14 61.99 86.97 175.58 1.90 -0.97
A_55_P1967295 2.02 up 159.83 207.16 235.05 479.48 -0.55 -0.08
A_51_P461665 2.47 up 58.54 188.57 57.49 143.21 -0.70 1.08
A_51_P265806 2.08 up 71.67 75.68 56.51 118.80 -0.09 0.09
A_55_P2119257 2.15 up 344.78 535.11 261.99 567.59 -0.37 0.37
A_51_P506309 8.49 up 70.56 12.94 17.72 151.77 0.96 -1.39
A_55_P2008987 2.55 up 69.05 130.27 68.01 174.91 -0.54 0.48
A_66_P125389 4.41 up 12.77 39.53 11.55 51.38 -0.87 0.87
A_55_P2108151 6.84 up 226.43 599.18 138.63 957.75 -0.75 0.75
A_55_P2174987 2.25 up 58.60 282.60 266.50 604.54 -2.32 0.05
A_55_P1962303 6.00 up 4087.76 9612.65 2963.83 17960.39 -0.67 0.67
A_66_P121110 4.66 up 42.97 64.96 305.22 -0.29
A_51_P468140 11.64 up 21.66 42.30 30.04 352.85 -0.81 0.26
A_55_P2130178 2.13 up 362.18 5595.55 1955.13 4198.78 -3.06 0.99
A_55_P2344753 8.70 up 58.49 148.43 423.08 3714.11 -2.19 -0.75
A_55_P2185840 2.39 up 33.07 18.91 45.63 0.41
A_51_P185693 2.76 up 19351.45 1547.54 1578.06 4402.21 2.80 -0.74



A_51_P509997 5.25 up 40368.50 930.04 949.49 5034.86 4.13 -1.21
A_51_P383857 2.81 up 27313.07 2290.64 3318.79 9400.90 2.22 -1.26
A_51_P346964 2.58 up 23.37 106.99 63.80 166.36 -1.91 0.38
A_55_P2091928 2.12 up 238.93 223.01 203.34 435.72 0.00 0.00
A_55_P2124712 2.14 up 39.73 15.04 33.61 72.48 0.08 -1.22
A_66_P131008 4.51 up 2065.18 49.25 42.64 193.91 4.32 -0.97
A_55_P2066976 5.54 up 48.23 36.03 37.13 207.80 0.15 -0.17
A_55_P2001274 2.18 up 65.13 138.76 11.97 26.30 0.62 1.81
A_55_P2054107 2.54 up 64.27 11.58 29.68 1.82
A_55_P2394308 2.69 up 14.26 29.67 21.15 57.51 -0.90 0.25
A_55_P2148062 2.51 up 50.77 22.55 57.21 0.60
A_55_P2073153 2.34 up 39.71 51.73 17.25 40.74 -0.05 0.43
A_52_P118560 2.11 up 23.00 21.64 10.79 22.94 -0.01 0.01
A_51_P355301 5.34 up 39.47 23.76 35.37 190.50 0.04 -0.59
A_55_P2107528 5.45 up 44.35 19.52 31.53 173.47 0.21 -0.88
A_51_P267278 3.39 up 60.38 169.41 99.43 340.48 -1.19 0.39
A_66_P127411 2.08 up 129.22 119.96 106.25 223.10 0.00 0.00
A_55_P2122195 2.64 up 15.11 12.90 34.36 0.07
A_55_P2011410 2.51 up 24.59 15.19 20.68 52.32 0.09 -0.51
A_55_P2128853 2.19 up 21.01 128.76 48.05 105.99 -1.84 0.88
A_55_P2050628 3.97 up 55.53 55.50 50.04 200.76 -0.05 0.05
A_55_P2038540 6.98 up 684.14 1683.19 403.15 2839.71 -0.70 0.70
A_55_P2073557 39.28 up 40.55 28.66 32.38 1283.59 0.12 -0.28
A_55_P2412349 4.75 up 20.81 99.84
A_52_P52910 4.96 up 3577.32 74.77 104.88 524.59 3.86 -1.62
A_51_P337195 6.89 up 88.18 44.17 41.81 290.67 0.45 -0.45
A_55_P2176792 2.34 up 55.85 68.88 46.75 110.66 -0.20 0.20
A_55_P2318584 2.18 up 55.27 433.85 533.79 1173.97 -3.21 -0.14
A_51_P254895 2.79 up 108.51 99.99 94.79 267.12 0.01 -0.01
A_51_P196726 3.10 up 17.14 36.63 35.30 110.47 -1.16 0.04
A_55_P2322961 2.15 up 117.73 45.97 59.58 129.51 0.45 -0.81
A_51_P346179 2.87 up 48.64 15.08 43.70 0.85
A_51_P482711 2.71 up 1042.93 703.43 767.71 2098.70 0.18 -0.29
A_51_P145662 3.02 up 42.79 35.71 29.33 89.52 0.08 -0.08
A_55_P2295731 2.14 up 16799.49 1144.08 1266.15 2734.00 3.10 -0.67
A_51_P438083 7.90 up 34.13 27.95 222.96 0.15
A_55_P2153021 2.45 up 21.99 54.44
A_55_P2006677 3.59 up 104.22 54.09 55.73 201.94 0.41 -0.43
A_51_P495825 3.83 up 82.60 96.40 113.13 436.82 -0.43 -0.11
A_51_P326191 2.20 up 653.01 1316.14 478.69 1063.03 -0.38 0.73
A_55_P2084418 3.06 up 25.48 18.42 19.77 61.16 0.14 -0.23
A_51_P198694 4.54 up 43.70 72.43 92.20 422.40 -0.99 -0.16
A_66_P101427 2.12 up 14.01 35.09 30.47 65.21 -1.31 0.11
A_66_P121446 4.74 up 90.46 49.98 48.17 230.48 0.38 -0.38
A_51_P290626 3.09 up 21.17 65.81 79.54 247.76 -1.86 -0.13
A_55_P2048855 3.11 up 22.58 312.83 13.64 42.80 -0.49 3.40
A_51_P501844 5.93 up 90.58 496.20 614.88 3679.68 -2.70 -0.14
A_55_P2132869 2.12 up 48.40 70.38 75.85 162.01 -0.68 -0.04
A_55_P2099742 2.23 up 302.58 911.58 662.80 1490.78 -1.45 0.24
A_51_P423290 4.21 up 18.73 17.06 19.32 82.09 -0.06 -0.10
A_51_P290074 2.31 up 35.87 69.32 32.18 75.06 -0.53 0.53
A_51_P424854 62.31 up 160.93 114.11 7176.20 0.26
A_55_P2037343 58.03 up 19.59 21.04 13.03 763.13 -0.10 0.10
A_55_P2010097 52.99 up 71.82 65.86 56.39 3016.34 0.01 -0.01
A_52_P467232 2.76 up 32.41 33.78 16.56 46.12 -0.08 0.08
A_55_P2129261 2.37 up 2567.34 3084.65 3266.78 7815.73 -0.40 -0.03
A_55_P2115392 8.94 up 11.66 16.38 16.59 149.67 -0.59 0.00
A_51_P445473 4.52 up 122.26 368.65 148.66 677.72 -1.03 0.67
A_51_P189442 9.29 up 14.43 17.21 161.36 -0.17



A_51_P185660 2.01 up 64.70 629.20 103.34 209.23 -1.26 2.12
A_52_P425734 6.29 up 62.85 62.30 39.36 249.73 -0.04 0.04
A_55_P2161410 4.41 up 192.21 87.27 60.91 271.24 0.52 -0.52
A_55_P1960683 4.43 up 81.40 195.73 324.53 1452.66 -1.72 -0.35
A_55_P2106931 2.26 up 24.35 16.53 12.66 28.89 0.23 -0.23
A_51_P305532 3.93 up 1109.73 932.63 237.00 940.74 0.16 0.01
A_55_P2198946 2.33 up 23.45 32.47 76.35 -0.22
A_52_P60194 8.97 up 49.45 47.75 432.61 0.04
A_55_P2113857 34.60 up 395.58 1096.28 626.67 21888.11 -1.16 0.41
A_55_P2097518 2.90 up 256.49 279.24 153.25 448.59 -0.11 0.11
A_51_P278266 28.59 up 37.96 21.29 614.42 0.38
A_55_P2116272 4.36 up 77.30 48.86 54.52 239.75 0.21 -0.35
A_55_P2085984 2.34 up 71.39 383.48 197.05 465.81 -2.03 0.49
A_55_P2181341 2.71 up 31.14 51.38 13.65 37.38 -0.16 0.66
A_51_P391616 3.70 up 12.57 19.36 72.34 -0.35
A_51_P484842 7.90 up 103.72 132.09 103.23 823.30 -0.26 0.19
A_55_P2104259 2.89 up 79.91 46.20 134.97 0.41
A_55_P2163659 2.25 up 15.50 29.12 16.71 38.01 -0.60 0.41
A_51_P349888 2.02 up 303.39 160.27 152.75 310.80 0.41 -0.41
A_52_P338066 5.75 up 413.30 1052.24 290.64 1685.57 -0.72 0.72
A_51_P338262 2.70 up 17.70 17.79 48.51 0.01
A_55_P2257670 6.92 up 66.64 15.45 19.12 133.65 0.86 -1.15
A_55_P1953301 2.02 up 693.95 911.50 837.59 1709.13 -0.42 0.07
A_55_P1962299 5.71 up 15973.43 43464.32 11836.08 68257.26 -0.77 0.77
A_51_P383399 7.30 up 75.64 38.68 284.90 0.49
A_51_P325836 141.09 up 21.56 24.09 27.62 3933.88 -0.35 -0.09
A_55_P1962661 4.29 up 93.27 90.54 71.21 308.03 -0.03 0.03
A_51_P436652 2.89 up 21.16 57.89 15.02 43.73 -0.56 1.00
A_51_P174961 4.93 up 34.70 286.29 112.76 560.66 -2.46 0.68
A_55_P2004447 2.28 up 26.51 40.66 37.45 86.26 -0.65 0.07
A_52_P251699 3.82 up 15.47 15.92 61.34 -0.01
A_51_P279437 3.33 up 39.21 54.13 40.25 135.35 -0.34 0.22
A_55_P1952618 2.18 up 82.58 540.82 184.62 406.08 -1.80 1.01
A_55_P2061371 2.31 up 96.05 73.27 34.34 80.18 0.24 -0.05
A_55_P2037584 12.15 up 1189.79 3465.54 2167.40 26586.45 -1.29 0.35
A_55_P2032946 5.17 up 140.24 166.87 185.43 968.17 -0.42 -0.07
A_55_P2037585 8.98 up 406.48 1271.62 811.49 7354.60 -1.41 0.33
A_51_P136303 2.01 up 32.79 28.28 57.29 0.12
A_51_P405167 2.04 up 146.90 219.28 86.37 178.14 -0.17 0.51
A_51_P157462 2.87 up 113.25 111.38 163.30 473.39 -0.34 -0.27
A_52_P401504 2.21 up 213.30 75.70 169.12 0.94
A_55_P2105135 3.38 up 167.45 47.92 23.89 81.54 1.34 -0.37
A_66_P121117 16.83 up 29.80 66.09 37.44 636.18 -0.83 0.42
A_52_P449871 2.06 up 22.81 43.57 36.64 76.09 -0.90 0.14
A_55_P2040549 2.81 up 70.78 78.04 16.64 47.22 0.26 0.50
A_55_P2005549 2.44 up 28.09 15.30 37.66 0.45
A_51_P462385 6.45 up 171.53 86.11 74.91 487.66 0.45 -0.45
A_55_P2077055 12.91 up 51.48 631.05 191.45 2495.10 -2.84 0.87
A_55_P2347756 2.43 up 7472.30 760.44 1142.41 2803.19 1.99 -1.21
A_51_P407657 9.65 up 41.36 105.32 17.13 166.93 -0.72 0.72
A_51_P487818 77.56 up 253.26 34.81 181.86 14237.83 0.20 -2.56
A_55_P2115401 2.24 up 16.15 46.65 19.11 43.28 -0.91 0.72
A_52_P549827 2.70 up 237.56 1213.72 793.00 2160.15 -2.14 0.32
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-1.40 0.00 P P P P LOC100045268PREDICTED: Mus musculus similar to precursor (AA -28 to 232) (LOC100045268), mRNA [XM_001474162]
-0.56 6.40 P P P P Kng1 Mus musculus kininogen 1 (Kng1), transcript variant 2, mRNA [NM_023125]GO:0001938(positive regulation of endothelial cell proliferation);GO:0006954(inflammatory response);GO:0007596(blood coagulation);GO:0042130(negative regulation of T cell proliferation);GO:0042311(vasodilation);GO:0043407(negative regulation of MAP kinase activity);GO:0043410(positive regulation of MAPKKK cascade);GO:0045861(negative regulation of proteolysis);GO:0048146(positive regulation of fibroblast proliferation);GO:0050672(negative regulation of lymphocyte proliferation);GO:0050880(regulation of blood vessel size);GO:0052548(regulation of endopeptidase activity)
0.03 4.68 A P P P Mosc1 Mus musculus MOCO sulphurase C-terminal domain containing 1 (Mosc1), nuclear gene encoding mitochondrial protein, mRNA [NM_001081361]GO:0008150(biological_process);GO:0055114(oxidation reduction)

-1.16 2.07 P P P P Scd1 Mus musculus stearoyl-Coenzyme A desaturase 1 (Scd1), mRNA [NM_009127]GO:0006629(lipid metabolic process);GO:0006633(fatty acid biosynthetic process);GO:0008610(lipid biosynthetic process);GO:0034435(cholesterol esterification);GO:0044130(negative regulation of growth of symbiont in host);GO:0050830(defense response to Gram-positive bacterium);GO:0050872(white fat cell differentiation);GO:0050873(brown fat cell differentiation);GO:0055114(oxidation reduction)
0.13 2.38 A P P P Spp2 Mus musculus secreted phosphoprotein 2 (Spp2), mRNA [NM_029269]GO:0006461(protein complex assembly);GO:0046849(bone remodeling)
0.01 1.19 P P P P Putative uncharacterized protein  [Source:UniProtKB/TrEMBL;Acc:Q3UUF1] [ENSMUST00000098984]
0.11 2.73 P P P P Apoa2 Mus musculus apolipoprotein A-II (Apoa2), mRNA [NM_013474]GO:0006631(fatty acid metabolic process);GO:0006810(transport);GO:0006869(lipid transport);GO:0008203(cholesterol metabolic process);GO:0015759(beta-glucoside transport);GO:0030300(regulation of intestinal cholesterol absorption);GO:0030301(cholesterol transport);GO:0031100(organ regeneration);GO:0042157(lipoprotein metabolic process);GO:0042632(cholesterol homeostasis);GO:0060192(negative regulation of lipase activity)

-0.22 0.80 P P P P C3 Mus musculus complement component 3 (C3), mRNA [NM_009778]GO:0001798(positive regulation of type IIa hypersensitivity);GO:0001970(positive regulation of activation of membrane attack complex);GO:0006954(inflammatory response);GO:0006956(complement activation);GO:0006957(complement activation, alternative pathway);GO:0006958(complement activation, classical pathway);GO:0007596(blood coagulation);GO:0045087(innate immune response);GO:0045766(positive regulation of angiogenesis);GO:0050766(positive regulation of phagocytosis)
-0.01 1.62 P P P P Sec14l2 Mus musculus SEC14-like 2 (S. cerevisiae) (Sec14l2), mRNA [NM_144520]GO:0006350(transcription);GO:0006810(transport);GO:0045449(regulation of transcription);GO:0045542(positive regulation of cholesterol biosynthetic process)
-0.23 2.18 P P P P Gm10639 Mus musculus predicted gene 10639 (Gm10639), mRNA [NM_001122660]GO:0008150(biological_process)
-0.31 1.04 P P P P Nrg4 Mus musculus neuregulin 4 (Nrg4), mRNA [NM_032002]
0.24 6.45 A P P P Fgb Mus musculus fibrinogen beta chain (Fgb), mRNA [NM_181849]GO:0007165(signal transduction);GO:0007596(blood coagulation);GO:0030168(platelet activation);GO:0051258(protein polymerization)
0.01 1.50 P P P P Ccl21b Mus musculus chemokine (C-C motif) ligand 21B (Ccl21b), mRNA [NM_011335]GO:0006935(chemotaxis);GO:0006954(inflammatory response);GO:0006955(immune response);GO:0030595(leukocyte chemotaxis);GO:0045638(negative regulation of myeloid cell differentiation)

-0.35 4.34 P P P P Cyp2e1 Mus musculus cytochrome P450, family 2, subfamily e, polypeptide 1 (Cyp2e1), mRNA [NM_021282]GO:0055114(oxidation reduction)
0.27 1.29 P P P P Itih1 Mus musculus inter-alpha trypsin inhibitor, heavy chain 1 (Itih1), mRNA [NM_008406]GO:0030212(hyaluronan metabolic process)

-0.92 0.65 P P P P Serpina3f Mus musculus serine (or cysteine) peptidase inhibitor, clade A, member 3F (Serpina3f), transcript variant 1, mRNA [NM_001168294]GO:0034097(response to cytokine stimulus);GO:0043434(response to peptide hormone stimulus)
-0.50 0.50 P P P P Maob Mus musculus monoamine oxidase B (Maob), nuclear gene encoding mitochondrial protein, mRNA [NM_172778]GO:0014063(negative regulation of serotonin secretion);GO:0042135(neurotransmitter catabolic process);GO:0045964(positive regulation of dopamine metabolic process);GO:0055114(oxidation reduction)
-0.15 2.05 P P P P Gsta2 Mus musculus glutathione S-transferase, alpha 2 (Yc2) (Gsta2), mRNA [NM_008182]GO:0008152(metabolic process);GO:0042178(xenobiotic catabolic process)
-0.39 0.92 P P P P Sprr4 Mus musculus small proline-rich protein 4 (Sprr4), mRNA [NM_173070]GO:0008150(biological_process);GO:0031424(keratinization)
0.24 2.41 A P P P Abcc6 Mus musculus ATP-binding cassette, sub-family C (CFTR/MRP), member 6 (Abcc6), mRNA [NM_018795]GO:0006200(ATP catabolic process);GO:0006810(transport);GO:0055085(transmembrane transport)

-0.31 1.40 P P P P BC015286 Mus musculus cDNA sequence BC015286 (BC015286), mRNA [NM_198171]GO:0008150(biological_process)
-0.33 3.84 P A P P Apoa1 Mus musculus apolipoprotein A-I (Apoa1), mRNA [NM_009692]GO:0001932(regulation of protein amino acid phosphorylation);GO:0001935(endothelial cell proliferation);GO:0006629(lipid metabolic process);GO:0006644(phospholipid metabolic process);GO:0006695(cholesterol biosynthetic process);GO:0006810(transport);GO:0006869(lipid transport);GO:0008104(protein localization);GO:0008202(steroid metabolic process);GO:0008203(cholesterol metabolic process);GO:0008211(glucocorticoid metabolic process);GO:0015914(phospholipid transport);GO:0019915(lipid storage);GO:0030300(regulation of intestinal cholesterol absorption);GO:0030301(cholesterol transport);GO:0030325(adrenal gland development);GO:0031100(organ regeneration);GO:0031103(axon regeneration);GO:0033344(cholesterol efflux);GO:0042157(lipoprotein metabolic process);GO:0042158(lipoprotein biosynthetic process);GO:0043086(negative regulation of catalytic activity);GO:0043534(blood vessel endothelial cell migration);GO:0051346(negative regulation of hydrolase activity);GO:0051347(positive regulation of transferase activity)
-0.29 0.80 A P P P 6530418L21RikMus musculus RIKEN cDNA 6530418L21 gene (6530418L21Rik), transcript variant 1, mRNA [NM_175398]GO:0008150(biological_process)
-0.23 2.18 A P P P Wdr72 Mus musculus WD repeat domain 72 (Wdr72), mRNA [NM_001033500]GO:0008150(biological_process)
0.22 2.09 A P P P Ugt3a1 Mus musculus UDP glycosyltransferases 3 family, polypeptide A1 (Ugt3a1), mRNA [NM_207216]GO:0008150(biological_process);GO:0008152(metabolic process)

-0.52 0.52 P P P P Dpt Mus musculus dermatopontin (Dpt), mRNA [NM_019759]GO:0007155(cell adhesion);GO:0008285(negative regulation of cell proliferation);GO:0030199(collagen fibril organization)
-0.73 0.73 P P P P AU022751 Mus musculus expressed sequence AU022751 (AU022751), transcript variant 1, mRNA [NM_001166433]GO:0008150(biological_process)
-0.29 0.74 P P P P Ddah1 Mus musculus dimethylarginine dimethylaminohydrolase 1 (Ddah1), mRNA [NM_026993]GO:0006525(arginine metabolic process);GO:0006809(nitric oxide biosynthetic process);GO:0017014(protein amino acid nitrosylation);GO:0045429(positive regulation of nitric oxide biosynthetic process);GO:0045766(positive regulation of angiogenesis)
-0.79 0.82 A P P P Itih4 Mus musculus inter alpha-trypsin inhibitor, heavy chain 4 (Itih4), transcript variant 1, mRNA [NM_018746]
-0.06 1.00 P P P P Madcam1 Mus musculus mucosal vascular addressin cell adhesion molecule 1 (Madcam1), mRNA [NM_013591]GO:0002687(positive regulation of leukocyte migration);GO:0007155(cell adhesion);GO:0030216(keratinocyte differentiation)
-0.22 0.84 P P P P
-1.32 -0.13 P P P P Hspa1a Mus musculus heat shock protein 1A (Hspa1a), mRNA [NM_010479]GO:0000723(telomere maintenance);GO:0006281(DNA repair);GO:0006950(response to stress);GO:0006986(response to unfolded protein);GO:0009408(response to heat)
-1.19 1.05 P P P P 4931431B13RikMus musculus adult male testis cDNA, RIKEN full-length enriched library, clone:4931431B13 product:unclassifiable, full insert sequence. [AK016494]GO:0008150(biological_process)
-0.68 0.61 P P P P 4930583H14RikMus musculus RIKEN cDNA 4930583H14 gene (4930583H14Rik), transcript variant 1, mRNA [NM_026358]GO:0008150(biological_process)
-0.13 2.29 P P P P Es22 Mus musculus esterase 22 (Es22), mRNA [NM_133660]
-0.81 0.25 P P P P Prss12 Mus musculus protease, serine, 12 neurotrypsin (motopsin) (Prss12), mRNA [NM_008939]GO:0006508(proteolysis);GO:0031638(zymogen activation)
-0.65 0.65 P P P P Adc Mus musculus arginine decarboxylase (Adc), mRNA [NM_172875]GO:0006591(ornithine metabolic process);GO:0006596(polyamine biosynthetic process)
-0.03 3.47 P P P P Azgp1 Mus musculus alpha-2-glycoprotein 1, zinc (Azgp1), mRNA [NM_013478]GO:0006955(immune response);GO:0019882(antigen processing and presentation);GO:0040014(regulation of multicellular organism growth)
-0.02 1.39 P P P P Etnk2 Mus musculus ethanolamine kinase 2 (Etnk2), mRNA [NM_175443]GO:0001701(in utero embryonic development);GO:0001890(placenta development);GO:0006646(phosphatidylethanolamine biosynthetic process);GO:0009791(post-embryonic development);GO:0035264(multicellular organism growth)
-0.25 2.38 P P P P Apol9b Mus musculus apolipoprotein L 9b (Apol9b), transcript variant 1, mRNA [NM_001168660]GO:0008150(biological_process)
-0.41 2.06 P P P P Cd5l Mus musculus CD5 antigen-like (Cd5l), mRNA [NM_009690]GO:0006915(apoptosis)
-0.38 2.78 P P P P Glycam1 Mus musculus glycosylation dependent cell adhesion molecule 1 (Glycam1), mRNA [NM_008134]GO:0007155(cell adhesion)
-1.28 0.04 P P P P Gzma Mus musculus granzyme A (Gzma), mRNA [NM_010370]GO:0006508(proteolysis);GO:0006915(apoptosis);GO:0019835(cytolysis)
-0.36 0.68 P P P P Rspo1 Mus musculus R-spondin homolog (Xenopus laevis) (Rspo1), mRNA [NM_138683]GO:0016055(Wnt receptor signaling pathway);GO:0050896(response to stimulus);GO:0060070(Wnt receptor signaling pathway through beta-catenin)
0.42 1.52 P P P P Ppara Mus musculus peroxisome proliferator activated receptor alpha (Ppara), transcript variant 1, mRNA [NM_011144]GO:0006006(glucose metabolic process);GO:0006350(transcription);GO:0006355(regulation of transcription, DNA-dependent);GO:0006629(lipid metabolic process);GO:0006631(fatty acid metabolic process);GO:0008544(epidermis development);GO:0019217(regulation of fatty acid metabolic process);GO:0032099(negative regulation of appetite);GO:0032868(response to insulin stimulus);GO:0042060(wound healing);GO:0042157(lipoprotein metabolic process);GO:0045449(regulation of transcription);GO:0045776(negative regulation of blood pressure);GO:0045941(positive regulation of transcription);GO:0045944(positive regulation of transcription from RNA polymerase II promoter);GO:0046321(positive regulation of fatty acid oxidation)

-0.53 0.53 P P P P Prm1 Mus musculus protamine 1 (Prm1), mRNA [NM_013637]GO:0006997(nucleus organization);GO:0007275(multicellular organismal development);GO:0007283(spermatogenesis);GO:0007286(spermatid development);GO:0030154(cell differentiation);GO:0030261(chromosome condensation)
-0.49 3.68 P P P P Serpina1e Mus musculus serine (or cysteine) peptidase inhibitor, clade A, member 1E (Serpina1e), mRNA [NM_009247]GO:0010288(response to lead ion);GO:0033986(response to methanol);GO:0034097(response to cytokine stimulus);GO:0043434(response to peptide hormone stimulus);GO:0046687(response to chromate)
-1.17 -0.16 P P P P Kcnj12 Mus musculus potassium inwardly-rectifying channel, subfamily J, member 12 (Kcnj12), mRNA [NM_010603]GO:0006810(transport);GO:0006811(ion transport);GO:0006813(potassium ion transport)
-0.28 1.90 P P P P Fmo5 Mus musculus flavin containing monooxygenase 5 (Fmo5), transcript variant 1, mRNA [NM_001161765]GO:0055114(oxidation reduction)
-0.11 3.37 P P P P Gm7298 PREDICTED: Mus musculus predicted gene, EG640530 (EG640530), mRNA [XM_001480274]GO:0008150(biological_process)
-0.07 2.86 P P P P Acox2 Mus musculus acyl-Coenzyme A oxidase 2, branched chain (Acox2), transcript variant 1, mRNA [NM_053115]GO:0006629(lipid metabolic process);GO:0006631(fatty acid metabolic process);GO:0006635(fatty acid beta-oxidation);GO:0008152(metabolic process);GO:0055114(oxidation reduction)



0.26 1.39 P P P P Uox Mus musculus urate oxidase (Uox), mRNA [NM_009474]GO:0006144(purine base metabolic process);GO:0055114(oxidation reduction)
-0.28 4.23 P P P P Serpina1d Mus musculus serine (or cysteine) peptidase inhibitor, clade A, member 1D (Serpina1d), mRNA [NM_009246]GO:0034097(response to cytokine stimulus);GO:0043434(response to peptide hormone stimulus)
-0.57 0.51 P P P P T2 Mus musculus brachyury 2 (T2), mRNA [NM_001161832]
-1.13 -0.06 P P P P D13Ertd608eMus musculus 2 days pregnant adult female oviduct cDNA, RIKEN full-length enriched library, clone:E230022M20 product:hypothetical protein, full insert sequence. [AK143258]
0.26 1.33 A P P P A630095E13RikMus musculus RIKEN cDNA A630095E13 gene (A630095E13Rik), mRNA [NM_001033325]

-0.81 0.50 P P P P Cd163l1 Mus musculus CD163 molecule-like 1 (Cd163l1), mRNA [NM_172909]GO:0008150(biological_process)
-1.49 -0.22 P P P P Baz1a Mus musculus bromodomain adjacent to zinc finger domain 1A (Baz1a), mRNA [NM_013815]GO:0006338(chromatin remodeling);GO:0006350(transcription);GO:0045449(regulation of transcription)
0.14 5.83 P P P P Alb Mus musculus albumin (Alb), mRNA [NM_009654]GO:0006810(transport);GO:0006950(response to stress);GO:0046010(positive regulation of circadian sleep/wake cycle, non-REM sleep)

-0.52 0.52 A P P P Wisp2 Mus musculus WNT1 inducible signaling pathway protein 2 (Wisp2), mRNA [NM_016873]GO:0001558(regulation of cell growth);GO:0007155(cell adhesion);GO:0008285(negative regulation of cell proliferation)
-0.02 6.38 P P P P Serpinc1 Mus musculus serine (or cysteine) peptidase inhibitor, clade C (antithrombin), member 1 (Serpinc1), mRNA [NM_080844]GO:0007584(response to nutrient);GO:0007596(blood coagulation);GO:0050728(negative regulation of inflammatory response)
-0.52 0.94 P P P P Pglyrp1 Mus musculus peptidoglycan recognition protein 1 (Pglyrp1), mRNA [NM_009402]GO:0006915(apoptosis);GO:0009253(peptidoglycan catabolic process);GO:0042742(defense response to bacterium);GO:0045087(innate immune response)
-0.12 1.27 P P P P Gnmt Mus musculus glycine N-methyltransferase (Gnmt), mRNA [NM_010321]GO:0005977(glycogen metabolic process);GO:0006111(regulation of gluconeogenesis);GO:0006555(methionine metabolic process);GO:0006730(one-carbon metabolic process);GO:0046498(S-adenosylhomocysteine metabolic process);GO:0046500(S-adenosylmethionine metabolic process);GO:0051289(protein homotetramerization)
-0.28 0.99 P P P P LOC100045919PREDICTED: Mus musculus hypothetical protein LOC100045919 (LOC100045919), mRNA [XM_001475180]
-0.10 2.72 P P P P Cyp2d40 Mus musculus cytochrome P450, family 2, subfamily d, polypeptide 40 (Cyp2d40), mRNA [NM_023623]GO:0008150(biological_process);GO:0055114(oxidation reduction)
-0.23 5.66 P P P P Apob Mus musculus apolipoprotein B (Apob), mRNA [NM_009693]GO:0001701(in utero embryonic development);GO:0006629(lipid metabolic process);GO:0006642(triglyceride mobilization);GO:0007283(spermatogenesis);GO:0007399(nervous system development);GO:0009566(fertilization);GO:0009743(response to carbohydrate stimulus);GO:0009791(post-embryonic development);GO:0016042(lipid catabolic process);GO:0019433(triglyceride catabolic process);GO:0030301(cholesterol transport);GO:0030317(sperm motility);GO:0042157(lipoprotein metabolic process);GO:0042158(lipoprotein biosynthetic process);GO:0042159(lipoprotein catabolic process);GO:0042632(cholesterol homeostasis);GO:0042953(lipoprotein transport);GO:0045540(regulation of cholesterol biosynthetic process);GO:0048844(artery morphogenesis)
0.05 2.43 P P P P Ephx2 Mus musculus epoxide hydrolase 2, cytoplasmic (Ephx2), mRNA [NM_007940]GO:0002539(prostaglandin production involved in inflammatory response);GO:0006954(inflammatory response);GO:0008152(metabolic process);GO:0009636(response to toxin);GO:0019233(sensory perception of pain);GO:0019439(aromatic compound catabolic process);GO:0043651(linoleic acid metabolic process);GO:0045777(positive regulation of blood pressure)

-0.50 0.50 P P P P Ccl6 Mus musculus chemokine (C-C motif) ligand 6 (Ccl6), mRNA [NM_009139]GO:0006935(chemotaxis);GO:0006955(immune response);GO:0060326(cell chemotaxis)
-1.44 -0.09 P P P P Q3U6K5_MOUSE (Q3U6K5) Bone marrow macrophage cDNA, RIKEN full-length enriched library, clone:I830122N03 product:spermatogenesis associated 6, full insert sequence, partial (82%) [TC1619184]GO:0000381(regulation of alternative nuclear mRNA splicing, via spliceosome);GO:0006396(RNA processing);GO:0006397(mRNA processing);GO:0006403(RNA localization);GO:0006406(mRNA export from nucleus);GO:0006810(transport)
0.03 1.86 P P P P Cyp2c70 Mus musculus cytochrome P450, family 2, subfamily c, polypeptide 70 (Cyp2c70), mRNA [NM_145499]GO:0008150(biological_process);GO:0055114(oxidation reduction)

-0.10 3.24 A P P P Serpina6 Mus musculus serine (or cysteine) peptidase inhibitor, clade A, member 6 (Serpina6), mRNA [NM_007618]GO:0006810(transport);GO:0008211(glucocorticoid metabolic process)
-0.19 2.31 P P P P Aldh1l1 Mus musculus aldehyde dehydrogenase 1 family, member L1 (Aldh1l1), mRNA [NM_027406]GO:0006730(one-carbon metabolic process);GO:0008150(biological_process);GO:0008152(metabolic process);GO:0009058(biosynthetic process);GO:0009258(10-formyltetrahydrofolate catabolic process);GO:0055114(oxidation reduction)
-0.20 1.30 P P P P Madcam1 Mus musculus mucosal vascular addressin cell adhesion molecule 1 (Madcam1), mRNA [NM_013591]GO:0002687(positive regulation of leukocyte migration);GO:0007155(cell adhesion);GO:0030216(keratinocyte differentiation)
-0.29 5.81 P P P P Akr1c6 Mus musculus aldo-keto reductase family 1, member C6 (Akr1c6), mRNA [NM_030611]GO:0006694(steroid biosynthetic process);GO:0008202(steroid metabolic process);GO:0008610(lipid biosynthetic process);GO:0042493(response to drug);GO:0043627(response to estrogen stimulus);GO:0055114(oxidation reduction)
0.29 7.61 P A P P Apoc3 Mus musculus apolipoprotein C-III (Apoc3), mRNA [NM_023114]GO:0006641(triglyceride metabolic process);GO:0006642(triglyceride mobilization);GO:0006810(transport);GO:0006869(lipid transport);GO:0008203(cholesterol metabolic process);GO:0016042(lipid catabolic process);GO:0019433(triglyceride catabolic process);GO:0042157(lipoprotein metabolic process);GO:0042953(lipoprotein transport);GO:0043434(response to peptide hormone stimulus)

-1.42 0.01 P P P P Retnla Mus musculus resistin like alpha (Retnla), mRNA [NM_020509]
0.11 1.98 P P P P Grem1 Mus musculus gremlin 1 (Grem1), mRNA [NM_011824]GO:0001525(angiogenesis);GO:0001658(branching involved in ureteric bud morphogenesis);GO:0002689(negative regulation of leukocyte chemotaxis);GO:0007267(cell-cell signaling);GO:0009887(organ morphogenesis);GO:0009954(proximal/distal pattern formation);GO:0030308(negative regulation of cell growth);GO:0030326(embryonic limb morphogenesis);GO:0030514(negative regulation of BMP signaling pathway);GO:0042346(positive regulation of NF-kappaB import into nucleus);GO:0051092(positive regulation of NF-kappaB transcription factor activity)

-0.80 1.39 P P P P Mosc1 Mus musculus MOCO sulphurase C-terminal domain containing 1 (Mosc1), nuclear gene encoding mitochondrial protein, mRNA [NM_001081361]GO:0008150(biological_process);GO:0055114(oxidation reduction)
-0.68 0.68 P P P P Nr5a1 Mus musculus nuclear receptor subfamily 5, group A, member 1 (Nr5a1), mRNA [NM_139051]GO:0001553(luteinization);GO:0006350(transcription);GO:0006355(regulation of transcription, DNA-dependent);GO:0006357(regulation of transcription from RNA polymerase II promoter);GO:0006366(transcription from RNA polymerase II promoter);GO:0008584(male gonad development);GO:0009888(tissue development);GO:0030154(cell differentiation);GO:0030325(adrenal gland development);GO:0045449(regulation of transcription);GO:0045944(positive regulation of transcription from RNA polymerase II promoter);GO:0051457(maintenance of protein location in nucleus)
0.21 2.03 P P P P Tmprss6 Mus musculus transmembrane serine protease 6 (Tmprss6), mRNA [NM_027902]GO:0006508(proteolysis)
0.02 5.15 P P P P Apoc4 Mus musculus apolipoprotein C-IV (Apoc4), mRNA [NM_007385]GO:0006810(transport);GO:0006869(lipid transport)

-0.10 0.90 P P P P Sh3bp1 Mus musculus SH3-domain binding protein 1 (Sh3bp1), mRNA [NM_009164]GO:0007165(signal transduction)
-0.73 1.80 P P P P Chst4 Mus musculus carbohydrate (chondroitin 6/keratan) sulfotransferase 4 (Chst4), mRNA [NM_011998]GO:0005975(carbohydrate metabolic process);GO:0006954(inflammatory response)
-0.95 5.31 P P P P Hc Mus musculus hemolytic complement (Hc), mRNA [NM_010406]GO:0001701(in utero embryonic development);GO:0002523(leukocyte migration during inflammatory response);GO:0006874(cellular calcium ion homeostasis);GO:0006917(induction of apoptosis);GO:0006954(inflammatory response);GO:0006957(complement activation, alternative pathway);GO:0006958(complement activation, classical pathway);GO:0019835(cytolysis);GO:0042246(tissue regeneration);GO:0042593(glucose homeostasis);GO:0045087(innate immune response);GO:0045766(positive regulation of angiogenesis);GO:0050921(positive regulation of chemotaxis)
-1.39 1.42 P P P P Alas2 Mus musculus aminolevulinic acid synthase 2, erythroid (Alas2), nuclear gene encoding mitochondrial protein, transcript variant 1, mRNA [NM_009653]GO:0006783(heme biosynthetic process);GO:0006879(cellular iron ion homeostasis);GO:0008152(metabolic process);GO:0009058(biosynthetic process);GO:0030218(erythrocyte differentiation);GO:0033014(tetrapyrrole biosynthetic process);GO:0042541(hemoglobin biosynthetic process)
0.14 4.70 P P P P Apoc1 Mus musculus apolipoprotein C-I (Apoc1), transcript variant 1, mRNA [NM_007469]GO:0006641(triglyceride metabolic process);GO:0006810(transport);GO:0006869(lipid transport);GO:0008203(cholesterol metabolic process);GO:0032368(regulation of lipid transport);GO:0042157(lipoprotein metabolic process)

-0.64 0.80 P P P P Aspa Mus musculus aspartoacylase (Aspa), mRNA [NM_023113]GO:0006083(acetate metabolic process);GO:0008152(metabolic process);GO:0048714(positive regulation of oligodendrocyte differentiation)
-0.45 0.75 P P P P Nrn1 Mus musculus neuritin 1 (Nrn1), mRNA [NM_153529]GO:0007399(nervous system development);GO:0007409(axonogenesis)
-0.22 0.92 P P P P Cpxm1 Mus musculus carboxypeptidase X 1 (M14 family) (Cpxm1), mRNA [NM_019696]GO:0006508(proteolysis);GO:0007155(cell adhesion)
-0.22 0.81 P P P P Ccl19 Mus musculus chemokine (C-C motif) ligand 19 (Ccl19), mRNA [NM_011888]GO:0006935(chemotaxis);GO:0006954(inflammatory response);GO:0006955(immune response)
-0.15 2.94 P P P P Itih3 Mus musculus inter-alpha trypsin inhibitor, heavy chain 3 (Itih3), mRNA [NM_008407]GO:0030212(hyaluronan metabolic process)
-2.12 5.06 P P P P Hp Mus musculus haptoglobin (Hp), mRNA [NM_017370]GO:0001889(liver development);GO:0006508(proteolysis)
-1.62 -0.26 P P P P Mus musculus immunoglobulin kappa chain variable 21 (V21)-4, mRNA (cDNA clone IMAGE:4989625). [BC108385]
-0.25 1.19 P P P P Adamdec1 Mus musculus ADAM-like, decysin 1 (Adamdec1), mRNA [NM_021475]GO:0006508(proteolysis);GO:0008150(biological_process)
0.04 1.63 P P P P 2610507I01RikMus musculus adult male spinal cord cDNA, RIKEN full-length enriched library, clone:A330105A21 product:unclassifiable, full insert sequence. [AK162965]GO:0008150(biological_process)
0.06 1.26 P P P P Cdo1 Mus musculus cysteine dioxygenase 1, cytosolic (Cdo1), mRNA [NM_033037]GO:0007595(lactation);GO:0010243(response to organic nitrogen);GO:0019448(L-cysteine catabolic process);GO:0019452(L-cysteine catabolic process to taurine);GO:0019530(taurine metabolic process);GO:0033762(response to glucagon stimulus);GO:0043200(response to amino acid stimulus);GO:0045471(response to ethanol);GO:0046439(L-cysteine metabolic process);GO:0051384(response to glucocorticoid stimulus);GO:0051591(response to cAMP);GO:0055114(oxidation reduction)

-0.89 1.12 P P P P Gm4951 Mus musculus predicted gene 4951 (Gm4951), mRNA [NM_001033767]GO:0008150(biological_process)
-0.42 5.10 P P P P Serpina1a Mus musculus serine (or cysteine) peptidase inhibitor, clade A, member 1A (Serpina1a), mRNA [NM_009243]GO:0006487(protein amino acid N-linked glycosylation);GO:0006953(acute-phase response);GO:0034097(response to cytokine stimulus);GO:0043434(response to peptide hormone stimulus)
-0.56 0.56 P P P P Putative uncharacterized protein  [Source:UniProtKB/TrEMBL;Acc:Q3TNR0] [ENSMUST00000098469]
-0.10 1.42 P P P P AI132487 Mus musculus expressed sequence AI132487 (AI132487), mRNA [NM_001012310]GO:0006810(transport);GO:0008150(biological_process);GO:0055085(transmembrane transport)
-0.63 0.63 P P P P Prb1 Mus musculus proline-rich protein BstNI subfamily 1 (Prb1), mRNA [NM_198669]GO:0008150(biological_process)
-0.23 0.83 A P P P Krtap11-1 Mus musculus keratin associated protein 11-1 (Krtap11-1), mRNA [NM_001113406]
-0.30 5.02 P P P P Serpina1a Mus musculus serine (or cysteine) peptidase inhibitor, clade A, member 1A (Serpina1a), mRNA [NM_009243]GO:0006487(protein amino acid N-linked glycosylation);GO:0006953(acute-phase response);GO:0034097(response to cytokine stimulus);GO:0043434(response to peptide hormone stimulus)
-0.49 0.54 P P P P Hmgcs2 Mus musculus 3-hydroxy-3-methylglutaryl-Coenzyme A synthase 2 (Hmgcs2), nuclear gene encoding mitochondrial protein, mRNA [NM_008256]GO:0006694(steroid biosynthetic process);GO:0006695(cholesterol biosynthetic process);GO:0008152(metabolic process);GO:0008299(isoprenoid biosynthetic process);GO:0008610(lipid biosynthetic process);GO:0016126(sterol biosynthetic process)
0.04 2.40 P P P P Slc22a1 Mus musculus solute carrier family 22 (organic cation transporter), member 1 (Slc22a1), mRNA [NM_009202]GO:0006810(transport);GO:0006811(ion transport);GO:0006812(cation transport);GO:0015695(organic cation transport);GO:0015697(quaternary ammonium group transport);GO:0015844(monoamine transport);GO:0015872(dopamine transport);GO:0015874(norepinephrine transport);GO:0048241(epinephrine transport);GO:0055085(transmembrane transport)
0.15 4.28 P P P P Serpinf2 Mus musculus serine (or cysteine) peptidase inhibitor, clade F, member 2 (Serpinf2), mRNA [NM_008878]GO:0006953(acute-phase response);GO:0051918(negative regulation of fibrinolysis)

-0.52 0.52 P P P P Prpmp5 Mus musculus proline-rich protein MP5 (Prpmp5), mRNA [NM_001024705]GO:0008150(biological_process)
0.62 5.78 A A P P Rdh7 Mus musculus retinol dehydrogenase 7 (Rdh7), transcript variant 1, mRNA [NM_001150749]GO:0008152(metabolic process);GO:0055114(oxidation reduction)

-0.43 0.88 P P P P Cdk15 Mus musculus cyclin-dependent kinase 15 (Cdk15), mRNA [NM_001033373]GO:0006468(protein amino acid phosphorylation);GO:0008150(biological_process)
-0.72 4.96 P A P P Gstm3 Mus musculus glutathione S-transferase, mu 3 (Gstm3), mRNA [NM_010359]GO:0008152(metabolic process)



-0.20 2.80 A P P P 2200001I15RikMus musculus RIKEN cDNA 2200001I15 gene (2200001I15Rik), mRNA [NM_183278]GO:0008150(biological_process)
0.03 1.08 P P P P Fam176a Mus musculus family with sequence similarity 176, member A (Fam176a), mRNA [NM_145570]GO:0006914(autophagy);GO:0006915(apoptosis);GO:0008150(biological_process)

-0.25 1.02 P P P P Ccdc11 Mus musculus coiled-coil domain containing 11 (Ccdc11), transcript variant 1, mRNA [NM_028948]GO:0008150(biological_process)
-0.06 2.79 P P P P Proz protein Z, vitamin K-dependent plasma glycoprotein Gene [Source:MGI Symbol;Acc:MGI:1860488] [ENSMUST00000033822]GO:0006508(proteolysis);GO:0007596(blood coagulation)
-0.28 1.01 P P P P Mgst1 Mus musculus microsomal glutathione S-transferase 1 (Mgst1), mRNA [NM_019946]GO:0006749(glutathione metabolic process);GO:0010243(response to organic nitrogen);GO:0032496(response to lipopolysaccharide);GO:0042493(response to drug)
-0.14 1.12 P P P P Vnn3 Mus musculus vanin 3 (Vnn3), mRNA [NM_011979]GO:0006807(nitrogen compound metabolic process);GO:0015939(pantothenate metabolic process)
-0.38 2.10 P P P P Raet1e Mus musculus retinoic acid early transcript 1E (Raet1e), mRNA [NM_198193]GO:0006955(immune response);GO:0019882(antigen processing and presentation)
-0.10 0.97 P A P P Pdzk1 Mus musculus PDZ domain containing 1 (Pdzk1), transcript variant 1, mRNA [NM_021517]
-1.17 0.11 P P P P Serpina3f Mus musculus serine (or cysteine) peptidase inhibitor, clade A, member 3F (Serpina3f), transcript variant 1, mRNA [NM_001168294]GO:0034097(response to cytokine stimulus);GO:0043434(response to peptide hormone stimulus)
-0.75 0.62 P P P P Gm6683 PREDICTED: Mus musculus predicted gene, EG626545, transcript variant 2 (EG626545), mRNA [XM_900951]GO:0008150(biological_process)
-0.37 0.65 P P P P Ugt3a2 Mus musculus UDP glycosyltransferases 3 family, polypeptide A2 (Ugt3a2), mRNA [NM_144845]GO:0008150(biological_process);GO:0008152(metabolic process)
-1.32 -0.31 P P P P LOC100047628PREDICTED: Mus musculus similar to Chain L, Structural Basis Of Antigen Mimicry In A Clinically Relevant Melanoma Antigen System, transcript variant 1 (LOC100047628), mRNA [XM_001476664]
-1.12 0.74 P P P P Kmo Mus musculus kynurenine 3-monooxygenase (kynurenine 3-hydroxylase) (Kmo), mRNA [NM_133809]GO:0008152(metabolic process);GO:0019363(pyridine nucleotide biosynthetic process);GO:0019441(tryptophan catabolic process to kynurenine);GO:0055114(oxidation reduction)
0.58 4.46 A A P P Uroc1 Mus musculus urocanase domain containing 1 (Uroc1), mRNA [NM_144940]GO:0006547(histidine metabolic process);GO:0006548(histidine catabolic process);GO:0008150(biological_process)

-0.55 0.55 P P P P Slc6a12 Mus musculus solute carrier family 6 (neurotransmitter transporter, betaine/GABA), member 12 (Slc6a12), mRNA [NM_133661]GO:0006810(transport);GO:0006836(neurotransmitter transport)
-0.04 1.64 P P P P Cyp2d12 Mus musculus cytochrome P450, family 2, subfamily d, polypeptide 12 (Cyp2d12), mRNA [NM_201360]GO:0008150(biological_process);GO:0055114(oxidation reduction)
-0.01 1.69 P P P P Wdr86 Mus musculus WD repeat domain 86 (Wdr86), mRNA [NM_001081441]GO:0008150(biological_process)
-0.53 0.66 P P P P Ear11 Mus musculus eosinophil-associated, ribonuclease A family, member 11 (Ear11), mRNA [NM_053113]GO:0008150(biological_process)
0.25 2.48 A A P P Masp2 Mus musculus mannan-binding lectin serine peptidase 2 (Masp2), transcript variant 2, mRNA [NM_010767]GO:0006508(proteolysis);GO:0006958(complement activation, classical pathway);GO:0045087(innate immune response)

-0.39 0.83 P P P P Serpina3n Mus musculus serine (or cysteine) peptidase inhibitor, clade A, member 3N (Serpina3n), mRNA [NM_009252]GO:0006953(acute-phase response);GO:0034097(response to cytokine stimulus);GO:0043434(response to peptide hormone stimulus)
-0.39 0.75 P P P P 2210023G05RikMus musculus RIKEN cDNA 2210023G05 gene (2210023G05Rik), mRNA [NM_197999]GO:0008150(biological_process)
0.35 2.11 A A P P Fgl1 Mus musculus fibrinogen-like protein 1, mRNA (cDNA clone MGC:25810 IMAGE:4158843), complete cds. [BC029734]GO:0007165(signal transduction)

-0.74 0.74 P P P P Putative uncharacterized protein  [Source:UniProtKB/TrEMBL;Acc:Q3TNR0] [ENSMUST00000098469]
0.16 2.45 P P P P Abcg5 Mus musculus ATP-binding cassette, sub-family G (WHITE), member 5 (Abcg5), mRNA [NM_031884]GO:0006810(transport);GO:0007588(excretion);GO:0030299(intestinal cholesterol absorption);GO:0033344(cholesterol efflux)

-0.13 1.36 P P P P Qprt Mus musculus quinolinate phosphoribosyltransferase (Qprt), mRNA [NM_133686]GO:0008152(metabolic process);GO:0009435(NAD biosynthetic process);GO:0019363(pyridine nucleotide biosynthetic process);GO:0034213(quinolinate catabolic process);GO:0046874(quinolinate metabolic process)
-0.09 1.99 P P P P Pax2 Mus musculus paired box gene 2 (Pax2), mRNA [NM_011037]GO:0000122(negative regulation of transcription from RNA polymerase II promoter);GO:0001655(urogenital system development);GO:0001656(metanephros development);GO:0001657(ureteric bud development);GO:0001658(branching involved in ureteric bud morphogenesis);GO:0001709(cell fate determination);GO:0001822(kidney development);GO:0001823(mesonephros development);GO:0003337(mesenchymal to epithelial transition involved in metanephros morphogenesis);GO:0006350(transcription);GO:0007275(multicellular organismal development);GO:0008284(positive regulation of cell proliferation);GO:0030154(cell differentiation);GO:0042472(inner ear morphogenesis);GO:0043010(camera-type eye development);GO:0043067(regulation of programmed cell death);GO:0043069(negative regulation of programmed cell death);GO:0045449(regulation of transcription);GO:0045944(positive regulation of transcription from RNA polymerase II promoter);GO:0048513(organ development);GO:0060231(mesenchymal to epithelial transition)
0.00 1.83 P P P P Ccl21a Mus musculus chemokine (C-C motif) ligand 21A (Ccl21a), mRNA [NM_011124]GO:0006935(chemotaxis);GO:0006954(inflammatory response);GO:0006955(immune response);GO:0048535(lymph node development);GO:0050930(induction of positive chemotaxis)

-0.19 1.04 P P P P Slc35d1 Mus musculus solute carrier family 35 (UDP-glucuronic acid/UDP-N-acetylgalactosamine dual transporter), member D1 (Slc35d1), mRNA [NM_177732]
-0.66 0.66 P P P P AW493563 VP01_12_E18.x1 FH VP01 Mus musculus cDNA clone VP01_12_E18 similar to Interleukin 12 receptor beta 2, mRNA sequence [DV072245]
-0.17 5.75 P P P P Cyp2a21-psPREDICTED: Mus musculus predicted gene, EG330491 (EG330491), mRNA [XM_286199]
-2.02 -0.16 P P P P Ig kappa chain V-V region K2 Precursor; Fragment  [Source:UniProtKB/Swiss-Prot;Acc:P01635] [ENSMUST00000103369]
0.25 1.35 P P P P Gstm6 Mus musculus glutathione S-transferase, mu 6 (Gstm6), mRNA [NM_008184]GO:0008152(metabolic process)

-0.20 1.69 P P P P Saa1 Mus musculus serum amyloid A 1 (Saa1), mRNA [NM_009117]GO:0006953(acute-phase response);GO:0008203(cholesterol metabolic process)
0.20 3.61 P P P P Apoa2 Mus musculus apolipoprotein A-II (Apoa2), mRNA [NM_013474]GO:0006631(fatty acid metabolic process);GO:0006810(transport);GO:0006869(lipid transport);GO:0008203(cholesterol metabolic process);GO:0015759(beta-glucoside transport);GO:0030300(regulation of intestinal cholesterol absorption);GO:0030301(cholesterol transport);GO:0031100(organ regeneration);GO:0042157(lipoprotein metabolic process);GO:0042632(cholesterol homeostasis);GO:0060192(negative regulation of lipase activity)

-0.70 0.65 P P P P Slc14a2 Mus musculus solute carrier family 14 (urea transporter), member 2 (Slc14a2), transcript variant 1, mRNA [NM_207651]GO:0015840(urea transport)
-0.26 1.05 P P P P Pygl Mus musculus liver glycogen phosphorylase (Pygl), mRNA [NM_133198]GO:0005975(carbohydrate metabolic process);GO:0005977(glycogen metabolic process);GO:0005980(glycogen catabolic process);GO:0006015(5-phosphoribose 1-diphosphate biosynthetic process)
-0.15 1.62 P P P P Gm5226 PREDICTED: Mus musculus predicted gene, EG383229 (EG383229), mRNA [XM_356935]GO:0008150(biological_process)
-0.32 3.37 P P P P Apoc2 Mus musculus apolipoprotein C-II (Apoc2), mRNA [NM_009695]GO:0006629(lipid metabolic process);GO:0006810(transport);GO:0006869(lipid transport);GO:0016042(lipid catabolic process);GO:0042953(lipoprotein transport)
-0.78 0.78 P P P P Gm12962 PREDICTED: Mus musculus hypothetical protein LOC100039799 (LOC100039799), mRNA [XM_001473535]GO:0008150(biological_process)
-0.60 0.60 P P P P Gja5 Mus musculus gap junction protein, alpha 5 (Gja5), mRNA [NM_008121]GO:0001501(skeletal system development);GO:0001568(blood vessel development);GO:0007154(cell communication);GO:0007267(cell-cell signaling);GO:0030326(embryonic limb morphogenesis);GO:0035050(embryonic heart tube development)
0.07 2.99 P P P P Slc27a2 Mus musculus solute carrier family 27 (fatty acid transporter), member 2 (Slc27a2), mRNA [NM_011978]GO:0000038(very long-chain fatty acid metabolic process);GO:0001676(long-chain fatty acid metabolic process);GO:0006629(lipid metabolic process);GO:0006631(fatty acid metabolic process);GO:0008152(metabolic process);GO:0015908(fatty acid transport);GO:0042760(very long-chain fatty acid catabolic process)

-0.51 0.56 A P P P Oit3 Mus musculus oncoprotein induced transcript 3 (Oit3), mRNA [NM_010959]
-0.14 2.05 P P P P Aadac Mus musculus arylacetamide deacetylase (esterase) (Aadac), mRNA [NM_023383]GO:0008150(biological_process);GO:0008152(metabolic process);GO:0010898(positive regulation of triglyceride catabolic process)
-0.49 0.86 P P P P Igf1 Mus musculus insulin-like growth factor 1 (Igf1), transcript variant 1, mRNA [NM_010512]GO:0001649(osteoblast differentiation);GO:0001974(blood vessel remodeling);GO:0006417(regulation of translation);GO:0006916(anti-apoptosis);GO:0007399(nervous system development);GO:0007613(memory);GO:0008285(negative regulation of cell proliferation);GO:0010001(glial cell differentiation);GO:0010552(positive regulation of gene-specific transcription from RNA polymerase II promoter);GO:0021940(positive regulation of granule cell precursor proliferation);GO:0030104(water homeostasis);GO:0030307(positive regulation of cell growth);GO:0030324(lung development);GO:0030879(mammary gland development);GO:0031017(exocrine pancreas development);GO:0032878(regulation of establishment or maintenance of cell polarity);GO:0033143(regulation of steroid hormone receptor signaling pathway);GO:0035264(multicellular organism growth);GO:0042127(regulation of cell proliferation);GO:0045600(positive regulation of fat cell differentiation);GO:0045669(positive regulation of osteoblast differentiation);GO:0045768(positive regulation
-1.14 0.09 P P P P Il6 Mus musculus interleukin 6 (Il6), mRNA [NM_031168]GO:0001781(neutrophil apoptosis);GO:0006469(negative regulation of protein kinase activity);GO:0006953(acute-phase response);GO:0006955(immune response);GO:0008285(negative regulation of cell proliferation);GO:0008360(regulation of cell shape);GO:0010628(positive regulation of gene expression);GO:0031018(endocrine pancreas development);GO:0033138(positive regulation of peptidyl-serine phosphorylation);GO:0033160(positive regulation of protein import into nucleus, translocation);GO:0042127(regulation of cell proliferation);GO:0042832(defense response to protozoan);GO:0042981(regulation of apoptosis);GO:0043154(negative regulation of caspase activity);GO:0043410(positive regulation of MAPKKK cascade);GO:0043526(neuroprotection);GO:0045079(negative regulation of chemokine biosynthetic process);GO:0045188(regulation of circadian sleep/wake cycle, non-REM sleep);GO:0045429(positive regulation of nitric oxide biosynthetic process);GO:0045454(cell redox homeostasis);GO:0045630(positive regulation of T-helper 2 cell 
-0.42 0.77 P P P P Art4 Mus musculus ADP-ribosyltransferase 4 (Art4), mRNA [NM_026639]GO:0008150(biological_process)
0.82 3.31 A A P P Gm7231 PREDICTED: Mus musculus predicted gene, EG638251 (EG638251), mRNA [XM_001477336]GO:0008150(biological_process)
0.11 1.61 A P P P Wdr64 Mus musculus WD repeat domain 64 (Wdr64), mRNA [NM_029453]GO:0008150(biological_process)

-0.81 0.37 P P P P Putative uncharacterized protein  [Source:UniProtKB/TrEMBL;Acc:Q3U5B4] [ENSMUST00000100409]
-0.75 0.45 P P P P Dnase1 Mus musculus deoxyribonuclease I (Dnase1), mRNA [NM_010061]GO:0006308(DNA catabolic process);GO:0006915(apoptosis)
-0.35 0.91 A P P P Ddah1 Mus musculus dimethylarginine dimethylaminohydrolase 1 (Ddah1), mRNA [NM_026993]GO:0006525(arginine metabolic process);GO:0006809(nitric oxide biosynthetic process);GO:0017014(protein amino acid nitrosylation);GO:0045429(positive regulation of nitric oxide biosynthetic process);GO:0045766(positive regulation of angiogenesis)
0.20 2.91 A A P P Apob Mus musculus apolipoprotein B (Apob), mRNA [NM_009693]GO:0001701(in utero embryonic development);GO:0006629(lipid metabolic process);GO:0006642(triglyceride mobilization);GO:0007283(spermatogenesis);GO:0007399(nervous system development);GO:0009566(fertilization);GO:0009743(response to carbohydrate stimulus);GO:0009791(post-embryonic development);GO:0016042(lipid catabolic process);GO:0019433(triglyceride catabolic process);GO:0030301(cholesterol transport);GO:0030317(sperm motility);GO:0042157(lipoprotein metabolic process);GO:0042158(lipoprotein biosynthetic process);GO:0042159(lipoprotein catabolic process);GO:0042632(cholesterol homeostasis);GO:0042953(lipoprotein transport);GO:0045540(regulation of cholesterol biosynthetic process);GO:0048844(artery morphogenesis)

-0.23 0.94 P P P P Thrsp Mus musculus thyroid hormone responsive SPOT14 homolog (Rattus) (Thrsp), mRNA [NM_009381]
-1.06 0.72 P P P P 1TPZ_A Chain A, Crystal Structure Of Iigp1: A Paradigm For Interferon Inducible P47 Resistance Gtpases. {Mus musculus} (exp=-1; wgp=-1; cg=-1), partial (25%) [TC1703733]
-0.43 0.65 P P P P C4b Mus musculus complement component 4B (Childo blood group) (C4b), mRNA [NM_009780]GO:0006956(complement activation);GO:0016064(immunoglobulin mediated immune response)
-0.06 0.99 P P P P Fabp2 Mus musculus fatty acid binding protein 2, intestinal (Fabp2), mRNA [NM_007980]GO:0006631(fatty acid metabolic process);GO:0006810(transport);GO:0015909(long-chain fatty acid transport);GO:0050892(intestinal absorption)
-0.72 0.40 P P P P A630033H20RikMus musculus RIKEN cDNA A630033H20 gene (A630033H20Rik), transcript variant 1, mRNA [NM_001122596]GO:0007165(signal transduction);GO:0007186(G-protein coupled receptor protein signaling pathway);GO:0008150(biological_process)
-0.89 0.47 P P P P Haao Mus musculus 3-hydroxyanthranilate 3,4-dioxygenase (Haao), mRNA [NM_025325]GO:0008152(metabolic process);GO:0019363(pyridine nucleotide biosynthetic process);GO:0046874(quinolinate metabolic process);GO:0055114(oxidation reduction)
-1.29 1.05 P P P P Adam32 Mus musculus a disintegrin and metallopeptidase domain 32 (Adam32), mRNA [NM_153397]GO:0006508(proteolysis);GO:0008150(biological_process)



-0.52 0.52 P P P P Gm8061 PREDICTED: Mus musculus predicted gene, EG666359 (EG666359), misc RNA [XR_001862]
-0.54 1.70 P P P P Ces2 Mus musculus carboxylesterase 2 (Ces2), mRNA [NM_145603]GO:0001101(response to acid);GO:0051789(response to protein stimulus)
0.30 1.57 P P P P Apom Mus musculus apolipoprotein M (Apom), mRNA [NM_018816]GO:0006810(transport);GO:0006869(lipid transport);GO:0042157(lipoprotein metabolic process);GO:0043691(reverse cholesterol transport)

-0.33 0.93 P P P P Acat3 Mus musculus acetyl-Coenzyme A acetyltransferase 3 (Acat3), mRNA [NM_153151]
-0.25 1.37 P P P P Cyp3a13 Mus musculus cytochrome P450, family 3, subfamily a, polypeptide 13 (Cyp3a13), mRNA [NM_007819]GO:0055114(oxidation reduction)
0.45 2.31 P P P P Gys2 Mus musculus glycogen synthase 2 (Gys2), mRNA [NM_145572]GO:0005977(glycogen metabolic process);GO:0005978(glycogen biosynthetic process)

-0.21 1.15 P P P P Cfi Mus musculus complement component factor i (Cfi), mRNA [NM_007686]GO:0006508(proteolysis);GO:0006958(complement activation, classical pathway);GO:0045087(innate immune response)
-0.08 2.55 P P P P Masp2 Mus musculus mannan-binding lectin serine peptidase 2 (Masp2), transcript variant 2, mRNA [NM_010767]GO:0006508(proteolysis);GO:0006958(complement activation, classical pathway);GO:0045087(innate immune response)
-0.61 0.42 P P P P
-0.63 0.59 P P P P Sulf1 Mus musculus sulfatase 1 (Sulf1), mRNA [NM_172294]GO:0006790(sulfur metabolic process);GO:0006915(apoptosis);GO:0008152(metabolic process)
-0.77 0.89 P P P P Ces5 Mus musculus carboxylesterase 5 (Ces5), transcript variant 1, mRNA [NM_172759]GO:0008150(biological_process)
0.15 3.15 P P P P Fgl1 Mus musculus fibrinogen-like protein 1 (Fgl1), mRNA [NM_145594]GO:0007165(signal transduction)

-0.04 3.19 P P P P Mst1 Mus musculus macrophage stimulating 1 (hepatocyte growth factor-like) (Mst1), mRNA [NM_008243]GO:0006508(proteolysis);GO:0007566(embryo implantation);GO:0007596(blood coagulation)
-0.48 1.15 P P P P Aldh1a1 Mus musculus aldehyde dehydrogenase family 1, subfamily A1 (Aldh1a1), mRNA [NM_013467]GO:0002072(optic cup morphogenesis involved in camera-type eye development);GO:0006979(response to oxidative stress);GO:0008152(metabolic process);GO:0042493(response to drug);GO:0042572(retinol metabolic process);GO:0042573(retinoic acid metabolic process);GO:0042904(9-cis-retinoic acid biosynthetic process);GO:0042905(9-cis-retinoic acid metabolic process);GO:0043065(positive regulation of apoptosis);GO:0045471(response to ethanol);GO:0048048(embryonic eye morphogenesis);GO:0051289(protein homotetramerization);GO:0055114(oxidation reduction)
-0.99 0.22 P P P P Angptl7 Mus musculus angiopoietin-like 7 (Angptl7), mRNA [NM_001039554]GO:0007165(signal transduction);GO:0008150(biological_process)
-1.51 1.42 P P P P Hbb-b1 Mus musculus hemoglobin, beta adult major chain (Hbb-b1), mRNA [NM_008220]GO:0006810(transport);GO:0010999(regulation of eIF2 alpha phosphorylation by heme);GO:0015671(oxygen transport);GO:0030097(hemopoiesis)
-0.68 0.68 P P P P Olfr97 Mus musculus olfactory receptor 97 (Olfr97), mRNA [NM_146512]GO:0007165(signal transduction);GO:0007186(G-protein coupled receptor protein signaling pathway);GO:0007608(sensory perception of smell)
0.05 2.43 P P P P Fbp1 Mus musculus fructose bisphosphatase 1 (Fbp1), mRNA [NM_019395]GO:0005975(carbohydrate metabolic process);GO:0006002(fructose 6-phosphate metabolic process);GO:0006094(gluconeogenesis)

-0.70 0.53 P P P P Gdpd2 Mus musculus glycerophosphodiester phosphodiesterase domain containing 2 (Gdpd2), mRNA [NM_023608]GO:0006071(glycerol metabolic process);GO:0006629(lipid metabolic process)
-0.42 5.00 P P P P Serpina1c Mus musculus serine (or cysteine) peptidase inhibitor, clade A, member 1C (Serpina1c), mRNA [NM_009245]GO:0034097(response to cytokine stimulus);GO:0043434(response to peptide hormone stimulus)
-0.29 6.82 P P P P Cyp2a4 Mus musculus cytochrome P450, family 2, subfamily a, polypeptide 4 (Cyp2a4), mRNA [NM_009997]GO:0055114(oxidation reduction)
-0.60 0.60 P P P P Osgin1 Mus musculus oxidative stress induced growth inhibitor 1 (Osgin1), mRNA [NM_027950]GO:0008150(biological_process)
-0.58 0.58 P P P P Bst1 Mus musculus bone marrow stromal cell antigen 1 (Bst1), mRNA [NM_009763]GO:0008152(metabolic process)
0.11 2.13 P P P P Cyp4a12b Mus musculus cytochrome P450, family 4, subfamily a, polypeptide 12B (Cyp4a12b), mRNA [NM_172306]GO:0055114(oxidation reduction)

-0.50 6.58 P P P P Pzp Mus musculus pregnancy zone protein (Pzp), mRNA [NM_007376]
-0.45 1.59 P P P P Inmt Mus musculus indolethylamine N-methyltransferase (Inmt), mRNA [NM_009349]
-0.10 1.51 P P P P Cyp2d11 Mus musculus cytochrome P450, family 2, subfamily d, polypeptide 11 (Cyp2d11), mRNA [NM_001104531]GO:0008150(biological_process);GO:0055114(oxidation reduction)
-0.54 0.69 P P P P Cfb Mus musculus complement factor B (Cfb), transcript variant 1, mRNA [NM_008198]GO:0006508(proteolysis);GO:0006956(complement activation);GO:0006957(complement activation, alternative pathway);GO:0008283(cell proliferation);GO:0045087(innate immune response)
-0.45 0.71 P P P P Ak3l1 Mus musculus adenylate kinase 3-like 1 (Ak3l1), nuclear gene encoding mitochondrial protein, transcript variant 1, mRNA [NM_001177602]GO:0006139(nucleobase, nucleoside, nucleotide and nucleic acid metabolic process)
-0.16 2.95 P P P P Trfr2 Mus musculus transferrin receptor 2 (Trfr2), mRNA [NM_015799]GO:0006508(proteolysis);GO:0006879(cellular iron ion homeostasis)
0.44 2.44 P P P P Asgr1 Mus musculus asialoglycoprotein receptor 1 (Asgr1), mRNA [NM_009714]GO:0006897(endocytosis);GO:0031668(cellular response to extracellular stimulus)

-0.63 0.63 P P P P AI507597 Mus musculus expressed sequence AI507597 (AI507597), non-coding RNA [NR_033566]GO:0008150(biological_process)
0.08 1.53 P P P P C8g Mus musculus complement component 8, gamma polypeptide (C8g), mRNA [NM_027062]GO:0006810(transport);GO:0006957(complement activation, alternative pathway);GO:0006958(complement activation, classical pathway);GO:0019835(cytolysis);GO:0045087(innate immune response)

-0.58 1.60 P P P P Gm10639 Mus musculus predicted gene 10639 (Gm10639), mRNA [NM_001122660]GO:0008150(biological_process)
0.01 1.30 P P P P Cyp2c37 Mus musculus cytochrome P450, family 2. subfamily c, polypeptide 37 (Cyp2c37), mRNA [NM_010001]GO:0055114(oxidation reduction)

-0.51 0.53 P P P P B230114P17RikMus musculus adult male corpora quadrigemina cDNA, RIKEN full-length enriched library, clone:B230114P17 product:unclassifiable, full insert sequence. [AK045415]GO:0008150(biological_process)
-0.19 3.02 P P P P Aldob Mus musculus aldolase B, fructose-bisphosphate (Aldob), mRNA [NM_144903]GO:0006094(gluconeogenesis);GO:0006096(glycolysis);GO:0008152(metabolic process);GO:0010043(response to zinc ion);GO:0043434(response to peptide hormone stimulus)
-0.12 4.63 P P P P Cyp2d26 Mus musculus cytochrome P450, family 2, subfamily d, polypeptide 26 (Cyp2d26), mRNA [NM_029562]GO:0042493(response to drug);GO:0055114(oxidation reduction)
0.25 2.07 P P P P Uox Mus musculus urate oxidase (Uox), mRNA [NM_009474]GO:0006144(purine base metabolic process);GO:0055114(oxidation reduction)

-0.43 5.01 P P P P
-0.42 2.26 P P P P Aspg Mus musculus asparaginase homolog (S. cerevisiae) (Aspg), mRNA [NM_001081169]GO:0006520(cellular amino acid metabolic process);GO:0008150(biological_process);GO:0016042(lipid catabolic process)
-0.17 2.35 P P P P Fmo5 Mus musculus flavin containing monooxygenase 5 (Fmo5), transcript variant 1, mRNA [NM_001161765]GO:0055114(oxidation reduction)
-0.50 0.50 P P P P Dux Mus musculus double homeobox (Dux), mRNA [NM_001081954]
0.08 1.10 P P P P Pemt Mus musculus phosphatidylethanolamine N-methyltransferase (Pemt), nuclear gene encoding mitochondrial protein, mRNA [NM_008819]GO:0006644(phospholipid metabolic process);GO:0006650(glycerophospholipid metabolic process);GO:0006656(phosphatidylcholine biosynthetic process);GO:0008285(negative regulation of cell proliferation);GO:0008654(phospholipid biosynthetic process);GO:0033273(response to vitamin);GO:0042493(response to drug);GO:0046498(S-adenosylhomocysteine metabolic process);GO:0046500(S-adenosylmethionine metabolic process);GO:0050747(positive regulation of lipoprotein metabolic process)

-0.65 0.65 P P P P Cxcl9 Mus musculus chemokine (C-X-C motif) ligand 9 (Cxcl9), mRNA [NM_008599]GO:0006954(inflammatory response);GO:0006955(immune response)
-0.35 0.71 P P P P Clca2 Mus musculus chloride channel calcium activated 2 (Clca2), mRNA [NM_030601]GO:0006821(chloride transport);GO:0006915(apoptosis)
-0.68 0.42 P P P P Serpine1 Mus musculus serine (or cysteine) peptidase inhibitor, clade E, member 1 (Serpine1), mRNA [NM_008871]GO:0042060(wound healing);GO:0042127(regulation of cell proliferation);GO:0045765(regulation of angiogenesis);GO:0050820(positive regulation of coagulation)
-0.96 2.13 P P P P Hrg Mus musculus histidine-rich glycoprotein (Hrg), mRNA [NM_053176]GO:0051918(negative regulation of fibrinolysis)
-0.48 0.87 P P P P Ch25h Mus musculus cholesterol 25-hydroxylase (Ch25h), mRNA [NM_009890]GO:0006633(fatty acid biosynthetic process);GO:0006694(steroid biosynthetic process);GO:0008203(cholesterol metabolic process);GO:0008610(lipid biosynthetic process);GO:0016126(sterol biosynthetic process);GO:0055114(oxidation reduction)
-0.93 1.21 P P P P F830016B08RikMus musculus RIKEN cDNA F830016B08 gene (F830016B08Rik), mRNA [NM_001101475]GO:0008150(biological_process)
-1.38 1.39 P P P P hemoglobin, beta adult minor chain Gene [Source:MGI Symbol;Acc:MGI:96022] [ENSMUST00000023934]
-0.05 1.12 P P P P Creb3l3 Mus musculus cAMP responsive element binding protein 3-like 3 (Creb3l3), mRNA [NM_145365]GO:0006350(transcription);GO:0006355(regulation of transcription, DNA-dependent);GO:0006986(response to unfolded protein);GO:0045449(regulation of transcription)
-1.05 1.53 P P P P Hba-a1 Mus musculus hemoglobin alpha, adult chain 1 (Hba-a1), mRNA [NM_008218]GO:0001701(in utero embryonic development);GO:0006810(transport);GO:0015671(oxygen transport);GO:0048821(erythrocyte development)
0.29 2.51 A P P P Pck1 Mus musculus phosphoenolpyruvate carboxykinase 1, cytosolic (Pck1), mRNA [NM_011044]GO:0006094(gluconeogenesis);GO:0006107(oxaloacetate metabolic process);GO:0006629(lipid metabolic process);GO:0046327(glycerol biosynthetic process from pyruvate)

-0.26 3.28 P P P P Serpind1 Mus musculus serine (or cysteine) peptidase inhibitor, clade D, member 1 (Serpind1), mRNA [NM_008223]GO:0007596(blood coagulation)
-0.54 0.54 P P P P Fn1 Mus musculus fibronectin 1 (Fn1), mRNA [NM_010233]GO:0001525(angiogenesis);GO:0006916(anti-apoptosis);GO:0006953(acute-phase response);GO:0007044(cell-substrate junction assembly);GO:0007155(cell adhesion);GO:0007160(cell-matrix adhesion);GO:0008360(regulation of cell shape);GO:0030198(extracellular matrix organization);GO:0042060(wound healing)
0.75 3.87 P P P P A930009L07RikMus musculus adult retina cDNA, RIKEN full-length enriched library, clone:A930009L07 product:unclassifiable, full insert sequence. [AK044369]GO:0008150(biological_process)

-0.41 0.84 A P P P Nnmt Mus musculus nicotinamide N-methyltransferase (Nnmt), mRNA [NM_010924]
-0.73 0.73 P P P P Slc2a2 Mus musculus solute carrier family 2 (facilitated glucose transporter), member 2 (Slc2a2), mRNA [NM_031197]GO:0006810(transport);GO:0007587(sugar utilization);GO:0008643(carbohydrate transport);GO:0015758(glucose transport);GO:0055085(transmembrane transport);GO:0070837(dehydroascorbic acid transport)



-1.20 1.20 P P P P Cox6a2 Mus musculus cytochrome c oxidase, subunit VI a, polypeptide 2 (Cox6a2), nuclear gene encoding mitochondrial protein, mRNA [NM_009943]
-0.74 0.74 P P P P Prp2 Mus musculus proline rich protein 2 (Prp2), mRNA [NM_031499]
-0.38 0.99 P P P P Mrap Mus musculus melanocortin 2 receptor accessory protein (Mrap), mRNA [NM_029844]GO:0050873(brown fat cell differentiation)
-0.15 0.93 P P P P Raet1b Mus musculus retinoic acid early transcript beta (Raet1b), mRNA [NM_009017]GO:0002839(positive regulation of immune response to tumor cell);GO:0006955(immune response);GO:0019882(antigen processing and presentation);GO:0032729(positive regulation of interferon-gamma production);GO:0032816(positive regulation of natural killer cell activation);GO:0042271(susceptibility to natural killer cell mediated cytotoxicity);GO:0043032(positive regulation of macrophage activation);GO:0045429(positive regulation of nitric oxide biosynthetic process)
-0.08 1.01 P P P P Ces2 Mus musculus carboxylesterase 2 (Ces2), mRNA [NM_145603]GO:0001101(response to acid);GO:0051789(response to protein stimulus)
-1.20 0.97 P P P P Trpm5 Mus musculus transient receptor potential cation channel, subfamily M, member 5 (Trpm5), mRNA [NM_020277]GO:0006810(transport);GO:0006811(ion transport);GO:0008150(biological_process)
-0.15 2.32 P P P P Acsm1 Mus musculus acyl-CoA synthetase medium-chain family member 1 (Acsm1), mRNA [NM_054094]GO:0006629(lipid metabolic process);GO:0006631(fatty acid metabolic process);GO:0006633(fatty acid biosynthetic process);GO:0008152(metabolic process)
-1.74 -0.62 P P P P immunoglobulin heavy chain (J558 family) Complex/Cluster/Region [Source:MGI Symbol;Acc:MGI:96486] [ENSMUST00000103532]
-0.67 0.67 A P P P Muc6 mucin 6, gastric Gene [Source:MGI Symbol;Acc:MGI:2663233] [ENSMUST00000062451]GO:0008150(biological_process)
-0.25 1.18 P P P P Fst Mus musculus follistatin (Fst), mRNA [NM_008046]GO:0007276(gamete generation);GO:0007389(pattern specification process);GO:0008585(female gonad development);GO:0030509(BMP signaling pathway);GO:0031069(hair follicle morphogenesis);GO:0042475(odontogenesis of dentine-containing tooth);GO:0043616(keratinocyte proliferation);GO:0045596(negative regulation of cell differentiation);GO:0051798(positive regulation of hair follicle development)
-0.60 0.73 A P P P Apol7c Mus musculus apolipoprotein L 7c (Apol7c), mRNA [NM_175391]GO:0008150(biological_process)
-1.18 0.05 P P P P LOC100046973PREDICTED: Mus musculus similar to [Human Ig rearranged gamma chain mRNA, V-J-C region and complete cds.], gene product (LOC100046973), mRNA [XM_001477170]
-1.02 0.06 P P P P Kynu Mus musculus kynureninase (L-kynurenine hydrolase) (Kynu), mRNA [NM_027552]GO:0006569(tryptophan catabolic process);GO:0008150(biological_process);GO:0008152(metabolic process);GO:0009435(NAD biosynthetic process);GO:0019363(pyridine nucleotide biosynthetic process);GO:0019441(tryptophan catabolic process to kynurenine);GO:0019442(tryptophan catabolic process to acetyl-CoA)
-0.04 2.38 P P P P Cyp3a11 Mus musculus cytochrome P450, family 3, subfamily a, polypeptide 11 (Cyp3a11), mRNA [NM_007818]GO:0055114(oxidation reduction)
-0.21 2.24 P P P P
-0.39 1.37 P P P P Slc15a2 Mus musculus solute carrier family 15 (H+/peptide transporter), member 2 (Slc15a2), transcript variant 1, mRNA [NM_021301]GO:0006810(transport);GO:0006857(oligopeptide transport);GO:0015031(protein transport);GO:0015833(peptide transport);GO:0042891(antibiotic transport);GO:0042938(dipeptide transport)
-0.20 0.86 P P P P Acat2 Mus musculus acetyl-Coenzyme A acetyltransferase 2 (Acat2), mRNA [NM_009338]GO:0008152(metabolic process)
-0.07 1.33 P A P P Kcnk9 Mus musculus potassium channel, subfamily K, member 9 (Kcnk9), mRNA [NM_001033876]GO:0006810(transport);GO:0006811(ion transport);GO:0006813(potassium ion transport)
-0.09 1.24 P P P P Pdzk1 Mus musculus PDZ domain containing 1 (Pdzk1), transcript variant 1, mRNA [NM_021517]
-0.56 0.56 P P P P Ear12 Mus musculus eosinophil-associated, ribonuclease A family, member 12 (Ear12), mRNA [NM_001012766]GO:0008150(biological_process)
-0.12 1.87 P P P P Cyp4a31 Mus musculus cytochrome P450, family 4, subfamily a, polypeptide 31 (Cyp4a31), mRNA [NM_201640]GO:0008150(biological_process);GO:0055114(oxidation reduction)
-1.38 1.42 P P P P Hbb-b2 Mus musculus hemoglobin, beta adult minor chain (Hbb-b2), mRNA [NM_016956]GO:0006810(transport);GO:0015671(oxygen transport)
-0.12 5.17 P P P P Slc27a5 Mus musculus solute carrier family 27 (fatty acid transporter), member 5 (Slc27a5), mRNA [NM_009512]GO:0001676(long-chain fatty acid metabolic process);GO:0006629(lipid metabolic process);GO:0006631(fatty acid metabolic process);GO:0006642(triglyceride mobilization);GO:0008152(metabolic process);GO:0008206(bile acid metabolic process);GO:0015908(fatty acid transport);GO:0015911(plasma membrane long-chain fatty acid transport);GO:0046951(ketone body biosynthetic process)
0.69 2.94 A A P P AW111846 Mus musculus adult male liver tumor cDNA, RIKEN full-length enriched library, clone:C730016I12 product:unclassifiable, full insert sequence. [AK050111]

-1.15 1.15 P P P P Fam151a Mus musculus family with sequence simliarity 151, member A (Fam151a), mRNA [NM_146149]GO:0008150(biological_process)
-0.55 2.24 P P P P Pipox Mus musculus pipecolic acid oxidase (Pipox), mRNA [NM_008952]GO:0046653(tetrahydrofolate metabolic process);GO:0055114(oxidation reduction)
-0.38 0.85 P P P P Sh3gl3 Mus musculus SH3-domain GRB2-like 3 (Sh3gl3), mRNA [NM_017400]GO:0006897(endocytosis)
0.14 1.26 P P P P Aqp8 Mus musculus aquaporin 8 (Aqp8), transcript variant 1, mRNA [NM_007474]GO:0006810(transport);GO:0006833(water transport);GO:0015722(canalicular bile acid transport)

-0.11 1.37 P P P P Cyp4a10 Mus musculus cytochrome P450, family 4, subfamily a, polypeptide 10 (Cyp4a10), mRNA [NM_010011]GO:0006631(fatty acid metabolic process);GO:0055114(oxidation reduction)
-0.04 1.60 P P P P Itih2 Mus musculus inter-alpha trypsin inhibitor, heavy chain 2 (Itih2), mRNA [NM_010582]GO:0030212(hyaluronan metabolic process)
-0.45 0.66 P P P P C78859 Mus musculus cDNA clone IMAGE:30686522. [BC094434]GO:0008150(biological_process)
-0.76 0.76 P A P P Aspdh Mus musculus aspartate dehydrogenase domain containing (Aspdh), mRNA [NM_026690]GO:0006742(NADP catabolic process);GO:0008150(biological_process);GO:0008152(metabolic process);GO:0009435(NAD biosynthetic process);GO:0019363(pyridine nucleotide biosynthetic process);GO:0055114(oxidation reduction)
-0.18 1.26 P P P P Dhcr24 Mus musculus 24-dehydrocholesterol reductase (Dhcr24), mRNA [NM_053272]GO:0006694(steroid biosynthetic process);GO:0006695(cholesterol biosynthetic process);GO:0007265(Ras protein signal transduction);GO:0008104(protein localization);GO:0008202(steroid metabolic process);GO:0008203(cholesterol metabolic process);GO:0008285(negative regulation of cell proliferation);GO:0008610(lipid biosynthetic process);GO:0009888(tissue development);GO:0016044(cellular membrane organization);GO:0016125(sterol metabolic process);GO:0016126(sterol biosynthetic process);GO:0030539(male genitalia development);GO:0031639(plasminogen activation);GO:0042987(amyloid precursor protein catabolic process);GO:0043588(skin development);GO:0055114(oxidation reduction)
-0.38 1.21 P P P P Clec4g Mus musculus C-type lectin domain family 4, member g (Clec4g), mRNA [NM_029465]GO:0008150(biological_process)
-0.55 0.55 P P P P 2210019I11RikMus musculus adult male stomach cDNA, RIKEN full-length enriched library, clone:2210019I11 product:unclassifiable, full insert sequence. [AK008755]GO:0008150(biological_process)
-0.15 2.83 A P P P Slc6a13 Mus musculus solute carrier family 6 (neurotransmitter transporter, GABA), member 13 (Slc6a13), mRNA [NM_144512]GO:0006810(transport);GO:0006836(neurotransmitter transport)
0.49 1.78 A A P P Ttn Mus musculus titin (Ttn), transcript variant N2-A, mRNA [NM_011652]GO:0001701(in utero embryonic development);GO:0003007(heart morphogenesis);GO:0006936(muscle contraction);GO:0007512(adult heart development);GO:0043056(forward locomotion);GO:0045214(sarcomere organization);GO:0055002(striated muscle cell development);GO:0055003(cardiac myofibril assembly)

-0.41 1.43 P P P P Gm7969 PREDICTED: Mus musculus hypothetical LOC666185 (LOC666185), mRNA [XM_001473218]GO:0008150(biological_process)
0.11 2.04 P P P P Apof Mus musculus apolipoprotein F (Apof), mRNA [NM_133997]GO:0006629(lipid metabolic process);GO:0006810(transport);GO:0006869(lipid transport);GO:0008150(biological_process);GO:0008202(steroid metabolic process);GO:0008203(cholesterol metabolic process)

-0.75 0.38 P P P P Serpina3g Mus musculus serine (or cysteine) peptidase inhibitor, clade A, member 3G (Serpina3g), mRNA [NM_009251]GO:0006915(apoptosis);GO:0034097(response to cytokine stimulus);GO:0043434(response to peptide hormone stimulus)
-0.14 1.47 P P P P Lrrtm2 Mus musculus leucine rich repeat transmembrane neuronal 2 (Lrrtm2), mRNA [NM_178005]GO:0008150(biological_process)
0.16 2.35 P P P P Gckr Mus musculus glucokinase regulatory protein (Gckr), mRNA [NM_144909]GO:0000060(protein import into nucleus, translocation);GO:0001678(cellular glucose homeostasis);GO:0043086(negative regulation of catalytic activity)

-0.11 0.97 P P P P Mus musculus adult male tongue cDNA, RIKEN full-length enriched library, clone:2310026L22 product:unclassifiable, full insert sequence. [AK009512]
-0.45 1.79 P P P P Gm7969 PREDICTED: Mus musculus hypothetical LOC666185 (LOC666185), mRNA [XM_001473218]GO:0008150(biological_process)
0.13 1.75 P P P P Gulo Mus musculus gulonolactone (L-) oxidase (Gulo), mRNA [NM_178747]GO:0009058(biosynthetic process);GO:0019853(L-ascorbic acid biosynthetic process);GO:0055114(oxidation reduction)

-1.14 0.49 P P P P Sprr2a2 Mus musculus small proline-rich protein 2A2 (Sprr2a2), mRNA [NM_001164787]GO:0008150(biological_process)
0.14 2.71 P P P P Cyp26b1 Mus musculus cytochrome P450, family 26, subfamily b, polypeptide 1 (Cyp26b1), transcript variant 1, mRNA [NM_175475]GO:0001709(cell fate determination);GO:0007140(male meiosis);GO:0007283(spermatogenesis);GO:0009954(proximal/distal pattern formation);GO:0030326(embryonic limb morphogenesis);GO:0042573(retinoic acid metabolic process);GO:0048384(retinoic acid receptor signaling pathway)
0.04 1.13 P P P P LOC100047148PREDICTED: Mus musculus similar to Endothelin converting enzyme 1 (LOC100047148), mRNA [XM_001477515]

-0.24 0.92 P P P P Ccl19 Mus musculus chemokine (C-C motif) ligand 19 (Ccl19), mRNA [NM_011888]GO:0006935(chemotaxis);GO:0006954(inflammatory response);GO:0006955(immune response)
0.06 2.14 P P P P Mmrn1 Mus musculus multimerin 1 (Mmrn1), transcript variant 1, mRNA [NM_027613]GO:0008150(biological_process)

-0.60 0.61 P P P P Fabp7 Mus musculus fatty acid binding protein 7, brain (Fabp7), mRNA [NM_021272]GO:0001964(startle response);GO:0006810(transport);GO:0021846(cell proliferation in forebrain);GO:0022008(neurogenesis);GO:0050673(epithelial cell proliferation);GO:0060134(prepulse inhibition)
-0.26 5.70 A P P P Ahsg Mus musculus alpha-2-HS-glycoprotein (Ahsg), mRNA [NM_013465]GO:0001503(ossification);GO:0006461(protein complex assembly);GO:0008584(male gonad development);GO:0030308(negative regulation of cell growth);GO:0030502(negative regulation of bone mineralization);GO:0045780(positive regulation of bone resorption);GO:0046627(negative regulation of insulin receptor signaling pathway)
-0.61 5.25 P P P P H2-Q10 Mus musculus histocompatibility 2, Q region locus 10 (H2-Q10), mRNA [NM_010391]GO:0002474(antigen processing and presentation of peptide antigen via MHC class I);GO:0006955(immune response);GO:0019882(antigen processing and presentation)
-0.26 5.47 P P P P Mup2 Mus musculus major urinary protein 2 (Mup2), transcript variant 2, mRNA [NM_001045550]
-0.97 0.50 P P P P Il1rap Mus musculus interleukin 1 receptor accessory protein (Il1rap), transcript variant 2, mRNA [NM_134103]GO:0007165(signal transduction);GO:0019221(cytokine-mediated signaling pathway);GO:0042094(interleukin-2 biosynthetic process);GO:0045087(innate immune response)
0.03 1.28 P P P P Arhgap36 Mus musculus Rho GTPase activating protein 36 (Arhgap36), mRNA [NM_001081123]GO:0008150(biological_process)
0.00 3.16 P P P P Mst1 Mus musculus macrophage stimulating 1 (hepatocyte growth factor-like) (Mst1), mRNA [NM_008243]GO:0006508(proteolysis);GO:0007566(embryo implantation);GO:0007596(blood coagulation)

-0.67 1.51 P P P P Fut7 Mus musculus fucosyltransferase 7 (Fut7), transcript variant 1, mRNA [NM_013524]GO:0006486(protein amino acid glycosylation)
0.17 3.38 P A P P Adh4 Mus musculus alcohol dehydrogenase 4 (class II), pi polypeptide (Adh4), mRNA [NM_011996]GO:0006067(ethanol metabolic process);GO:0006069(ethanol oxidation);GO:0006081(cellular aldehyde metabolic process);GO:0008152(metabolic process);GO:0042375(quinone cofactor metabolic process);GO:0046164(alcohol catabolic process);GO:0055114(oxidation reduction)



-0.50 0.50 P P P P Ccl9 Mus musculus chemokine (C-C motif) ligand 9 (Ccl9), mRNA [NM_011338]GO:0006935(chemotaxis);GO:0006955(immune response)
-0.64 2.01 P P P P Afm Mus musculus afamin (Afm), mRNA [NM_145146]GO:0006810(transport);GO:0008150(biological_process)
-1.06 1.08 P P P P Serpina3m Mus musculus serine (or cysteine) peptidase inhibitor, clade A, member 3M (Serpina3m), mRNA [NM_009253]GO:0034097(response to cytokine stimulus);GO:0043434(response to peptide hormone stimulus)
0.35 2.50 P P P P F2 Mus musculus coagulation factor II (F2), mRNA [NM_010168]GO:0006508(proteolysis);GO:0006953(acute-phase response);GO:0007596(blood coagulation);GO:0030168(platelet activation)

-0.64 0.54 P P P P Kcna2 Mus musculus potassium voltage-gated channel, shaker-related subfamily, member 2 (Kcna2), mRNA [NM_008417]GO:0006810(transport);GO:0006811(ion transport);GO:0006813(potassium ion transport);GO:0051259(protein oligomerization);GO:0055085(transmembrane transport)
-1.99 -0.01 P P P P Eif2s3x Mus musculus eukaryotic translation initiation factor 2, subunit 3, structural gene X-linked (Eif2s3x), mRNA [NM_012010]GO:0006412(translation);GO:0008150(biological_process)
0.22 1.44 A P P P Gm10768 Mus musculus predicted gene 10768 (Gm10768), non-coding RNA [NR_033472]GO:0008150(biological_process)

-0.04 3.13 A P P P C4bp Mus musculus complement component 4 binding protein (C4bp), mRNA [NM_007576]GO:0006958(complement activation, classical pathway);GO:0045087(innate immune response)
-0.41 4.70 P P P P Serpina1e Mus musculus serine (or cysteine) peptidase inhibitor, clade A, member 1E (Serpina1e), mRNA [NM_009247]GO:0010288(response to lead ion);GO:0033986(response to methanol);GO:0034097(response to cytokine stimulus);GO:0043434(response to peptide hormone stimulus);GO:0046687(response to chromate)
-0.77 0.76 P P P P Zdhhc22 Mus musculus zinc finger, DHHC-type containing 22 (Zdhhc22), mRNA [NM_001080943]GO:0008150(biological_process)
-0.38 4.46 P A P P Gltpd2 Mus musculus glycolipid transfer protein domain containing 2 (Gltpd2), mRNA [NM_146020]GO:0008150(biological_process);GO:0046836(glycolipid transport)
-0.21 1.91 P P P P Cyp2c38 Mus musculus cytochrome P450, family 2, subfamily c, polypeptide 38 (Cyp2c38), mRNA [NM_010002]GO:0055114(oxidation reduction)
-0.49 0.74 P P P P Igf1 Mus musculus insulin-like growth factor 1 (Igf1), transcript variant 1, mRNA [NM_010512]GO:0001649(osteoblast differentiation);GO:0001974(blood vessel remodeling);GO:0006417(regulation of translation);GO:0006916(anti-apoptosis);GO:0007399(nervous system development);GO:0007613(memory);GO:0008285(negative regulation of cell proliferation);GO:0010001(glial cell differentiation);GO:0010552(positive regulation of gene-specific transcription from RNA polymerase II promoter);GO:0021940(positive regulation of granule cell precursor proliferation);GO:0030104(water homeostasis);GO:0030307(positive regulation of cell growth);GO:0030324(lung development);GO:0030879(mammary gland development);GO:0031017(exocrine pancreas development);GO:0032878(regulation of establishment or maintenance of cell polarity);GO:0033143(regulation of steroid hormone receptor signaling pathway);GO:0035264(multicellular organism growth);GO:0042127(regulation of cell proliferation);GO:0045600(positive regulation of fat cell differentiation);GO:0045669(positive regulation of osteoblast differentiation);GO:0045768(positive regulation
-1.28 0.16 P P P P Ecel1 Mus musculus endothelin converting enzyme-like 1 (Ecel1), mRNA [NM_021306]GO:0006508(proteolysis);GO:0007218(neuropeptide signaling pathway)
0.35 2.24 P A P P Agxt2l1 Mus musculus alanine-glyoxylate aminotransferase 2-like 1 (Agxt2l1), transcript variant 1, mRNA [NM_027907]GO:0008150(biological_process)

-0.19 2.79 P P P P Asgr2 Mus musculus asialoglycoprotein receptor 2 (Asgr2), mRNA [NM_007493]GO:0006897(endocytosis);GO:0009100(glycoprotein metabolic process);GO:0031647(regulation of protein stability);GO:0055088(lipid homeostasis)
-0.41 1.13 A P P P Plin5 Mus musculus perilipin 5 (Plin5), transcript variant 2, mRNA [NM_001077348]
-0.41 0.76 P P P P Rspo3 Mus musculus R-spondin 3 homolog (Xenopus laevis) (Rspo3), mRNA [NM_028351]GO:0016055(Wnt receptor signaling pathway);GO:0050896(response to stimulus);GO:0060070(Wnt receptor signaling pathway through beta-catenin);GO:0060670(branching involved in embryonic placenta morphogenesis)
-0.50 0.51 P P P P Ang2 Mus musculus angiogenin, ribonuclease A family, member 2 (Ang2), mRNA [NM_007449]
-1.15 1.37 P P P P Ubd Mus musculus ubiquitin D (Ubd), mRNA [NM_023137]
-0.01 1.43 A P P P Tnnt2 Mus musculus troponin T2, cardiac (Tnnt2), transcript variant 9, mRNA [NM_011619]GO:0006936(muscle contraction);GO:0006937(regulation of muscle contraction);GO:0007507(heart development);GO:0008016(regulation of heart contraction);GO:0045214(sarcomere organization);GO:0051291(protein heterooligomerization);GO:0051764(actin crosslink formation);GO:0055009(atrial cardiac muscle tissue morphogenesis);GO:0055010(ventricular cardiac muscle tissue morphogenesis)
-0.86 1.93 P P P P A030001D16RikMus musculus 6 days neonate skin cDNA, RIKEN full-length enriched library, clone:A030001D16 product:unclassifiable, full insert sequence. [AK037146]GO:0008150(biological_process)
-0.07 0.94 P P P P Sord Mus musculus sorbitol dehydrogenase (Sord), mRNA [NM_146126]GO:0006060(sorbitol metabolic process);GO:0008152(metabolic process);GO:0009725(response to hormone stimulus);GO:0046686(response to cadmium ion);GO:0046688(response to copper ion);GO:0055114(oxidation reduction)
-1.13 1.39 P P P P Hba-a2 Mus musculus hemoglobin alpha, adult chain 2 (Hba-a2), mRNA [NM_001083955]GO:0001701(in utero embryonic development);GO:0006810(transport);GO:0015671(oxygen transport);GO:0045776(negative regulation of blood pressure);GO:0048821(erythrocyte development);GO:0051291(protein heterooligomerization);GO:0051930(regulation of sensory perception of pain)
-0.49 2.37 A P P P Aldh1a7 Mus musculus aldehyde dehydrogenase family 1, subfamily A7 (Aldh1a7), mRNA [NM_011921]GO:0008152(metabolic process);GO:0042573(retinoic acid metabolic process);GO:0051289(protein homotetramerization);GO:0055114(oxidation reduction)
0.09 7.23 P P P P Hpx Mus musculus hemopexin (Hpx), mRNA [NM_017371]GO:0002639(positive regulation of immunoglobulin production);GO:0002925(positive regulation of humoral immune response mediated by circulating immunoglobulin);GO:0006810(transport);GO:0020027(hemoglobin metabolic process);GO:0042168(heme metabolic process);GO:0042511(positive regulation of tyrosine phosphorylation of Stat1 protein);GO:0051246(regulation of protein metabolic process);GO:0060332(positive regulation of response to interferon-gamma);GO:0060335(positive regulation of interferon-gamma-mediated signaling pathway)

-0.34 1.76 P P P P Cyp2c67 Mus musculus cytochrome P450, family 2, subfamily c, polypeptide 67 (Cyp2c67), mRNA [NM_001024719]GO:0008150(biological_process);GO:0055114(oxidation reduction)
-0.97 0.56 P P P P Ccl7 Mus musculus chemokine (C-C motif) ligand 7 (Ccl7), mRNA [NM_013654]GO:0006935(chemotaxis);GO:0006954(inflammatory response);GO:0006955(immune response)
-0.68 1.62 P P P P F10 Mus musculus coagulation factor X (F10), mRNA [NM_007972]GO:0006508(proteolysis);GO:0007596(blood coagulation)
-0.07 1.12 P P P P Fgl1 Mus musculus fibrinogen-like protein 1 (Fgl1), mRNA [NM_145594]GO:0007165(signal transduction)
0.01 1.94 A P P P Prodh2 Mus musculus proline dehydrogenase (oxidase) 2 (Prodh2), mRNA [NM_019546]GO:0006537(glutamate biosynthetic process);GO:0006560(proline metabolic process);GO:0006562(proline catabolic process);GO:0008150(biological_process);GO:0055114(oxidation reduction)

-0.22 1.51 P P P P Mfsd2a Mus musculus major facilitator superfamily domain containing 2A (Mfsd2a), mRNA [NM_029662]GO:0006810(transport);GO:0055085(transmembrane transport)
-0.56 0.56 P P P P Ear2 Mus musculus eosinophil-associated, ribonuclease A family, member 2 (Ear2), mRNA [NM_007895]GO:0006935(chemotaxis)
-1.16 0.05 P P P P Gm15698 Mus musculus predicted gene 15698 (Gm15698), non-coding RNA [NR_003564]
-0.35 3.25 P P P P Trf Mus musculus transferrin (Trf), mRNA [NM_133977]GO:0006810(transport);GO:0006811(ion transport);GO:0006826(iron ion transport);GO:0006879(cellular iron ion homeostasis);GO:0015682(ferric iron transport);GO:0031643(positive regulation of myelination);GO:0060395(SMAD protein signal transduction)
0.07 2.44 P P P P Gsta1 Mus musculus glutathione S-transferase, alpha 1 (Ya) (Gsta1), mRNA [NM_008181]GO:0006749(glutathione metabolic process);GO:0008152(metabolic process);GO:0042178(xenobiotic catabolic process)

-0.33 2.83 P P P P Trf Mus musculus transferrin (Trf), mRNA [NM_133977]GO:0006810(transport);GO:0006811(ion transport);GO:0006826(iron ion transport);GO:0006879(cellular iron ion homeostasis);GO:0015682(ferric iron transport);GO:0031643(positive regulation of myelination);GO:0060395(SMAD protein signal transduction)
-0.12 0.89 A P P P Cyp4f15 Mus musculus cytochrome P450, family 4, subfamily f, polypeptide 15 (Cyp4f15), mRNA [NM_134127]GO:0008150(biological_process);GO:0055114(oxidation reduction)
-0.86 0.17 P P P P Maf Mus musculus avian musculoaponeurotic fibrosarcoma (v-maf) AS42 oncogene homolog (Maf), mRNA [NM_001025577]GO:0001816(cytokine production);GO:0002088(lens development in camera-type eye);GO:0006350(transcription);GO:0006351(transcription, DNA-dependent);GO:0006355(regulation of transcription, DNA-dependent);GO:0032330(regulation of chondrocyte differentiation);GO:0045449(regulation of transcription);GO:0045944(positive regulation of transcription from RNA polymerase II promoter);GO:0048468(cell development);GO:0070306(lens fiber cell differentiation)
0.27 1.79 P P P P Rgn Mus musculus regucalcin (Rgn), mRNA [NM_009060]

-0.57 0.57 A P P P Thbs4 Mus musculus thrombospondin 4 (Thbs4), mRNA [NM_011582]GO:0007155(cell adhesion);GO:0007399(nervous system development);GO:0048812(neuron projection morphogenesis);GO:0051260(protein homooligomerization)
-1.39 0.37 P P P P Mrap2 Mus musculus melanocortin 2 receptor accessory protein 2 (Mrap2), transcript variant 1, mRNA [NM_001177731]GO:0008150(biological_process)
-0.42 3.65 P P P P Serpina1d Mus musculus serine (or cysteine) peptidase inhibitor, clade A, member 1D (Serpina1d), mRNA [NM_009246]GO:0034097(response to cytokine stimulus);GO:0043434(response to peptide hormone stimulus)
-0.14 0.91 P P P P Id4 Mus musculus inhibitor of DNA binding 4 (Id4), mRNA [NM_031166]GO:0000082(G1/S transition of mitotic cell cycle);GO:0007405(neuroblast proliferation);GO:0007420(brain development);GO:0008283(cell proliferation);GO:0008284(positive regulation of cell proliferation);GO:0021766(hippocampus development);GO:0021895(cerebral cortex neuron differentiation);GO:0045449(regulation of transcription);GO:0045665(negative regulation of neuron differentiation);GO:0048712(negative regulation of astrocyte differentiation)
-1.75 -0.26 P P P P Phox2b Mus musculus paired-like homeobox 2b (Phox2b), mRNA [NM_008888]GO:0001764(neuron migration);GO:0006355(regulation of transcription, DNA-dependent);GO:0007275(multicellular organismal development);GO:0008285(negative regulation of cell proliferation);GO:0010001(glial cell differentiation);GO:0021533(cell differentiation in hindbrain);GO:0030182(neuron differentiation);GO:0045449(regulation of transcription);GO:0045665(negative regulation of neuron differentiation);GO:0045666(positive regulation of neuron differentiation);GO:0048468(cell development)
-0.45 0.84 A P P P Tnn Mus musculus tenascin N (Tnn), mRNA [NM_177839]GO:0007160(cell-matrix adhesion);GO:0007165(signal transduction);GO:0007409(axonogenesis);GO:0016049(cell growth);GO:0016477(cell migration)
-0.67 2.02 P P P P G6pc Mus musculus glucose-6-phosphatase, catalytic (G6pc), mRNA [NM_008061]GO:0005977(glycogen metabolic process);GO:0005980(glycogen catabolic process);GO:0006094(gluconeogenesis);GO:0006641(triglyceride metabolic process);GO:0006796(phosphate metabolic process);GO:0008202(steroid metabolic process);GO:0010468(regulation of gene expression);GO:0015760(glucose-6-phosphate transport);GO:0035264(multicellular organism growth);GO:0042593(glucose homeostasis);GO:0042632(cholesterol homeostasis);GO:0046415(urate metabolic process);GO:0046838(phosphorylated carbohydrate dephosphorylation);GO:0051156(glucose 6-phosphate metabolic process);GO:0055088(lipid homeostasis)
-0.87 2.82 P P P P Itih4 Mus musculus inter alpha-trypsin inhibitor, heavy chain 4 (Itih4), transcript variant 1, mRNA [NM_018746]
-0.64 0.64 P P P P AU040972 H3052C06-5 NIA Mouse 15K cDNA Clone Set Mus musculus cDNA clone H3052C06 5', mRNA sequence [BG080322]GO:0008150(biological_process)
-1.92 1.35 P P P P Mus musculus rearranged immunoglobulin light chain variable region mRNA, partial cds. [U37911]
-0.20 6.08 P P P P Fabp1 Mus musculus fatty acid binding protein 1, liver (Fabp1), mRNA [NM_017399]GO:0006810(transport);GO:0015909(long-chain fatty acid transport);GO:0032000(positive regulation of fatty acid beta-oxidation);GO:0050892(intestinal absorption);GO:0051345(positive regulation of hydrolase activity)
-0.58 0.58 P P P P Bst1 Mus musculus bone marrow stromal cell antigen 1 (Bst1), mRNA [NM_009763]GO:0008152(metabolic process)
-0.32 1.12 P P P P Mgst1 Mus musculus microsomal glutathione S-transferase 1 (Mgst1), mRNA [NM_019946]GO:0006749(glutathione metabolic process);GO:0010243(response to organic nitrogen);GO:0032496(response to lipopolysaccharide);GO:0042493(response to drug)
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PREDICTED: Mus musculus similar to precursor (AA -28 to 232) (LOC100045268), mRNA [XM_001474162]113884088chr13 113884029- mm|13qD2.2 100045268
GO:0005576(extracellular region);GO:0005615(extracellular space);GO:0005792(microsome);GO:0043204(perikaryon)GO:0002020(protease binding);GO:0004869(cysteine-type endopeptidase inhibitor activity);GO:0030414(peptidase inhibitor activity)23081759 chr16 23081700 + mm|16qB1 ENSMUST0000003949216644
GO:0005739(mitochondrion);GO:0005743(mitochondrial inner membrane)GO:0003674(molecular_function);GO:0003824(catalytic activity);GO:0016491(oxidoreductase activity);GO:0030151(molybdenum ion binding);GO:0030170(pyridoxal phosphate binding)186611226chr1 186611167- mm|1qH5 ENSMUST0000004846266112
GO:0005783(endoplasmic reticulum);GO:0005792(microsome);GO:0016020(membrane);GO:0016021(integral to membrane)GO:0004768(stearoyl-CoA 9-desaturase activity);GO:0005506(iron ion binding);GO:0016491(oxidoreductase activity);GO:0016717(oxidoreductase activity, acting on paired donors, with oxidation of a pair of donors resulting in the reduction of molecular oxygen to two molecules of water)44469446 chr19 44469387 - mm|19qC3 ENSMUST0000004133120249
GO:0005576(extracellular region);GO:0043234(protein complex)GO:0003674(molecular_function)90323003 chr1 90322944 + mm|1qD ENSMUST0000002751875396

Putative uncharacterized protein  [Source:UniProtKB/TrEMBL;Acc:Q3UUF1] [ENSMUST00000098984]14523482 chr9 14523423 + mm|9qA2 ENSMUST00000098984
GO:0005576(extracellular region);GO:0005615(extracellular space);GO:0034364(high-density lipoprotein particle)GO:0008035(high-density lipoprotein binding);GO:0008289(lipid binding);GO:0017127(cholesterol transporter activity)173156504chr1 173156445+ mm|1qH3 ENSMUST0000011132111807
GO:0005576(extracellular region);GO:0005615(extracellular space)GO:0004866(endopeptidase inhibitor activity);GO:0005515(protein binding);GO:0048037(cofactor binding)57343475 chr17 57343416 - mm|17qD ENSMUST0000002498812266
GO:0005622(intracellular);GO:0005634(nucleus);GO:0005737(cytoplasm);GO:0005829(cytosol)GO:0005215(transporter activity);GO:0008047(enzyme activator activity);GO:0008289(lipid binding)3997333 chr11 3997274 - mm|11qA1 ENSMUST0000000368167815
GO:0005575(cellular_component)GO:0003674(molecular_function);GO:0004364(glutathione transferase activity);GO:0016740(transferase activity)78153302 chr9 78153243 + mm|9qE1 ENSMUST00000121273100042314
GO:0005576(extracellular region);GO:0005886(plasma membrane);GO:0016020(membrane);GO:0016021(integral to membrane)GO:0008083(growth factor activity)55068089 chr9 55068030 - mm|9qB ENSMUST0000013926183961
GO:0005576(extracellular region);GO:0005577(fibrinogen complex);GO:0005615(extracellular space);GO:0005938(cell cortex)GO:0005102(receptor binding);GO:0030674(protein binding, bridging)82846393 chr3 82846334 - mm|3qE3 ENSMUST00000048246110135
GO:0005576(extracellular region);GO:0005615(extracellular space)GO:0005125(cytokine activity);GO:0008009(chemokine activity)41775333 chr4 41775274 + mm|4qA5 ENSMUST00000115921100042493
GO:0000139(Golgi membrane);GO:0005739(mitochondrion);GO:0005783(endoplasmic reticulum);GO:0005792(microsome);GO:0016020(membrane);GO:0031227(intrinsic to endoplasmic reticulum membrane)GO:0004497(monooxygenase activity);GO:0005506(iron ion binding);GO:0009055(electron carrier activity);GO:0016491(oxidoreductase activity);GO:0016712(oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, reduced flavin or flavoprotein as one donor, and incorporation of one atom of oxygen);GO:0020037(heme binding);GO:0046872(metal ion binding)147960687chr7 147960628+ mm|7qF5 ENSMUST0000010605513106
GO:0005576(extracellular region)GO:0004867(serine-type endopeptidase inhibitor activity);GO:0030414(peptidase inhibitor activity)31742434 chr14 31742375 - mm|14qB ENSMUST0000000670416424
GO:0005575(cellular_component)GO:0003674(molecular_function);GO:0004867(serine-type endopeptidase inhibitor activity);GO:0030414(peptidase inhibitor activity)105492615chr12 105492556+ mm|12qE ENSMUST00000101079238393
GO:0005739(mitochondrion);GO:0005741(mitochondrial outer membrane);GO:0005743(mitochondrial inner membrane);GO:0016020(membrane);GO:0016021(integral to membrane)GO:0008131(amine oxidase activity);GO:0016491(oxidoreductase activity);GO:0042803(protein homodimerization activity);GO:0050660(FAD binding)16286486 chrX 16286427 - mm|XqA1.2ENSMUST00000040820109731
GO:0005634(nucleus);GO:0005640(nuclear outer membrane);GO:0005829(cytosol)GO:0004364(glutathione transferase activity);GO:0008144(drug binding);GO:0016740(transferase activity);GO:0043295(glutathione binding)78178915 chr9 78178856 - mm|9qE1 ENSMUST0000003490214858
GO:0005575(cellular_component);GO:0005737(cytoplasm)GO:0003674(molecular_function)92304254 chr3 92304195 - mm|3qF1 ENSMUST00000062129229562
GO:0005624(membrane fraction);GO:0016020(membrane);GO:0016021(integral to membrane);GO:0016324(apical plasma membrane);GO:0016328(lateral plasma membrane)GO:0000166(nucleotide binding);GO:0005215(transporter activity);GO:0005524(ATP binding);GO:0016887(ATPase activity);GO:0017111(nucleoside-triphosphatase activity);GO:0042626(ATPase activity, coupled to transmembrane movement of substances)53231923 chr7 53231864 - mm|7qB4 ENSMUST0000000285027421
GO:0005575(cellular_component)GO:0003674(molecular_function);GO:0016787(hydrolase activity)107362480chr8 107362421+ mm|8qD3 ENSMUST00000059449234669
GO:0005576(extracellular region);GO:0005615(extracellular space);GO:0005634(nucleus);GO:0034364(high-density lipoprotein particle)GO:0004857(enzyme inhibitor activity);GO:0005319(lipid transporter activity);GO:0005515(protein binding);GO:0005548(phospholipid transporter activity);GO:0008034(lipoprotein binding);GO:0008035(high-density lipoprotein binding);GO:0008289(lipid binding);GO:0017127(cholesterol transporter activity);GO:0042802(identical protein binding)46037980 chr9 46037921 + mm|9qA5.2ENSMUST0000003458811806
GO:0005575(cellular_component)GO:0003674(molecular_function)105520880chr3 105520821+ mm|3qF2.2ENSMUST00000098273109050
GO:0005575(cellular_component)GO:0003674(molecular_function)74130635 chr9 74130576 + mm|9qD ENSMUST00000055879546144
GO:0005575(cellular_component);GO:0016020(membrane);GO:0016021(integral to membrane)GO:0003674(molecular_function);GO:0015020(glucuronosyltransferase activity);GO:0016740(transferase activity);GO:0016757(transferase activity, transferring glycosyl groups);GO:0016758(transferase activity, transferring hexosyl groups)9244723 chr15 9244664 + mm|15qA1 ENSMUST00000022861105887
GO:0005575(cellular_component);GO:0005576(extracellular region);GO:0005578(proteinaceous extracellular matrix)GO:0003674(molecular_function);GO:0005515(protein binding)166753762chr1 166753703+ mm|1qH2.2ENSMUST0000002786156429
GO:0005575(cellular_component)GO:0003674(molecular_function)5658422 chrX 5658363 - mm|XqA1.1ENSMUST00000117544102991
GO:0005737(cytoplasm);GO:0005739(mitochondrion)GO:0008270(zinc ion binding);GO:0016403(dimethylargininase activity);GO:0016597(amino acid binding);GO:0016787(hydrolase activity);GO:0016813(hydrolase activity, acting on carbon-nitrogen (but not peptide) bonds, in linear amidines);GO:0046872(metal ion binding)145516211chr3 145516152+ mm|3qH2 ENSMUST0000012031069219
GO:0005737(cytoplasm);GO:0005886(plasma membrane)GO:0005509(calcium ion binding);GO:0005540(hyaluronic acid binding)31711281 chr14 31711222 + mm|14qB ENSMUST0000000670316427
GO:0016020(membrane);GO:0016021(integral to membrane)GO:0005515(protein binding)79129191 chr10 79129132 + mm|10qC1 ENSMUST0000002055417123

87805246 chr5 87805187 - mm|5qE1
GO:0005737(cytoplasm);GO:0005739(mitochondrion);GO:0044444(cytoplasmic part)GO:0000166(nucleotide binding);GO:0005515(protein binding);GO:0005524(ATP binding)35107176 chr17 35107117 - mm|17qB1 ENSMUST00000087328193740
GO:0005575(cellular_component)GO:0003674(molecular_function)135345676chr7 135345617- mm|7qF3 70973
GO:0005575(cellular_component);GO:0016020(membrane);GO:0016021(integral to membrane)GO:0003674(molecular_function)51192414 chr3 51192355 - mm|3qC ENSMUST0000010804667749
GO:0005783(endoplasmic reticulum)GO:0004091(carboxylesterase activity);GO:0016290(palmitoyl-CoA hydrolase activity);GO:0016787(hydrolase activity)95725266 chr8 95725207 - mm|8qC5 ENSMUST0000003417313897
GO:0005576(extracellular region);GO:0016020(membrane);GO:0030425(dendrite);GO:0031410(cytoplasmic vesicle);GO:0043083(synaptic cleft);GO:0043195(terminal button);GO:0045202(synapse)GO:0003824(catalytic activity);GO:0004252(serine-type endopeptidase activity);GO:0005044(scavenger receptor activity);GO:0008233(peptidase activity);GO:0008236(serine-type peptidase activity);GO:0016787(hydrolase activity)123209468chr3 123209409+ mm|3qG1 ENSMUST0000002960319142
GO:0005739(mitochondrion)GO:0003824(catalytic activity);GO:0004586(ornithine decarboxylase activity);GO:0005515(protein binding);GO:0008792(arginine decarboxylase activity);GO:0042978(ornithine decarboxylase activator activity)128623373chr4 128623314- mm|4qD2.2ENSMUST00000030581242669
GO:0005576(extracellular region);GO:0016020(membrane);GO:0042612(MHC class I protein complex)138431304chr5 138431245+ mm|5qG2 ENSMUST0000003539012007
GO:0005575(cellular_component)GO:0003674(molecular_function);GO:0016301(kinase activity)135276862chr1 135276803+ mm|1qE4 ENSMUST00000135222214253
GO:0005575(cellular_component)GO:0003674(molecular_function)77566810 chr15 77566751 + mm|15qE1 ENSMUST0000008177671898
GO:0005576(extracellular region);GO:0016020(membrane)GO:0005044(scavenger receptor activity)87174882 chr3 87174823 + mm|3qF1 ENSMUST0000001599811801
GO:0005886(plasma membrane);GO:0016020(membrane)GO:0005515(protein binding)103393398chr15 103393339- mm|15qF3 ENSMUST0000002313414663
GO:0005576(extracellular region)GO:0003824(catalytic activity);GO:0004252(serine-type endopeptidase activity);GO:0008233(peptidase activity);GO:0008236(serine-type peptidase activity);GO:0016787(hydrolase activity)113884094chr13 113884035- mm|13qD2.2ENSMUST0000010924314938
GO:0005576(extracellular region);GO:0005615(extracellular space);GO:0005634(nucleus)GO:0005102(receptor binding);GO:0008201(heparin binding)124686329chr4 124686270+ mm|4qD2.2ENSMUST00000030687192199
GO:0005634(nucleus)GO:0003677(DNA binding);GO:0003700(transcription factor activity);GO:0003706(ligand-regulated transcription factor activity);GO:0003707(steroid hormone receptor activity);GO:0004872(receptor activity);GO:0004879(ligand-dependent nuclear receptor activity);GO:0005515(protein binding);GO:0008270(zinc ion binding);GO:0008289(lipid binding);GO:0016563(transcription activator activity);GO:0019904(protein domain specific binding);GO:0043565(sequence-specific DNA binding);GO:0046872(metal ion binding);GO:0046982(protein heterodimerization activity)85637252 chr15 85637193 + mm|15qE2 19013
GO:0000786(nucleosome);GO:0005634(nucleus);GO:0005694(chromosome);GO:0005737(cytoplasm)GO:0003677(DNA binding)10796509 chr16 10796450 - mm|16qA1 ENSMUST0000002314419118
GO:0005576(extracellular region);GO:0005615(extracellular space)GO:0004867(serine-type endopeptidase inhibitor activity);GO:0005515(protein binding);GO:0030414(peptidase inhibitor activity)105185349chr12 105185290- mm|12qE ENSMUST0000008505420704
GO:0016020(membrane);GO:0016021(integral to membrane);GO:0030315(T-tubule);GO:0030425(dendrite);GO:0043025(neuronal cell body)GO:0005216(ion channel activity);GO:0005242(inward rectifier potassium channel activity);GO:0005244(voltage-gated ion channel activity);GO:0005515(protein binding);GO:0030165(PDZ domain binding)60884615 chr11 60884556 + mm|11qB2 ENSMUST0000010871716515
GO:0005783(endoplasmic reticulum);GO:0005792(microsome);GO:0016020(membrane);GO:0016021(integral to membrane);GO:0031227(intrinsic to endoplasmic reticulum membrane)GO:0004497(monooxygenase activity);GO:0004499(flavin-containing monooxygenase activity);GO:0016491(oxidoreductase activity);GO:0050660(FAD binding);GO:0050661(NADP or NADPH binding)97459192 chr3 97459133 + mm|3qF2.2ENSMUST0000010705014263
GO:0005575(cellular_component)GO:0003674(molecular_function)121737552chr6 121737493+ mm|6qF1 640530
GO:0005777(peroxisome)GO:0003995(acyl-CoA dehydrogenase activity);GO:0003997(acyl-CoA oxidase activity);GO:0005504(fatty acid binding);GO:0016491(oxidoreductase activity);GO:0016627(oxidoreductase activity, acting on the CH-CH group of donors);GO:0033791(3alpha,7alpha,12alpha-trihydroxy-5beta-cholestanoyl-CoA 24-hydroxylase activity);GO:0050660(FAD binding)9058200 chr14 9058141 - mm|14qA1 ENSMUST0000002227193732



GO:0005739(mitochondrion);GO:0005777(peroxisome)GO:0004846(urate oxidase activity);GO:0016491(oxidoreductase activity)146290847chr3 146290788+ mm|3qH2 ENSMUST0000012113322262
GO:0005576(extracellular region)GO:0004867(serine-type endopeptidase inhibitor activity);GO:0030414(peptidase inhibitor activity)105002989chr12 105002930- mm|12qE ENSMUST0000007886920703

Mus musculus brachyury 2 (T2), mRNA [NM_001161832]8615528 chr17 8615469 + mm|17qA1 ENSMUST0000008214821331
Mus musculus 2 days pregnant adult female oviduct cDNA, RIKEN full-length enriched library, clone:E230022M20 product:hypothetical protein, full insert sequence. [AK143258]52673

GO:0005576(extracellular region)36443486 chr9 36443427 - mm|9qA4 ENSMUST00000093868235973
GO:0005575(cellular_component)GO:0003674(molecular_function);GO:0004872(receptor activity)147417030chr7 147416971+ mm|7qF4 ENSMUST00000026531244233
GO:0000228(nuclear chromosome);GO:0005634(nucleus)GO:0005515(protein binding);GO:0008270(zinc ion binding);GO:0046872(metal ion binding)55994057 chr12 55993998 - mm|12qC1 217578
GO:0005576(extracellular region);GO:0005604(basement membrane);GO:0005615(extracellular space);GO:0005737(cytoplasm)GO:0005504(fatty acid binding);GO:0008144(drug binding);GO:0008270(zinc ion binding);GO:0008289(lipid binding);GO:0043498(cell surface binding);GO:0046872(metal ion binding)90901657 chr5 90901598 + mm|5qE1 ENSMUST0000003131411657
GO:0005576(extracellular region);GO:0005737(cytoplasm);GO:0005886(plasma membrane);GO:0009986(cell surface)GO:0005515(protein binding);GO:0005520(insulin-like growth factor binding);GO:0008083(growth factor activity)163658776chr2 163658717+ mm|2qH3 ENSMUST0000002918822403
GO:0005576(extracellular region);GO:0005615(extracellular space)GO:0004867(serine-type endopeptidase inhibitor activity);GO:0005515(protein binding);GO:0008201(heparin binding);GO:0030414(peptidase inhibitor activity)162932624chr1 162932565+ mm|1qH2.1ENSMUST0000006472511905
GO:0005576(extracellular region);GO:0005615(extracellular space);GO:0005737(cytoplasm)GO:0005125(cytokine activity);GO:0005515(protein binding);GO:0008745(N-acetylmuramoyl-L-alanine amidase activity);GO:0016019(peptidoglycan receptor activity)19475721 chr7 19475662 + mm|7qA3 ENSMUST0000003257321946
GO:0005634(nucleus);GO:0005737(cytoplasm);GO:0005829(cytosol)GO:0005542(folic acid binding);GO:0008168(methyltransferase activity);GO:0008757(S-adenosylmethionine-dependent methyltransferase activity);GO:0016594(glycine binding);GO:0016740(transferase activity);GO:0017174(glycine N-methyltransferase activity)46863042 chr17 46862894 - mm|17qC ENSMUST0000000284614711

PREDICTED: Mus musculus hypothetical protein LOC100045919 (LOC100045919), mRNA [XM_001475180]164394045chr2 164393986+ mm|2qH3 100045919
GO:0005575(cellular_component)GO:0003674(molecular_function);GO:0004497(monooxygenase activity);GO:0016491(oxidoreductase activity);GO:0046872(metal ion binding)82590347 chr15 82590288 - mm|15qE1 ENSMUST0000005572171754
GO:0005615(extracellular space);GO:0005783(endoplasmic reticulum);GO:0005792(microsome);GO:0012506(vesicle membrane);GO:0031983(vesicle lumen)GO:0005515(protein binding);GO:0008289(lipid binding)8012756 chr12 8012697 + mm|12qA1.1ENSMUST00000037811238055
GO:0005737(cytoplasm);GO:0005777(peroxisome);GO:0005829(cytosol)GO:0000287(magnesium ion binding);GO:0003824(catalytic activity);GO:0003869(4-nitrophenylphosphatase activity);GO:0004301(epoxide hydrolase activity);GO:0016787(hydrolase activity);GO:0046872(metal ion binding)66703273 chr14 66703214 - mm|14qD1 ENSMUST0000007051513850
GO:0005576(extracellular region);GO:0005615(extracellular space)GO:0005125(cytokine activity);GO:0008009(chemokine activity)83402056 chr11 83401997 - mm|11qC ENSMUST0000001907120305
GO:0000785(chromatin);GO:0005634(nucleus);GO:0005654(nucleoplasm);GO:0005703(polytene chromosome puff);GO:0030529(ribonucleoprotein complex);GO:0030530(heterogeneous nuclear ribonucleoprotein complex);GO:0035062(omega speckle)GO:0000166(nucleotide binding);GO:0003676(nucleic acid binding);GO:0003723(RNA binding);GO:0003729(mRNA binding)111479067chr4 111479008- mm|4qD1
GO:0005575(cellular_component);GO:0005783(endoplasmic reticulum);GO:0005792(microsome);GO:0016020(membrane)GO:0003674(molecular_function);GO:0004497(monooxygenase activity);GO:0005506(iron ion binding);GO:0009055(electron carrier activity);GO:0016491(oxidoreductase activity);GO:0020037(heme binding);GO:0046872(metal ion binding);GO:0070330(aromatase activity)40228028 chr19 40227969 - mm|19qC3 ENSMUST00000051846226105
GO:0005576(extracellular region);GO:0005615(extracellular space)GO:0004867(serine-type endopeptidase inhibitor activity);GO:0005496(steroid binding);GO:0008289(lipid binding)104884939chr12 104884880- mm|12qE ENSMUST0000004415912401
GO:0005737(cytoplasm);GO:0005739(mitochondrion);GO:0043234(protein complex)GO:0000036(acyl carrier activity);GO:0003824(catalytic activity);GO:0004030(aldehyde dehydrogenase [NAD(P)+] activity);GO:0008168(methyltransferase activity);GO:0016155(formyltetrahydrofolate dehydrogenase activity);GO:0016491(oxidoreductase activity);GO:0016742(hydroxymethyl-, formyl- and related transferase activity);GO:0032403(protein complex binding);GO:0048037(cofactor binding)90549150 chr6 90549091 + mm|6qD1 ENSMUST00000032175107747
GO:0016020(membrane);GO:0016021(integral to membrane)GO:0005515(protein binding)79131271 chr10 79131212 + mm|10qC1 ENSMUST0000010538217123
GO:0005575(cellular_component)GO:0004303(estradiol 17-beta-dehydrogenase activity);GO:0016491(oxidoreductase activity);GO:0047006(20-alpha-hydroxysteroid dehydrogenase activity);GO:0047045(testosterone 17-beta-dehydrogenase (NADP+) activity)4456487 chr13 4456428 + mm|13qA1 ENSMUST0000002163083702
GO:0005576(extracellular region);GO:0005615(extracellular space);GO:0034361(very-low-density lipoprotein particle);GO:0042627(chylomicron)GO:0003674(molecular_function);GO:0008289(lipid binding)46041193 chr9 46041134 - mm|9qA5.2ENSMUST0000003458611814
GO:0005576(extracellular region)GO:0005179(hormone activity)48844506 chr16 48844447 + mm|16qB5 ENSMUST0000002332957262
GO:0005576(extracellular region);GO:0005615(extracellular space);GO:0009986(cell surface)GO:0005125(cytokine activity);GO:0005515(protein binding)113589286chr2 113589227- mm|2qE4 ENSMUST0000009957523892
GO:0005739(mitochondrion);GO:0005743(mitochondrial inner membrane)GO:0003674(molecular_function);GO:0003824(catalytic activity);GO:0016491(oxidoreductase activity);GO:0030151(molybdenum ion binding);GO:0030170(pyridoxal phosphate binding)186610771chr1 186610712- mm|1qH5 ENSMUST0000011099266112
GO:0005634(nucleus)GO:0003677(DNA binding);GO:0003682(chromatin binding);GO:0003690(double-stranded DNA binding);GO:0003700(transcription factor activity);GO:0003707(steroid hormone receptor activity);GO:0004872(receptor activity);GO:0004879(ligand-dependent nuclear receptor activity);GO:0005515(protein binding);GO:0008270(zinc ion binding);GO:0008289(lipid binding);GO:0016563(transcription activator activity);GO:0043565(sequence-specific DNA binding);GO:0046872(metal ion binding)38548239 chr2 38548180 - mm|2qB ENSMUST0000002808426423
GO:0005886(plasma membrane);GO:0016020(membrane);GO:0016021(integral to membrane)GO:0003824(catalytic activity);GO:0004252(serine-type endopeptidase activity);GO:0008233(peptidase activity);GO:0008236(serine-type peptidase activity);GO:0016787(hydrolase activity)78270317 chr15 78270258 - mm|15qE1 ENSMUST0000001708671753
GO:0005576(extracellular region);GO:0034361(very-low-density lipoprotein particle)20263965 chr7 20263609 - mm|7qA3 ENSMUST0000000307111425
GO:0005622(intracellular);GO:0005737(cytoplasm)GO:0005096(GTPase activator activity);GO:0005515(protein binding);GO:0017124(SH3 domain binding)78736927 chr15 78736868 + mm|15qE1 ENSMUST0000006123920401
GO:0000139(Golgi membrane);GO:0005794(Golgi apparatus);GO:0016020(membrane);GO:0016021(integral to membrane)GO:0008146(sulfotransferase activity);GO:0016740(transferase activity)112553204chr8 112553145- mm|8qD3 ENSMUST0000003981526887
GO:0005576(extracellular region);GO:0005579(membrane attack complex);GO:0005615(extracellular space);GO:0005625(soluble fraction)GO:0004866(endopeptidase inhibitor activity);GO:0005515(protein binding);GO:0031714(C5a anaphylatoxin chemotactic receptor binding)34838958 chr2 34838899 - mm|2qB ENSMUST0000002823315139
GO:0005739(mitochondrion)GO:0003824(catalytic activity);GO:0003870(5-aminolevulinate synthase activity);GO:0005515(protein binding);GO:0008415(acyltransferase activity);GO:0016594(glycine binding);GO:0016740(transferase activity);GO:0016769(transferase activity, transferring nitrogenous groups);GO:0030170(pyridoxal phosphate binding);GO:0050662(coenzyme binding)147005052chrX 147004993+ mm|XqF3 ENSMUST0000011271511656
GO:0005576(extracellular region);GO:0034361(very-low-density lipoprotein particle);GO:0034364(high-density lipoprotein particle)20274890 chr7 20274831 - mm|7qA3 ENSMUST0000004503511812
GO:0005634(nucleus);GO:0005737(cytoplasm)GO:0004046(aminoacylase activity);GO:0016787(hydrolase activity);GO:0016788(hydrolase activity, acting on ester bonds);GO:0019807(aspartoacylase activity);GO:0046872(metal ion binding)73119110 chr11 73119051 - mm|11qB4 ENSMUST0000002111911484
GO:0005886(plasma membrane);GO:0016020(membrane);GO:0031225(anchored to membrane)36818000 chr13 36817941 - mm|13qA3.3ENSMUST0000003762368404
GO:0005576(extracellular region);GO:0005615(extracellular space)GO:0004180(carboxypeptidase activity);GO:0004181(metallocarboxypeptidase activity);GO:0008233(peptidase activity);GO:0008237(metallopeptidase activity);GO:0008270(zinc ion binding);GO:0016787(hydrolase activity);GO:0046872(metal ion binding)130216670chr2 130216611- mm|2qF1 ENSMUST0000002889756264
GO:0005576(extracellular region);GO:0005615(extracellular space)GO:0005125(cytokine activity);GO:0008009(chemokine activity)42248585 chr4 42248526 + mm|4qA5 ENSMUST0000010802524047
GO:0005576(extracellular region)GO:0004867(serine-type endopeptidase inhibitor activity);GO:0030414(peptidase inhibitor activity)31721894 chr14 31721835 - mm|14qB ENSMUST0000000669716426
GO:0005576(extracellular region);GO:0005615(extracellular space);GO:0005783(endoplasmic reticulum);GO:0005794(Golgi apparatus)GO:0003824(catalytic activity);GO:0004252(serine-type endopeptidase activity);GO:0030492(hemoglobin binding);GO:0042803(protein homodimerization activity)112099104chr8 112099045- mm|8qD3 ENSMUST0000007489815439

Mus musculus immunoglobulin kappa chain variable 21 (V21)-4, mRNA (cDNA clone IMAGE:4989625). [BC108385]70622273 chr6 70622214 + mm|6qC1 ENSMUST00000103401
GO:0005575(cellular_component);GO:0005576(extracellular region)GO:0003674(molecular_function);GO:0004222(metalloendopeptidase activity);GO:0008233(peptidase activity);GO:0008237(metallopeptidase activity);GO:0008270(zinc ion binding);GO:0016787(hydrolase activity);GO:0046872(metal ion binding)69181532 chr14 69181473 - mm|14qD2 58860
GO:0005575(cellular_component)GO:0003674(molecular_function)59011363 chr11 59011304 - mm|11qB1.3 72203
GO:0005829(cytosol)GO:0005506(iron ion binding);GO:0008198(ferrous iron binding);GO:0016491(oxidoreductase activity);GO:0016702(oxidoreductase activity, acting on single donors with incorporation of molecular oxygen, incorporation of two atoms of oxygen);GO:0017172(cysteine dioxygenase activity);GO:0046872(metal ion binding)46873479 chr18 46873420 - mm|18qC ENSMUST0000003580412583
GO:0005575(cellular_component)GO:0003674(molecular_function)60407465 chr18 60407406 + mm|18qD3 ENSMUST00000031549240327
GO:0005576(extracellular region)GO:0004867(serine-type endopeptidase inhibitor activity);GO:0005515(protein binding);GO:0030414(peptidase inhibitor activity)105091878chr12 105091819- mm|12qE ENSMUST0000007287620700

Putative uncharacterized protein  [Source:UniProtKB/TrEMBL;Acc:Q3TNR0] [ENSMUST00000098469]101672089chr8 101672030+ mm|8qD1 ENSMUST00000098469
GO:0005739(mitochondrion);GO:0005743(mitochondrial inner membrane);GO:0016020(membrane);GO:0016021(integral to membrane)GO:0003674(molecular_function);GO:0005215(transporter activity);GO:0005488(binding)110094720chr12 110094661+ mm|12qF1 ENSMUST00000057026104910
GO:0005575(cellular_component)GO:0003674(molecular_function)132157231chr6 132157172- mm|6qG1 ENSMUST00000087846381833

Mus musculus keratin associated protein 11-1 (Krtap11-1), mRNA [NM_001113406]89570480 chr16 89570421 - mm|16qC3.3 16693
GO:0005576(extracellular region)GO:0004867(serine-type endopeptidase inhibitor activity);GO:0005515(protein binding);GO:0030414(peptidase inhibitor activity)105092038chr12 105091979- mm|12qE ENSMUST0000008505620700
GO:0005739(mitochondrion);GO:0005743(mitochondrial inner membrane)GO:0003824(catalytic activity);GO:0004421(hydroxymethylglutaryl-CoA synthase activity);GO:0016740(transferase activity)98114655 chr3 98114596 + mm|3qF2.2ENSMUST0000012054115360
GO:0005886(plasma membrane);GO:0005887(integral to plasma membrane);GO:0016020(membrane);GO:0016021(integral to membrane);GO:0016323(basolateral plasma membrane)GO:0005215(transporter activity);GO:0005329(dopamine transmembrane transporter activity);GO:0005333(norepinephrine transmembrane transporter activity);GO:0008504(monoamine transmembrane transporter activity);GO:0015075(ion transmembrane transporter activity);GO:0015101(organic cation transmembrane transporter activity);GO:0015651(quaternary ammonium group transmembrane transporter activity)12845321 chr17 12845262 - mm|17qA1 ENSMUST0000002459620517
GO:0005576(extracellular region);GO:0005615(extracellular space)GO:0004867(serine-type endopeptidase inhibitor activity);GO:0030414(peptidase inhibitor activity)75245311 chr11 75245252 - mm|11qB5 ENSMUST0000004369618816
GO:0005575(cellular_component)GO:0003674(molecular_function)132262248chr6 132262189- mm|6qG1 ENSMUST00000091791381832
GO:0005783(endoplasmic reticulum);GO:0005792(microsome)GO:0003824(catalytic activity);GO:0004745(retinol dehydrogenase activity);GO:0005488(binding);GO:0016491(oxidoreductase activity)127321205chr10 127321146- mm|10qD3 ENSMUST0000009525854150
GO:0005575(cellular_component)GO:0000166(nucleotide binding);GO:0003674(molecular_function);GO:0004672(protein kinase activity);GO:0004674(protein serine/threonine kinase activity);GO:0004693(cyclin-dependent protein kinase activity);GO:0005524(ATP binding);GO:0016301(kinase activity);GO:0016740(transferase activity);GO:0046872(metal ion binding)59387841 chr1 59387782 + mm|1qC1.3ENSMUST00000114248271697
GO:0005737(cytoplasm)GO:0004364(glutathione transferase activity);GO:0016740(transferase activity)107766674chr3 107766615- mm|3qF2.3ENSMUST0000000413614864



GO:0005575(cellular_component)GO:0003674(molecular_function)35166894 chr14 35165215 - mm|14qB ENSMUST0000005212669134
GO:0005575(cellular_component);GO:0005764(lysosome);GO:0005783(endoplasmic reticulum);GO:0016020(membrane);GO:0016021(integral to membrane)GO:0003674(molecular_function)82042974 chr6 82042915 + mm|6qC3 ENSMUST00000042974232146
GO:0005575(cellular_component)GO:0003674(molecular_function)74519443 chr18 74519384 + mm|18qE2 ENSMUST0000003907774453
GO:0005576(extracellular region)GO:0003824(catalytic activity);GO:0004252(serine-type endopeptidase activity);GO:0005509(calcium ion binding)13075942 chr8 13075883 + mm|8qA1.1ENSMUST0000003382266901
GO:0005634(nucleus);GO:0005739(mitochondrion);GO:0005741(mitochondrial outer membrane);GO:0005743(mitochondrial inner membrane);GO:0005778(peroxisomal membrane);GO:0005783(endoplasmic reticulum);GO:0005792(microsome);GO:0016020(membrane);GO:0045177(apical part of cell)GO:0004364(glutathione transferase activity);GO:0016740(transferase activity);GO:0042802(identical protein binding);GO:0042803(protein homodimerization activity)138104905chr6 138104846+ mm|6qG1 ENSMUST0000012023056615
GO:0005615(extracellular space);GO:0005886(plasma membrane);GO:0016020(membrane);GO:0031225(anchored to membrane)GO:0016787(hydrolase activity);GO:0016810(hydrolase activity, acting on carbon-nitrogen (but not peptide) bonds);GO:0016811(hydrolase activity, acting on carbon-nitrogen (but not peptide) bonds, in linear amides);GO:0017159(pantetheine hydrolase activity)23589353 chr10 23587033 + mm|10qA4 ENSMUST0000002019026464
GO:0005886(plasma membrane);GO:0016020(membrane);GO:0031225(anchored to membrane)GO:0046703(natural killer cell lectin-like receptor binding)21903584 chr10 21903525 + mm|10qA3 ENSMUST00000105523379043
GO:0005737(cytoplasm);GO:0016020(membrane);GO:0031526(brush border membrane)GO:0005124(scavenger receptor binding);GO:0005515(protein binding)96674623 chr3 96674564 + mm|3qF2.1ENSMUST0000010707059020
GO:0005575(cellular_component)GO:0003674(molecular_function);GO:0004867(serine-type endopeptidase inhibitor activity);GO:0030414(peptidase inhibitor activity)105459048chr12 105458989+ mm|12qE ENSMUST00000121337238393
GO:0005575(cellular_component)GO:0003674(molecular_function)54767961 chr14 54767902 - mm|14qC2 626545
GO:0005575(cellular_component);GO:0016020(membrane);GO:0016021(integral to membrane)GO:0003674(molecular_function);GO:0015020(glucuronosyltransferase activity);GO:0016740(transferase activity);GO:0016757(transferase activity, transferring glycosyl groups);GO:0016758(transferase activity, transferring hexosyl groups)9300262 chr15 9300203 + mm|15qA1 ENSMUST00000072403223337

PREDICTED: Mus musculus similar to Chain L, Structural Basis Of Antigen Mimicry In A Clinically Relevant Melanoma Antigen System, transcript variant 1 (LOC100047628), mRNA [XM_001476664]70653980 chr6 70653921 + mm|6qC1 ENSMUST00000103404100047628
GO:0005739(mitochondrion);GO:0005741(mitochondrial outer membrane);GO:0005743(mitochondrial inner membrane);GO:0016020(membrane);GO:0016021(integral to membrane)GO:0004497(monooxygenase activity);GO:0004502(kynurenine 3-monooxygenase activity);GO:0016491(oxidoreductase activity)177590732chr1 177590673+ mm|1qH4 ENSMUST0000004025098256
GO:0005575(cellular_component)GO:0003674(molecular_function);GO:0016153(urocanate hydratase activity);GO:0016829(lyase activity)90314396 chr6 90314337 + mm|6qD1 ENSMUST00000046128243537
GO:0005887(integral to plasma membrane);GO:0016020(membrane);GO:0016021(integral to membrane)GO:0005328(neurotransmitter:sodium symporter activity);GO:0005332(gamma-aminobutyric acid:sodium symporter activity);GO:0015293(symporter activity)121315600chr6 121315541+ mm|6qF1 ENSMUST0000003220014411
GO:0005575(cellular_component)GO:0003674(molecular_function);GO:0004497(monooxygenase activity);GO:0016491(oxidoreductase activity);GO:0046872(metal ion binding)82388501 chr15 82388259 + mm|15qE1 ENSMUST00000068861380997
GO:0005575(cellular_component)GO:0003674(molecular_function)24218184 chr5 24218125 - mm|5qA3 ENSMUST00000068693269633
GO:0005575(cellular_component)GO:0004518(nuclease activity);GO:0004519(endonuclease activity);GO:0004540(ribonuclease activity);GO:0016787(hydrolase activity)51875123 chr14 51875064 - mm|14qC1 ENSMUST0000006193693726
GO:0005576(extracellular region)GO:0003824(catalytic activity);GO:0004252(serine-type endopeptidase activity);GO:0005509(calcium ion binding);GO:0008233(peptidase activity);GO:0008236(serine-type peptidase activity);GO:0016787(hydrolase activity);GO:0046872(metal ion binding)147977914chr4 147977855+ mm|4qE2 ENSMUST0000010321917175
GO:0000267(cell fraction);GO:0005576(extracellular region)GO:0004867(serine-type endopeptidase inhibitor activity);GO:0030414(peptidase inhibitor activity)105651977chr12 105651918+ mm|12qE ENSMUST0000002150620716
GO:0005575(cellular_component)GO:0003674(molecular_function);GO:0016787(hydrolase activity)107492338chr8 107492279+ mm|8qD3 ENSMUST0000004318372361
GO:0005576(extracellular region);GO:0005615(extracellular space)GO:0005102(receptor binding)42295065 chr8 42285914 - mm|8qA4 234199

Putative uncharacterized protein  [Source:UniProtKB/TrEMBL;Acc:Q3TNR0] [ENSMUST00000098469]101672138chr8 101672079+ mm|8qD1 ENSMUST00000098469
GO:0005624(membrane fraction);GO:0016020(membrane);GO:0016021(integral to membrane);GO:0016324(apical plasma membrane);GO:0045177(apical part of cell)GO:0000166(nucleotide binding);GO:0005524(ATP binding);GO:0016887(ATPase activity);GO:0017111(nucleoside-triphosphatase activity);GO:0017127(cholesterol transporter activity)85057652 chr17 85057593 - mm|17qE4 ENSMUST0000006617527409
GO:0005737(cytoplasm)GO:0003824(catalytic activity);GO:0004514(nicotinate-nucleotide diphosphorylase (carboxylating) activity);GO:0016740(transferase activity);GO:0016757(transferase activity, transferring glycosyl groups)134251534chr7 134251475- mm|7qF3 ENSMUST0000003291267375
GO:0005634(nucleus);GO:0005667(transcription factor complex);GO:0005764(lysosome)GO:0003677(DNA binding);GO:0003700(transcription factor activity);GO:0005515(protein binding);GO:0070742(C2H2 zinc finger domain binding)44909954 chr19 44909895 + mm|19qC3 ENSMUST0000000434018504
GO:0005576(extracellular region);GO:0005615(extracellular space)GO:0005125(cytokine activity);GO:0008009(chemokine activity)42232176 chr4 42232117 + mm|4qA5 ENSMUST0000009511418829
GO:0016020(membrane);GO:0016021(integral to membrane)102844382chr4 102844323- mm|4qC6 ENSMUST00000036195242585

VP01_12_E18.x1 FH VP01 Mus musculus cDNA clone VP01_12_E18 similar to Interleukin 12 receptor beta 2, mRNA sequence [DV072245]67244877 chr6 67244818 + mm|6qC1 101365
PREDICTED: Mus musculus predicted gene, EG330491 (EG330491), mRNA [XM_286199]27737398 chr7 27737339 + mm|7qA3 330491
Ig kappa chain V-V region K2 Precursor; Fragment  [Source:UniProtKB/Swiss-Prot;Acc:P01635] [ENSMUST00000103369]69714576 chr6 69714517 - mm|6qC1 ENSMUST00000103365

GO:0005737(cytoplasm)GO:0004364(glutathione transferase activity);GO:0016740(transferase activity)107741825chr3 107741766- mm|3qF2.3ENSMUST0000010668414867
GO:0005576(extracellular region);GO:0005615(extracellular space);GO:0034364(high-density lipoprotein particle)GO:0005515(protein binding)53996129 chr7 53996070 - mm|7qB4 ENSMUST0000012808820208
GO:0005576(extracellular region);GO:0005615(extracellular space);GO:0034364(high-density lipoprotein particle)GO:0008035(high-density lipoprotein binding);GO:0008289(lipid binding);GO:0017127(cholesterol transporter activity)173156379chr1 173156320+ mm|1qH3 ENSMUST0000011131911807
GO:0005886(plasma membrane);GO:0016020(membrane);GO:0016021(integral to membrane)GO:0015204(urea transmembrane transporter activity)78342970 chr18 78342911 - mm|18qE3 ENSMUST0000002543427411
GO:0005625(soluble fraction);GO:0005737(cytoplasm)GO:0000166(nucleotide binding);GO:0004645(phosphorylase activity);GO:0005529(sugar binding);GO:0008144(drug binding);GO:0008184(glycogen phosphorylase activity);GO:0016740(transferase activity);GO:0016757(transferase activity, transferring glycosyl groups);GO:0030170(pyridoxal phosphate binding);GO:0042803(protein homodimerization activity)71291914 chr12 71291855 - mm|12qC2 ENSMUST00000071250110095
GO:0005575(cellular_component)GO:0003674(molecular_function)26423916 chr17 26423752 - mm|17qA3.3 383229
GO:0005575(cellular_component);GO:0005576(extracellular region);GO:0034361(very-low-density lipoprotein particle);GO:0042627(chylomicron)GO:0003674(molecular_function);GO:0008047(enzyme activator activity)20257086 chr7 20257027 - mm|7qA3 ENSMUST0000000307411813
GO:0005575(cellular_component)GO:0003674(molecular_function)131203353chr4 131203294- mm|4qD2.3 100039799
GO:0005886(plasma membrane);GO:0005921(gap junction);GO:0005922(connexon complex);GO:0016020(membrane);GO:0016021(integral to membrane);GO:0030054(cell junction)GO:0005243(gap junction channel activity)96857408 chr3 96857349 + mm|3qF2.1ENSMUST0000007260014613
GO:0005739(mitochondrion);GO:0005777(peroxisome);GO:0005783(endoplasmic reticulum);GO:0005792(microsome);GO:0016020(membrane);GO:0016021(integral to membrane)GO:0000166(nucleotide binding);GO:0003824(catalytic activity);GO:0004467(long-chain fatty acid-CoA ligase activity);GO:0005515(protein binding);GO:0005524(ATP binding);GO:0015245(fatty acid transporter activity);GO:0016874(ligase activity);GO:0031957(very long-chain fatty acid-CoA ligase activity)126413949chr2 126413890+ mm|2qF1 ENSMUST0000009943826458
GO:0005634(nucleus) 58886313 chr10 58886254 - mm|10qB4 ENSMUST0000000979818302
GO:0005575(cellular_component);GO:0005783(endoplasmic reticulum);GO:0005792(microsome);GO:0016020(membrane);GO:0016021(integral to membrane)GO:0004091(carboxylesterase activity);GO:0004806(triglyceride lipase activity);GO:0016298(lipase activity);GO:0016787(hydrolase activity);GO:0017171(serine hydrolase activity)59843944 chr3 59843885 + mm|3qD ENSMUST0000002932567758
GO:0005576(extracellular region);GO:0005614(interstitial matrix);GO:0005615(extracellular space)GO:0005159(insulin-like growth factor receptor binding);GO:0005179(hormone activity);GO:0005496(steroid binding);GO:0005515(protein binding);GO:0008083(growth factor activity)87393640 chr10 87393581 + mm|10qC1 ENSMUST0000012238616000
GO:0005576(extracellular region);GO:0005615(extracellular space);GO:0009897(external side of plasma membrane)GO:0005102(receptor binding);GO:0005125(cytokine activity);GO:0005138(interleukin-6 receptor binding);GO:0005515(protein binding);GO:0008083(growth factor activity)30346426 chr5 30346367 + mm|5qB1 ENSMUST0000002684516193
GO:0005575(cellular_component)GO:0003674(molecular_function);GO:0003956(NAD(P)+-protein-arginine ADP-ribosyltransferase activity);GO:0016740(transferase activity);GO:0016757(transferase activity, transferring glycosyl groups)136797033chr6 136796974- mm|6qG1 ENSMUST00000032341109978
GO:0005575(cellular_component)GO:0003674(molecular_function)15050573 chr7 15050514 - mm|7qA1 638251
GO:0005575(cellular_component)GO:0003674(molecular_function)177738905chr1 177738846+ mm|1qH4 ENSMUST0000009428875820

Putative uncharacterized protein  [Source:UniProtKB/TrEMBL;Acc:Q3U5B4] [ENSMUST00000100409]11451645 chr2 11451586 + mm|2qA1 ENSMUST00000100409
GO:0005576(extracellular region);GO:0005634(nucleus)GO:0003779(actin binding);GO:0004518(nuclease activity);GO:0004519(endonuclease activity);GO:0004530(deoxyribonuclease I activity);GO:0004536(deoxyribonuclease activity);GO:0016787(hydrolase activity)4040024 chr16 4039965 + mm|16qA1 ENSMUST0000012000913419
GO:0005737(cytoplasm);GO:0005739(mitochondrion)GO:0008270(zinc ion binding);GO:0016403(dimethylargininase activity);GO:0016597(amino acid binding);GO:0016787(hydrolase activity);GO:0016813(hydrolase activity, acting on carbon-nitrogen (but not peptide) bonds, in linear amidines);GO:0046872(metal ion binding)145556862chr3 145556803+ mm|3qH2 ENSMUST0000002984569219
GO:0005615(extracellular space);GO:0005783(endoplasmic reticulum);GO:0005792(microsome);GO:0012506(vesicle membrane);GO:0031983(vesicle lumen)GO:0005515(protein binding);GO:0008289(lipid binding)8023253 chr12 8023194 + mm|12qA1.1ENSMUST00000037520238055
GO:0005634(nucleus) 104561708chr7 104561649- mm|7qE1 ENSMUST0000004307721835

1TPZ_A Chain A, Crystal Structure Of Iigp1: A Paradigm For Interferon Inducible P47 Resistance Gtpases. {Mus musculus} (exp=-1; wgp=-1; cg=-1), partial (25%) [TC1703733]60381630 chr18 60381571 + mm|18qD3
GO:0006956(complement activation);GO:0016064(immunoglobulin mediated immune response)34865387 chr17 34865328 - mm|17qB1 ENSMUST0000006950712268

GO:0005737(cytoplasm);GO:0005886(plasma membrane);GO:0005902(microvillus);GO:0044424(intracellular part);GO:0045179(apical cortex)GO:0005215(transporter activity);GO:0005324(long-chain fatty acid transporter activity);GO:0005488(binding);GO:0005504(fatty acid binding);GO:0008289(lipid binding)122602335chr3 122602276+ mm|3qG1 ENSMUST0000002382014079
GO:0005575(cellular_component);GO:0016020(membrane);GO:0016021(integral to membrane)GO:0003674(molecular_function);GO:0004871(signal transducer activity);GO:0004872(receptor activity);GO:0004930(G-protein coupled receptor activity)104368763chrX 104368704+ mm|XqD ENSMUST00000067249213438
GO:0005625(soluble fraction);GO:0005737(cytoplasm);GO:0031966(mitochondrial membrane)GO:0000334(3-hydroxyanthranilate 3,4-dioxygenase activity);GO:0005506(iron ion binding);GO:0016491(oxidoreductase activity);GO:0016702(oxidoreductase activity, acting on single donors with incorporation of molecular oxygen, incorporation of two atoms of oxygen);GO:0019825(oxygen binding);GO:0046872(metal ion binding)84230755 chr17 84230696 - mm|17qE4 ENSMUST00000000687107766
GO:0005575(cellular_component);GO:0016020(membrane);GO:0016021(integral to membrane)GO:0003674(molecular_function);GO:0004222(metalloendopeptidase activity);GO:0008270(zinc ion binding)25946691 chr8 25946632 - mm|8qA2 ENSMUST00000041257353188



PREDICTED: Mus musculus predicted gene, EG666359 (EG666359), misc RNA [XR_001862]135890494chrX 135890435+ mm|XqF1 666359
GO:0005575(cellular_component)GO:0003674(molecular_function);GO:0016787(hydrolase activity)107378164chr8 107378105+ mm|8qD3 ENSMUST00000055052234671
GO:0005576(extracellular region);GO:0005615(extracellular space);GO:0034364(high-density lipoprotein particle)35267106 chr17 35267047 - mm|17qB1 ENSMUST0000002524955938
GO:0005739(mitochondrion)GO:0016740(transferase activity)13118229 chr17 13118170 - mm|17qA1 ENSMUST00000043923224530
GO:0005783(endoplasmic reticulum);GO:0005792(microsome);GO:0016020(membrane)GO:0004497(monooxygenase activity);GO:0005506(iron ion binding);GO:0009055(electron carrier activity);GO:0016491(oxidoreductase activity);GO:0016712(oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, reduced flavin or flavoprotein as one donor, and incorporation of one atom of oxygen);GO:0020037(heme binding);GO:0046872(metal ion binding);GO:0070330(aromatase activity)138335471chr5 138335412- mm|5qG2 ENSMUST0000003174113113
GO:0005625(soluble fraction)GO:0004373(glycogen (starch) synthase activity);GO:0005536(glucose binding);GO:0016740(transferase activity);GO:0016757(transferase activity, transferring glycosyl groups)142371216chr6 142371157- mm|6qG2 ENSMUST00000032371232493
GO:0005576(extracellular region);GO:0016020(membrane)GO:0003824(catalytic activity);GO:0004252(serine-type endopeptidase activity);GO:0005044(scavenger receptor activity);GO:0008233(peptidase activity);GO:0008236(serine-type peptidase activity);GO:0016787(hydrolase activity)129578224chr3 129578165+ mm|3qG3 ENSMUST0000007791812630
GO:0005576(extracellular region)GO:0003824(catalytic activity);GO:0004252(serine-type endopeptidase activity);GO:0005509(calcium ion binding);GO:0008233(peptidase activity);GO:0008236(serine-type peptidase activity);GO:0016787(hydrolase activity);GO:0046872(metal ion binding)147978515chr4 147978456+ mm|4qE2 ENSMUST0000010321917175

47101919 chr18 47101860 - mm|18qC
GO:0005615(extracellular space);GO:0005783(endoplasmic reticulum);GO:0005794(Golgi apparatus);GO:0009986(cell surface)GO:0003824(catalytic activity);GO:0004065(arylsulfatase activity);GO:0005509(calcium ion binding);GO:0008449(N-acetylglucosamine-6-sulfatase activity);GO:0008484(sulfuric ester hydrolase activity);GO:0016787(hydrolase activity);GO:0046872(metal ion binding)12849566 chr1 12849507 + mm|1qA3 ENSMUST00000066698240725
GO:0005575(cellular_component)GO:0004091(carboxylesterase activity);GO:0016787(hydrolase activity)107458567chr8 107458508+ mm|8qD3 ENSMUST00000109410234673
GO:0005576(extracellular region);GO:0005615(extracellular space)GO:0005102(receptor binding)42276905 chr8 42276846 - mm|8qA4 ENSMUST00000034003234199
GO:0005576(extracellular region)GO:0003824(catalytic activity);GO:0004252(serine-type endopeptidase activity);GO:0005509(calcium ion binding)107987331chr9 107987272+ mm|9qF2 ENSMUST0000003521115235
GO:0005625(soluble fraction);GO:0005737(cytoplasm)GO:0001758(retinal dehydrogenase activity);GO:0004028(3-chloroallyl aldehyde dehydrogenase activity);GO:0004029(aldehyde dehydrogenase (NAD) activity);GO:0016491(oxidoreductase activity);GO:0018479(benzaldehyde dehydrogenase (NAD+) activity);GO:0042802(identical protein binding)20717823 chr19 20717764 + mm|19qB ENSMUST0000008763811668
GO:0005575(cellular_component);GO:0005576(extracellular region)GO:0003674(molecular_function);GO:0005102(receptor binding)147870043chr4 147869984- mm|4qE2 ENSMUST00000030840654812
GO:0005833(hemoglobin complex)GO:0005344(oxygen transporter activity);GO:0005506(iron ion binding);GO:0019825(oxygen binding);GO:0020037(heme binding);GO:0046872(metal ion binding)110961164chr7 110961105- mm|7qE3 ENSMUST0000009819215129
GO:0016021(integral to membrane)GO:0004871(signal transducer activity);GO:0004872(receptor activity);GO:0004930(G-protein coupled receptor activity);GO:0004984(olfactory receptor activity)37368622 chr17 37368563 - mm|17qB1 ENSMUST00000073667258505
GO:0005625(soluble fraction);GO:0005829(cytosol)GO:0016787(hydrolase activity);GO:0042132(fructose 1,6-bisphosphate 1-phosphatase activity);GO:0042578(phosphoric ester hydrolase activity);GO:0046872(metal ion binding);GO:0048029(monosaccharide binding)62966234 chr13 62966175 - mm|13qB3 ENSMUST0000015001314121
GO:0005737(cytoplasm);GO:0005856(cytoskeleton);GO:0005886(plasma membrane);GO:0016020(membrane);GO:0016021(integral to membrane)GO:0008081(phosphoric diester hydrolase activity);GO:0008889(glycerophosphodiester phosphodiesterase activity);GO:0016787(hydrolase activity);GO:0046872(metal ion binding);GO:0047394(glycerophosphoinositol inositolphosphodiesterase activity)97934219 chrX 97934160 + mm|XqC3 ENSMUST0000011374471584
GO:0005576(extracellular region)GO:0004867(serine-type endopeptidase inhibitor activity);GO:0030414(peptidase inhibitor activity)105133224chr12 105133165- mm|12qE ENSMUST0000007405120702
GO:0005783(endoplasmic reticulum);GO:0005792(microsome);GO:0016020(membrane)GO:0004497(monooxygenase activity);GO:0005506(iron ion binding);GO:0009055(electron carrier activity);GO:0016491(oxidoreductase activity);GO:0016712(oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, reduced flavin or flavoprotein as one donor, and incorporation of one atom of oxygen);GO:0020037(heme binding);GO:0046872(metal ion binding);GO:0070330(aromatase activity)27099939 chr7 27099880 + mm|7qA3 ENSMUST0000009865713086
GO:0005575(cellular_component)GO:0003674(molecular_function)121970136chr8 121970077+ mm|8qE1 ENSMUST0000015242071839
GO:0005886(plasma membrane);GO:0016020(membrane);GO:0031225(anchored to membrane)GO:0003824(catalytic activity);GO:0003953(NAD+ nucleosidase activity);GO:0005488(binding);GO:0016787(hydrolase activity)44233524 chr5 44233465 + mm|5qB3 ENSMUST0000010123712182

GO:0055114(oxidation reduction)GO:0004497(monooxygenase activity);GO:0016491(oxidoreductase activity);GO:0046872(metal ion binding)115111639chr4 115111580+ mm|4qD1 ENSMUST0000009488713118
GO:0005576(extracellular region);GO:0005615(extracellular space)GO:0004866(endopeptidase inhibitor activity);GO:0004867(serine-type endopeptidase inhibitor activity);GO:0005515(protein binding);GO:0030414(peptidase inhibitor activity);GO:0032403(protein complex binding)128433690chr6 128433631- mm|6qF3 ENSMUST0000003251011287
GO:0005737(cytoplasm)GO:0008168(methyltransferase activity);GO:0016740(transferase activity);GO:0030748(amine N-methyltransferase activity)55120829 chr6 55120770 - mm|6qB3 ENSMUST0000000356921743
GO:0005575(cellular_component);GO:0005783(endoplasmic reticulum);GO:0005792(microsome);GO:0016020(membrane)GO:0003674(molecular_function);GO:0004497(monooxygenase activity);GO:0005506(iron ion binding);GO:0009055(electron carrier activity);GO:0016491(oxidoreductase activity);GO:0016712(oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, reduced flavin or flavoprotein as one donor, and incorporation of one atom of oxygen);GO:0020037(heme binding);GO:0046872(metal ion binding);GO:0070330(aromatase activity)82219706 chr15 82219647 - mm|15qE1 ENSMUST00000089128545123
GO:0005576(extracellular region);GO:0005615(extracellular space)GO:0003824(catalytic activity);GO:0004252(serine-type endopeptidase activity);GO:0008233(peptidase activity);GO:0008236(serine-type peptidase activity);GO:0016787(hydrolase activity)34993858 chr17 34993502 - mm|17qB1 ENSMUST0000012989114962
GO:0005739(mitochondrion)GO:0000166(nucleotide binding);GO:0004017(adenylate kinase activity);GO:0005524(ATP binding);GO:0005525(GTP binding);GO:0016301(kinase activity);GO:0016740(transferase activity);GO:0016776(phosphotransferase activity, phosphate group as acceptor);GO:0019201(nucleotide kinase activity);GO:0019205(nucleobase, nucleoside, nucleotide kinase activity)101139523chr4 101139464+ mm|4qC6 ENSMUST0000010694611639
GO:0005737(cytoplasm);GO:0005886(plasma membrane);GO:0016020(membrane);GO:0016021(integral to membrane)GO:0004872(receptor activity);GO:0004998(transferrin receptor activity);GO:0008233(peptidase activity)138028705chr5 138028646+ mm|5qG2 ENSMUST0000011100950765
GO:0016020(membrane);GO:0016021(integral to membrane)GO:0004872(receptor activity);GO:0004873(asialoglycoprotein receptor activity);GO:0005488(binding);GO:0005529(sugar binding);GO:0042803(protein homodimerization activity);GO:0046872(metal ion binding)69871314 chr11 69871255 + mm|11qB3 ENSMUST0000010858511889
GO:0005575(cellular_component)GO:0003674(molecular_function)141171519chr4 141171460+ mm|4qE1 ENSMUST00000097812100165
GO:0005576(extracellular region);GO:0005579(membrane attack complex)GO:0005215(transporter activity);GO:0005488(binding);GO:0019841(retinol binding)25354235 chr2 25354176 - mm|2qA3 ENSMUST0000001522769379
GO:0005575(cellular_component)GO:0003674(molecular_function);GO:0004364(glutathione transferase activity);GO:0016740(transferase activity)78153258 chr9 78153199 + mm|9qE1 ENSMUST00000119823100042314
GO:0005783(endoplasmic reticulum);GO:0005792(microsome);GO:0016020(membrane)GO:0004497(monooxygenase activity);GO:0005506(iron ion binding);GO:0009055(electron carrier activity);GO:0016491(oxidoreductase activity);GO:0020037(heme binding);GO:0046872(metal ion binding);GO:0070330(aromatase activity)40086526 chr19 40086467 + mm|19qC3 ENSMUST0000004917813096
GO:0005575(cellular_component)GO:0003674(molecular_function)106370663chr10 106370604- mm|10qD1 402735
GO:0005634(nucleus);GO:0005737(cytoplasm);GO:0005764(lysosome);GO:0005792(microsome);GO:0005829(cytosol);GO:0005886(plasma membrane);GO:0030867(rough endoplasmic reticulum membrane);GO:0030868(smooth endoplasmic reticulum membrane);GO:0048471(perinuclear region of cytoplasm)GO:0003824(catalytic activity);GO:0004332(fructose-bisphosphate aldolase activity);GO:0016829(lyase activity);GO:0031210(phosphatidylcholine binding)49549467 chr4 49549408 - mm|4qB1 ENSMUST00000029987230163
GO:0005575(cellular_component);GO:0005783(endoplasmic reticulum);GO:0005792(microsome);GO:0016020(membrane)GO:0004497(monooxygenase activity);GO:0005506(iron ion binding);GO:0009055(electron carrier activity);GO:0016491(oxidoreductase activity);GO:0016712(oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, reduced flavin or flavoprotein as one donor, and incorporation of one atom of oxygen);GO:0020037(heme binding);GO:0046872(metal ion binding);GO:0070330(aromatase activity)82620634 chr15 82620575 - mm|15qE1 ENSMUST0000000609476279
GO:0005739(mitochondrion);GO:0005777(peroxisome)GO:0004846(urate oxidase activity);GO:0016491(oxidoreductase activity)146294263chr3 146294204+ mm|3qH2 ENSMUST0000002983722262

105056068chr12 105056009- mm|12qE
GO:0005625(soluble fraction)GO:0003847(1-alkyl-2-acetylglycerophosphocholine esterase activity);GO:0004067(asparaginase activity);GO:0004622(lysophospholipase activity);GO:0016787(hydrolase activity)113365754chr12 113365695+ mm|12qF1 ENSMUST00000079400104816
GO:0005783(endoplasmic reticulum);GO:0005792(microsome);GO:0016020(membrane);GO:0016021(integral to membrane);GO:0031227(intrinsic to endoplasmic reticulum membrane)GO:0004497(monooxygenase activity);GO:0004499(flavin-containing monooxygenase activity);GO:0016491(oxidoreductase activity);GO:0050660(FAD binding);GO:0050661(NADP or NADPH binding)97456469 chr3 97456410 + mm|3qF2.2ENSMUST0000002972914263

Mus musculus double homeobox (Dux), mRNA [NM_001081954]57694079 chr10 57694020 - mm|10qB4 664783
GO:0005624(membrane fraction);GO:0005739(mitochondrion);GO:0005740(mitochondrial envelope);GO:0005783(endoplasmic reticulum);GO:0005789(endoplasmic reticulum membrane);GO:0016020(membrane);GO:0016021(integral to membrane);GO:0031526(brush border membrane);GO:0042383(sarcolemma)GO:0004608(phosphatidylethanolamine N-methyltransferase activity);GO:0008168(methyltransferase activity);GO:0008170(N-methyltransferase activity);GO:0008429(phosphatidylethanolamine binding);GO:0008757(S-adenosylmethionine-dependent methyltransferase activity);GO:0016740(transferase activity)59784219 chr11 59784160 - mm|11qB1.3ENSMUST0000009305218618
GO:0005576(extracellular region);GO:0005615(extracellular space)GO:0005125(cytokine activity);GO:0008009(chemokine activity)92752250 chr5 92752191 - mm|5qE2 ENSMUST0000011309317329
GO:0005887(integral to plasma membrane)GO:0005229(intracellular calcium activated chloride channel activity)144460568chr3 144460509- mm|3qH2 ENSMUST0000002992980797
GO:0005576(extracellular region);GO:0005615(extracellular space);GO:0005625(soluble fraction)GO:0004252(serine-type endopeptidase activity);GO:0004867(serine-type endopeptidase inhibitor activity);GO:0005515(protein binding);GO:0030414(peptidase inhibitor activity)137537500chr5 137537441- mm|5qG2 ENSMUST0000007752318787
GO:0005575(cellular_component)GO:0004867(serine-type endopeptidase inhibitor activity)22961484 chr16 22961425 + mm|16qB1 ENSMUST0000002359094175
GO:0005575(cellular_component);GO:0005783(endoplasmic reticulum);GO:0016020(membrane);GO:0016021(integral to membrane)GO:0001567(cholesterol 25-hydroxylase activity);GO:0004497(monooxygenase activity);GO:0005506(iron ion binding);GO:0008395(steroid hydroxylase activity);GO:0016491(oxidoreductase activity);GO:0046872(metal ion binding)34548779 chr19 34548720 - mm|19qC1 ENSMUST0000005056212642
GO:0005575(cellular_component)GO:0003674(molecular_function)60460035 chr18 60459976 + mm|18qD3 240328

hemoglobin, beta adult minor chain Gene [Source:MGI Symbol;Acc:MGI:96022] [ENSMUST00000023934]110976438chr7 110976379- mm|7qE3 ENSMUST00000023934
GO:0005634(nucleus);GO:0005783(endoplasmic reticulum);GO:0016020(membrane);GO:0016021(integral to membrane)GO:0003677(DNA binding);GO:0003700(transcription factor activity);GO:0043565(sequence-specific DNA binding);GO:0046983(protein dimerization activity)80547139 chr10 80547080 - mm|10qC1 ENSMUST00000048384208677
GO:0005833(hemoglobin complex)GO:0005344(oxygen transporter activity);GO:0005506(iron ion binding);GO:0019825(oxygen binding);GO:0020037(heme binding);GO:0046872(metal ion binding)32184014 chr11 32183955 + mm|11qA4 ENSMUST0000009320615122
GO:0005625(soluble fraction);GO:0005737(cytoplasm)GO:0000166(nucleotide binding);GO:0004611(phosphoenolpyruvate carboxykinase activity);GO:0004613(phosphoenolpyruvate carboxykinase (GTP) activity);GO:0005525(GTP binding);GO:0016301(kinase activity);GO:0016829(lyase activity);GO:0016831(carboxy-lyase activity);GO:0017076(purine nucleotide binding);GO:0019003(GDP binding);GO:0046872(metal ion binding)172984366chr2 172984307+ mm|2qH3 ENSMUST0000002901718534

GO:0007596(blood coagulation)GO:0004867(serine-type endopeptidase inhibitor activity);GO:0008201(heparin binding);GO:0030414(peptidase inhibitor activity)17343603 chr16 17343544 + mm|16qA3 ENSMUST0000002345015160
GO:0005576(extracellular region);GO:0005578(proteinaceous extracellular matrix);GO:0005604(basement membrane);GO:0016324(apical plasma membrane);GO:0031012(extracellular matrix)GO:0002020(protease binding);GO:0005515(protein binding);GO:0008201(heparin binding);GO:0016504(peptidase activator activity);GO:0045340(mercury ion binding)71632175 chr1 71632116 - mm|1qC3 ENSMUST0000009770014268
GO:0005575(cellular_component)GO:0003674(molecular_function)72338337 chr15 72338278 - mm|15qD3 402733
GO:0005625(soluble fraction);GO:0005737(cytoplasm)GO:0008112(nicotinamide N-methyltransferase activity);GO:0008168(methyltransferase activity);GO:0016740(transferase activity)48400427 chr9 48400368 - mm|9qA5.3ENSMUST0000003480818113
GO:0005737(cytoplasm);GO:0005768(endosome);GO:0005829(cytosol);GO:0005886(plasma membrane);GO:0005903(brush border);GO:0016020(membrane);GO:0016021(integral to membrane);GO:0016323(basolateral plasma membrane);GO:0031526(brush border membrane)GO:0005158(insulin receptor binding);GO:0005215(transporter activity);GO:0005355(glucose transmembrane transporter activity);GO:0022891(substrate-specific transmembrane transporter activity);GO:0033300(dehydroascorbic acid transporter activity);GO:0055056(D-glucose transmembrane transporter activity)28627075 chr3 28627016 + mm|3qA3 ENSMUST0000002924020526



GO:0005739(mitochondrion);GO:0005743(mitochondrial inner membrane);GO:0005751(mitochondrial respiratory chain complex IV);GO:0016020(membrane)GO:0004129(cytochrome-c oxidase activity)135349219chr7 135349160- mm|7qF3 ENSMUST0000003304912862
Mus musculus proline rich protein 2 (Prp2), mRNA [NM_031499]132550516chr6 132550457+ mm|6qG1 ENSMUST0000007606183380

GO:0005737(cytoplasm);GO:0005783(endoplasmic reticulum);GO:0005886(plasma membrane);GO:0016020(membrane);GO:0016021(integral to membrane)GO:0003674(molecular_function)90749917 chr16 90749858 + mm|16qC3.3ENSMUST0000003819777037
GO:0005886(plasma membrane);GO:0016020(membrane);GO:0031225(anchored to membrane);GO:0031362(anchored to external side of plasma membrane);GO:0046658(anchored to plasma membrane)GO:0046703(natural killer cell lectin-like receptor binding)22093744 chr10 22093685 + mm|10qA3 ENSMUST0000010552319369
GO:0005575(cellular_component)GO:0003674(molecular_function);GO:0016787(hydrolase activity)107378317chr8 107378258+ mm|8qD3 234671
GO:0005886(plasma membrane);GO:0016020(membrane);GO:0016021(integral to membrane)GO:0004872(receptor activity);GO:0005216(ion channel activity);GO:0005244(voltage-gated ion channel activity)150257456chr7 150257434- mm|7qF5 ENSMUST0000015086756843
GO:0005739(mitochondrion);GO:0005759(mitochondrial matrix)GO:0000166(nucleotide binding);GO:0003824(catalytic activity);GO:0003996(acyl-CoA ligase activity);GO:0005524(ATP binding);GO:0005525(GTP binding);GO:0015645(fatty acid ligase activity);GO:0016874(ligase activity);GO:0046872(metal ion binding);GO:0047760(butyrate-CoA ligase activity)126806028chr7 126805969+ mm|7qF2 ENSMUST00000098083117147

immunoglobulin heavy chain (J558 family) Complex/Cluster/Region [Source:MGI Symbol;Acc:MGI:96486] [ENSMUST00000103532]116699393chr12 116699334- mm|12qF2 ENSMUST00000103532
GO:0005575(cellular_component);GO:0005576(extracellular region)GO:0003674(molecular_function)148819961chr7 148819902- mm|7qF5 ENSMUST00000062451353328
GO:0005576(extracellular region)GO:0043395(heparan sulfate proteoglycan binding)115243624chr13 115243565- mm|13qD2.2ENSMUST0000002228714313
GO:0005575(cellular_component)GO:0003674(molecular_function)77356402 chr15 77356343 - mm|15qE1 ENSMUST00000062562108956

PREDICTED: Mus musculus similar to [Human Ig rearranged gamma chain mRNA, V-J-C region and complete cds.], gene product (LOC100046973), mRNA [XM_001477170]69714551 chr6 69714492 - mm|6qC1 100046973
GO:0005625(soluble fraction);GO:0005737(cytoplasm);GO:0005739(mitochondrion);GO:0005829(cytosol)GO:0003824(catalytic activity);GO:0016787(hydrolase activity);GO:0030170(pyridoxal phosphate binding);GO:0030429(kynureninase activity)43537254 chr2 43537195 + mm|2qB ENSMUST0000002822370789
GO:0005783(endoplasmic reticulum);GO:0005789(endoplasmic reticulum membrane);GO:0005792(microsome);GO:0016020(membrane)GO:0004497(monooxygenase activity);GO:0005506(iron ion binding);GO:0009055(electron carrier activity);GO:0016491(oxidoreductase activity);GO:0016712(oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, reduced flavin or flavoprotein as one donor, and incorporation of one atom of oxygen);GO:0020037(heme binding);GO:0032451(demethylase activity);GO:0046872(metal ion binding);GO:0050649(testosterone 6-beta-hydroxylase activity);GO:0070330(aromatase activity)146673925chr5 146672058- mm|5qG2 ENSMUST0000003591813112

107199491chr8 107199432- mm|8qD3
GO:0005624(membrane fraction);GO:0005887(integral to plasma membrane);GO:0016020(membrane);GO:0016021(integral to membrane)GO:0005215(transporter activity);GO:0015198(oligopeptide transporter activity);GO:0015293(symporter activity);GO:0015334(high affinity oligopeptide transporter activity);GO:0042895(antibiotic transporter activity);GO:0042936(dipeptide transporter activity)36750662 chr16 36750603 - mm|16qB3 ENSMUST0000002361657738
GO:0005737(cytoplasm);GO:0005739(mitochondrion)GO:0003824(catalytic activity);GO:0003985(acetyl-CoA C-acetyltransferase activity);GO:0008415(acyltransferase activity);GO:0016740(transferase activity);GO:0016747(transferase activity, transferring acyl groups other than amino-acyl groups)13136541 chr17 13136482 - mm|17qA1 ENSMUST00000007005110460
GO:0005886(plasma membrane);GO:0008021(synaptic vesicle);GO:0016020(membrane);GO:0016021(integral to membrane)GO:0005216(ion channel activity);GO:0005244(voltage-gated ion channel activity);GO:0005267(potassium channel activity);GO:0042803(protein homodimerization activity);GO:0046982(protein heterodimerization activity)72342820 chr15 72342761 - mm|15qD3 ENSMUST00000044624223604
GO:0005737(cytoplasm);GO:0016020(membrane);GO:0031526(brush border membrane)GO:0005124(scavenger receptor binding);GO:0005515(protein binding)96674345 chr3 96674286 + mm|3qF2.1ENSMUST0000005886559020
GO:0005575(cellular_component)GO:0003674(molecular_function);GO:0004518(nuclease activity);GO:0004519(endonuclease activity);GO:0016787(hydrolase activity)44680958 chr14 44680899 + mm|14qC1 503845
GO:0005575(cellular_component)GO:0003674(molecular_function);GO:0004497(monooxygenase activity);GO:0016491(oxidoreductase activity);GO:0046872(metal ion binding)115251612chr4 115251553+ mm|4qD1 ENSMUST00000030480666168
GO:0005833(hemoglobin complex)GO:0005344(oxygen transporter activity);GO:0005506(iron ion binding);GO:0019825(oxygen binding);GO:0020037(heme binding);GO:0046872(metal ion binding)110962106chr7 110962047- mm|7qE3 15130
GO:0005783(endoplasmic reticulum);GO:0005792(microsome);GO:0009925(basal plasma membrane);GO:0016020(membrane);GO:0016021(integral to membrane);GO:0043234(protein complex)GO:0000166(nucleotide binding);GO:0003824(catalytic activity);GO:0004467(long-chain fatty acid-CoA ligase activity);GO:0005524(ATP binding);GO:0015245(fatty acid transporter activity);GO:0016874(ligase activity);GO:0032403(protein complex binding);GO:0047747(cholate-CoA ligase activity)13573760 chr7 13573701 - mm|7qA1 ENSMUST0000012090326459

Mus musculus adult male liver tumor cDNA, RIKEN full-length enriched library, clone:C730016I12 product:unclassifiable, full insert sequence. [AK050111]46352115 chr8 46352056 - mm|8qB1.1 102293
GO:0005575(cellular_component);GO:0016020(membrane);GO:0016021(integral to membrane)GO:0003674(molecular_function)106420569chr4 106420510+ mm|4qC7 ENSMUST00000047620230579
GO:0005777(peroxisome)GO:0008115(sarcosine oxidase activity);GO:0016491(oxidoreductase activity);GO:0050031(L-pipecolate oxidase activity)77694332 chr11 77694273 - mm|11qB5 ENSMUST0000001759719193
GO:0005737(cytoplasm);GO:0005768(endosome);GO:0016020(membrane)GO:0005515(protein binding);GO:0008289(lipid binding)89455923 chr7 89455864 + mm|7qD3 ENSMUST0000011629920408
GO:0005792(microsome);GO:0005886(plasma membrane);GO:0005887(integral to plasma membrane);GO:0016020(membrane);GO:0016021(integral to membrane);GO:0046691(intracellular canaliculus)GO:0005215(transporter activity);GO:0015250(water channel activity)130611512chr7 130611453+ mm|7qF3 ENSMUST0000003302311833
GO:0005783(endoplasmic reticulum);GO:0005792(microsome);GO:0016020(membrane)GO:0004497(monooxygenase activity);GO:0005506(iron ion binding);GO:0009055(electron carrier activity);GO:0016491(oxidoreductase activity);GO:0018685(alkane 1-monooxygenase activity);GO:0020037(heme binding);GO:0046872(metal ion binding)115206259chr4 115206200+ mm|4qD1 13117
GO:0005576(extracellular region)GO:0004867(serine-type endopeptidase inhibitor activity);GO:0030414(peptidase inhibitor activity)10019537 chr2 10018826 - mm|2qA1 ENSMUST0000004229016425
GO:0005575(cellular_component)GO:0003674(molecular_function)96851999 chr8 96851940 + mm|8qC5 97455
GO:0005575(cellular_component)GO:0003674(molecular_function);GO:0003824(catalytic activity);GO:0005488(binding);GO:0016491(oxidoreductase activity);GO:0033735(aspartate dehydrogenase activity);GO:0050661(NADP or NADPH binding)51721911 chr7 51721852 + mm|7qB4 ENSMUST0000015290268352
GO:0005624(membrane fraction);GO:0005634(nucleus);GO:0005737(cytoplasm);GO:0005783(endoplasmic reticulum);GO:0005794(Golgi apparatus);GO:0005829(cytosol);GO:0005856(cytoskeleton);GO:0016020(membrane);GO:0016021(integral to membrane)GO:0003824(catalytic activity);GO:0016491(oxidoreductase activity);GO:0016628(oxidoreductase activity, acting on the CH-CH group of donors, NAD or NADP as acceptor);GO:0050660(FAD binding)106261640chr4 106261581+ mm|4qC7 ENSMUST0000004797374754
GO:0005575(cellular_component);GO:0016020(membrane);GO:0016021(integral to membrane)GO:0003674(molecular_function);GO:0005488(binding);GO:0005529(sugar binding)3716241 chr8 3716182 - mm|8qA1.1ENSMUST0000006203775863
GO:0005575(cellular_component)GO:0003674(molecular_function)148040233chr5 148040174- mm|5qG3 70147
GO:0005887(integral to plasma membrane);GO:0016020(membrane);GO:0016021(integral to membrane)GO:0005328(neurotransmitter:sodium symporter activity);GO:0005332(gamma-aminobutyric acid:sodium symporter activity);GO:0015293(symporter activity);GO:0042165(neurotransmitter binding)121287656chr6 121287597+ mm|6qF1 ENSMUST0000006458014412
GO:0005859(muscle myosin complex);GO:0030016(myofibril);GO:0030017(sarcomere);GO:0030018(Z disc);GO:0031430(M band);GO:0031672(A band);GO:0031674(I band)GO:0005200(structural constituent of cytoskeleton);GO:0005515(protein binding)76542136 chr2 76542077 - mm|2qC3 ENSMUST0000009998122138
GO:0005575(cellular_component)GO:0003674(molecular_function)68054137 chr13 68054078 + mm|13qB3 666185
GO:0005575(cellular_component);GO:0005576(extracellular region);GO:0034362(low-density lipoprotein particle);GO:0034364(high-density lipoprotein particle)GO:0003674(molecular_function)127707032chr10 127706973+ mm|10qD3 ENSMUST00000050901103161
GO:0005575(cellular_component);GO:0005634(nucleus);GO:0005737(cytoplasm)GO:0004867(serine-type endopeptidase inhibitor activity);GO:0004869(cysteine-type endopeptidase inhibitor activity);GO:0030414(peptidase inhibitor activity)105480104chr12 105480045+ mm|12qE ENSMUST0000004331520715
GO:0016020(membrane);GO:0016021(integral to membrane)GO:0003674(molecular_function);GO:0005515(protein binding)35372413 chr18 35372354 - mm|18qB1 ENSMUST00000091636107065
GO:0005634(nucleus);GO:0005737(cytoplasm);GO:0005739(mitochondrion);GO:0005829(cytosol)GO:0004857(enzyme inhibitor activity);GO:0005529(sugar binding);GO:0019899(enzyme binding);GO:0019904(protein domain specific binding)31629642 chr5 31629583 + mm|5qB1 ENSMUST00000072228231103

Mus musculus adult male tongue cDNA, RIKEN full-length enriched library, clone:2310026L22 product:unclassifiable, full insert sequence. [AK009512]137772104chr4 137772045+ mm|4qD3 ENSMUST00000105828
GO:0005575(cellular_component)GO:0003674(molecular_function)68054129 chr13 68054070 + mm|13qB3 666185
GO:0005783(endoplasmic reticulum);GO:0005792(microsome);GO:0016020(membrane);GO:0016021(integral to membrane)GO:0003824(catalytic activity);GO:0003885(D-arabinono-1,4-lactone oxidase activity);GO:0016491(oxidoreductase activity);GO:0016899(oxidoreductase activity, acting on the CH-OH group of donors, oxygen as acceptor);GO:0050105(L-gulonolactone oxidase activity);GO:0050660(FAD binding)66605889 chr14 66605830 - mm|14qD1 ENSMUST00000059970268756
GO:0005575(cellular_component)GO:0003674(molecular_function)92058476 chr3 92058417 + mm|3qF1 ENSMUST00000090871100303744

GO:0001709(cell fate determination);GO:0007140(male meiosis);GO:0007283(spermatogenesis);GO:0009954(proximal/distal pattern formation);GO:0030326(embryonic limb morphogenesis);GO:0042573(retinoic acid metabolic process);GO:0048384(retinoic acid receptor signaling pathway)GO:0046872(metal ion binding)84522011 chr6 84521952 - mm|6qC3 ENSMUST00000077705232174
PREDICTED: Mus musculus similar to Endothelin converting enzyme 1 (LOC100047148), mRNA [XM_001477515]137540462chr4 137540403+ mm|4qD3 100047148

GO:0005576(extracellular region);GO:0005615(extracellular space)GO:0005125(cytokine activity);GO:0008009(chemokine activity)42250164 chr4 42250105 + mm|4qA5 ENSMUST0000011591724047
GO:0005575(cellular_component);GO:0005576(extracellular region)GO:0003674(molecular_function)60938942 chr6 60938883 + mm|6qB3 ENSMUST0000006780370945
GO:0005634(nucleus);GO:0005737(cytoplasm);GO:0042995(cell projection);GO:0043025(neuronal cell body)GO:0005215(transporter activity);GO:0005488(binding);GO:0008289(lipid binding)57508098 chr10 57508039 + mm|10qB4 ENSMUST0000002002412140
GO:0005576(extracellular region);GO:0005615(extracellular space);GO:0043234(protein complex)GO:0004869(cysteine-type endopeptidase inhibitor activity);GO:0030294(receptor signaling protein tyrosine kinase inhibitor activity)22899474 chr16 22899415 + mm|16qB1 ENSMUST0000002358311625
GO:0016020(membrane);GO:0016021(integral to membrane);GO:0042612(MHC class I protein complex)35611508 chr17 35611449 + mm|17qB1 ENSMUST0000006829115007

Mus musculus major urinary protein 2 (Mup2), transcript variant 2, mRNA [NM_001045550]60149800 chr4 60149741 - mm|4qB3 ENSMUST0000008454417841
GO:0005576(extracellular region);GO:0005886(plasma membrane);GO:0016020(membrane);GO:0016021(integral to membrane);GO:0031224(intrinsic to membrane)GO:0004871(signal transducer activity);GO:0004872(receptor activity);GO:0004888(transmembrane receptor activity);GO:0004908(interleukin-1 receptor activity);GO:0005515(protein binding)26701557 chr16 26701498 + mm|16qB2 16180
GO:0005575(cellular_component)GO:0003674(molecular_function)46853418 chrX 46853359 + mm|XqA5 ENSMUST0000004244475404
GO:0005576(extracellular region)GO:0003824(catalytic activity);GO:0004252(serine-type endopeptidase activity);GO:0005509(calcium ion binding)107987321chr9 107987262+ mm|9qF2 ENSMUST0000003521115235
GO:0005794(Golgi apparatus);GO:0016020(membrane);GO:0016021(integral to membrane)GO:0008417(fucosyltransferase activity);GO:0016740(transferase activity);GO:0016757(transferase activity, transferring glycosyl groups)25281861 chr2 25281802 + mm|2qA3 ENSMUST0000004165414347
GO:0005625(soluble fraction);GO:0005737(cytoplasm)GO:0003824(catalytic activity);GO:0003960(NADPH:quinone reductase activity);GO:0004022(alcohol dehydrogenase (NAD) activity);GO:0004024(alcohol dehydrogenase activity, zinc-dependent);GO:0004032(aldehyde reductase activity);GO:0005488(binding);GO:0008270(zinc ion binding);GO:0016491(oxidoreductase activity);GO:0035276(ethanol binding);GO:0046872(metal ion binding);GO:0051287(NAD or NADH binding)138093775chr3 138093716+ mm|3qG3 ENSMUST0000001345826876



GO:0005576(extracellular region);GO:0005615(extracellular space)GO:0005125(cytokine activity);GO:0008009(chemokine activity)83388282 chr11 83388223 - mm|11qC ENSMUST0000001926620308
GO:0005575(cellular_component);GO:0005576(extracellular region);GO:0005615(extracellular space)GO:0003674(molecular_function)90982549 chr5 90982490 + mm|5qE1 ENSMUST00000113179280662
GO:0005575(cellular_component);GO:0005576(extracellular region)GO:0003674(molecular_function);GO:0004867(serine-type endopeptidase inhibitor activity);GO:0030414(peptidase inhibitor activity)105632169chr12 105632110+ mm|12qE ENSMUST0000005508920717
GO:0005576(extracellular region);GO:0005615(extracellular space)GO:0003824(catalytic activity);GO:0004252(serine-type endopeptidase activity);GO:0005509(calcium ion binding);GO:0005515(protein binding);GO:0008233(peptidase activity);GO:0008236(serine-type peptidase activity);GO:0016787(hydrolase activity)91465569 chr2 91465510 - mm|2qE1 ENSMUST0000011133514061
GO:0008076(voltage-gated potassium channel complex);GO:0016020(membrane);GO:0016021(integral to membrane);GO:0044224(juxtaparanode region of axon)GO:0005216(ion channel activity);GO:0005244(voltage-gated ion channel activity);GO:0005249(voltage-gated potassium channel activity);GO:0005267(potassium channel activity);GO:0005515(protein binding);GO:0015271(outward rectifier potassium channel activity)106909759chr3 106909700+ mm|3qF2.3ENSMUST0000003869516490
GO:0005575(cellular_component)GO:0000166(nucleotide binding);GO:0003674(molecular_function);GO:0003743(translation initiation factor activity);GO:0003924(GTPase activity);GO:0005525(GTP binding)91441634 chrX 91436226 - mm|XqC3 ENSMUST0000005032826905
GO:0005575(cellular_component)GO:0003674(molecular_function)43915153 chr19 43915094 + mm|19qC3 100038628
GO:0005576(extracellular region)GO:0005515(protein binding)132532783chr1 132532724- mm|1qE4 ENSMUST0000002765712269
GO:0005576(extracellular region);GO:0005615(extracellular space)GO:0004867(serine-type endopeptidase inhibitor activity);GO:0005515(protein binding);GO:0030414(peptidase inhibitor activity)105185231chr12 105185172- mm|12qE ENSMUST0000012222920704
GO:0005575(cellular_component);GO:0016020(membrane);GO:0016021(integral to membrane)GO:0003674(molecular_function);GO:0008270(zinc ion binding);GO:0008415(acyltransferase activity);GO:0016740(transferase activity);GO:0046872(metal ion binding)88329223 chr12 88329164 - mm|12qD2 ENSMUST00000095521238331
GO:0005575(cellular_component);GO:0005737(cytoplasm)GO:0003674(molecular_function);GO:0017089(glycolipid transporter activity);GO:0051861(glycolipid binding)70334214 chr11 70334155 + mm|11qB3 ENSMUST00000057685216871
GO:0005783(endoplasmic reticulum);GO:0005792(microsome);GO:0016020(membrane)GO:0004497(monooxygenase activity);GO:0005506(iron ion binding);GO:0009055(electron carrier activity);GO:0016491(oxidoreductase activity);GO:0020037(heme binding);GO:0046872(metal ion binding);GO:0070330(aromatase activity)39465474 chr19 39465415 - mm|19qC3 ENSMUST0000003548813097
GO:0005576(extracellular region);GO:0005614(interstitial matrix);GO:0005615(extracellular space)GO:0005159(insulin-like growth factor receptor binding);GO:0005179(hormone activity);GO:0005496(steroid binding);GO:0005515(protein binding);GO:0008083(growth factor activity)87393620 chr10 87393561 + mm|10qC1 ENSMUST0000012195216000
GO:0005887(integral to plasma membrane);GO:0016020(membrane);GO:0016021(integral to membrane)GO:0004222(metalloendopeptidase activity);GO:0008233(peptidase activity);GO:0008237(metallopeptidase activity);GO:0016787(hydrolase activity);GO:0046872(metal ion binding)89044292 chr1 89044233 - mm|1qD ENSMUST0000002746313599
GO:0005575(cellular_component);GO:0005739(mitochondrion)GO:0003674(molecular_function);GO:0003824(catalytic activity);GO:0008483(transaminase activity);GO:0016740(transferase activity);GO:0030170(pyridoxal phosphate binding)130338576chr3 130338517+ mm|3qG3 ENSMUST0000007227171760
GO:0016020(membrane);GO:0016021(integral to membrane)GO:0004872(receptor activity);GO:0005488(binding);GO:0005529(sugar binding)69919627 chr11 69919568 + mm|11qB3 ENSMUST0000010257211890
GO:0005811(lipid particle)56251084 chr17 56251025 - mm|17qD ENSMUST0000011307266968
GO:0005576(extracellular region)GO:0005102(receptor binding);GO:0005109(frizzled binding);GO:0008201(heparin binding)29172989 chr10 29172930 - mm|10qA4 ENSMUST0000009262372780

Mus musculus angiogenin, ribonuclease A family, member 2 (Ang2), mRNA [NM_007449]GO:0003676(nucleic acid binding);GO:0004518(nuclease activity);GO:0004519(endonuclease activity);GO:0004522(pancreatic ribonuclease activity);GO:0016787(hydrolase activity)51815374 chr14 51815315 - mm|14qC1 ENSMUST0000005127411731
Mus musculus ubiquitin D (Ubd), mRNA [NM_023137]37332747 chr17 37332688 + mm|17qB1 ENSMUST0000003884424108

GO:0005737(cytoplasm);GO:0005861(troponin complex);GO:0030016(myofibril);GO:0030017(sarcomere)GO:0005200(structural constituent of cytoskeleton);GO:0030674(protein binding, bridging);GO:0031013(troponin I binding)137748288chr1 137747976+ mm|1qE4 ENSMUST0000011208721956
GO:0005575(cellular_component)GO:0003674(molecular_function)68502013 chr18 68501954 + mm|18qE2 399638
GO:0005625(soluble fraction)GO:0003824(catalytic activity);GO:0003939(L-iditol 2-dehydrogenase activity);GO:0005488(binding);GO:0008270(zinc ion binding);GO:0016491(oxidoreductase activity);GO:0042802(identical protein binding);GO:0046872(metal ion binding)122091072chr2 122091013+ mm|2qE5 ENSMUST0000002865720322
GO:0005625(soluble fraction);GO:0005833(hemoglobin complex)GO:0001540(beta-amyloid binding);GO:0005344(oxygen transporter activity);GO:0019825(oxygen binding);GO:0020037(heme binding);GO:0043177(organic acid binding);GO:0046872(metal ion binding)32197304 chr11 32197245 + mm|11qA4 110257
GO:0005737(cytoplasm)GO:0004028(3-chloroallyl aldehyde dehydrogenase activity);GO:0004029(aldehyde dehydrogenase (NAD) activity);GO:0016491(oxidoreductase activity);GO:0018479(benzaldehyde dehydrogenase (NAD+) activity);GO:0042802(identical protein binding)20767612 chr19 20767553 - mm|19qB ENSMUST0000002565626358
GO:0005575(cellular_component);GO:0005576(extracellular region)GO:0020037(heme binding);GO:0046872(metal ion binding)112740363chr7 112740304- mm|7qE3 ENSMUST0000003318515458
GO:0005575(cellular_component)GO:0003674(molecular_function);GO:0004497(monooxygenase activity);GO:0016491(oxidoreductase activity);GO:0046872(metal ion binding)39683488 chr19 39683429 - mm|19qC3 ENSMUST00000067328545288
GO:0005576(extracellular region);GO:0005615(extracellular space)GO:0005125(cytokine activity);GO:0008009(chemokine activity);GO:0008201(heparin binding)81860715 chr11 81860656 + mm|11qC ENSMUST0000002101120306
GO:0005576(extracellular region);GO:0005624(membrane fraction);GO:0005792(microsome)GO:0003824(catalytic activity);GO:0004252(serine-type endopeptidase activity);GO:0005509(calcium ion binding);GO:0005515(protein binding);GO:0008233(peptidase activity);GO:0008236(serine-type peptidase activity);GO:0016787(hydrolase activity)13055833 chr8 13055774 + mm|8qA1.1ENSMUST0000012841814058
GO:0005576(extracellular region);GO:0005615(extracellular space)GO:0005102(receptor binding)42285908 chr8 42285849 - mm|8qA4 ENSMUST00000098813234199
GO:0005739(mitochondrion);GO:0005743(mitochondrial inner membrane)GO:0003674(molecular_function);GO:0004657(proline dehydrogenase activity);GO:0016491(oxidoreductase activity)31296236 chr7 31296177 + mm|7qB1 ENSMUST0000012287656189
GO:0016020(membrane);GO:0016021(integral to membrane)122624241chr4 122624182- mm|4qD2.2ENSMUST0000003040876574
GO:0005575(cellular_component)GO:0003674(molecular_function);GO:0003676(nucleic acid binding);GO:0004518(nuclease activity);GO:0004519(endonuclease activity);GO:0004522(pancreatic ribonuclease activity);GO:0016787(hydrolase activity)44681178 chr14 44681119 + mm|14qC1 ENSMUST0000007483913587

Mus musculus predicted gene 15698 (Gm15698), non-coding RNA [NR_003564]88826082 chr11 88826023 - mm|11qC ENSMUST00000077519217066
GO:0005576(extracellular region);GO:0005604(basement membrane);GO:0005615(extracellular space);GO:0005768(endosome);GO:0030139(endocytic vesicle);GO:0055037(recycling endosome)GO:0008199(ferric iron binding);GO:0015091(ferric iron transmembrane transporter activity);GO:0046872(metal ion binding)103111266chr9 103111207- mm|9qF1 ENSMUST0000003515822041
GO:0005634(nucleus);GO:0005640(nuclear outer membrane);GO:0005829(cytosol)GO:0004364(glutathione transferase activity);GO:0008144(drug binding);GO:0016740(transferase activity);GO:0043295(glutathione binding)78090470 chr9 78090411 + mm|9qE1 ENSMUST0000009853314857
GO:0005576(extracellular region);GO:0005604(basement membrane);GO:0005615(extracellular space);GO:0005768(endosome);GO:0030139(endocytic vesicle);GO:0055037(recycling endosome)GO:0008199(ferric iron binding);GO:0015091(ferric iron transmembrane transporter activity);GO:0046872(metal ion binding)103112885chr9 103112826- mm|9qF1 ENSMUST0000011264522041
GO:0005575(cellular_component)GO:0004497(monooxygenase activity);GO:0016491(oxidoreductase activity);GO:0020037(heme binding);GO:0046872(metal ion binding)32840147 chr17 32840088 + mm|17qB1 ENSMUST00000008801106648
GO:0005634(nucleus);GO:0005737(cytoplasm)GO:0003677(DNA binding);GO:0003690(double-stranded DNA binding);GO:0003700(transcription factor activity);GO:0005515(protein binding);GO:0016563(transcription activator activity);GO:0042803(protein homodimerization activity);GO:0043565(sequence-specific DNA binding);GO:0046982(protein heterodimerization activity)118227795chr8 118227736- mm|8qE1 ENSMUST0000010910417132
GO:0005634(nucleus);GO:0005737(cytoplasm)GO:0005509(calcium ion binding);GO:0030234(enzyme regulator activity)20138991 chrX 20138932 + mm|XqA1.3ENSMUST0000002383219733
GO:0005576(extracellular region);GO:0005578(proteinaceous extracellular matrix);GO:0031594(neuromuscular junction)GO:0001968(fibronectin binding);GO:0005198(structural molecule activity);GO:0005509(calcium ion binding);GO:0005515(protein binding);GO:0005518(collagen binding);GO:0043237(laminin-1 binding)93521624 chr13 93521565 - mm|13qC3 ENSMUST0000002221321828
GO:0005575(cellular_component)GO:0003674(molecular_function)87078879 chr9 87078820 + mm|9qE3.1ENSMUST00000113149244958
GO:0005576(extracellular region)GO:0004867(serine-type endopeptidase inhibitor activity);GO:0030414(peptidase inhibitor activity)105005668chr12 105004164- mm|12qE ENSMUST0000007886920703
GO:0005634(nucleus)GO:0005515(protein binding);GO:0030528(transcription regulator activity)48358727 chr13 48358668 + mm|13qA5 ENSMUST0000002181015904
GO:0005634(nucleus)GO:0003677(DNA binding);GO:0003700(transcription factor activity);GO:0030528(transcription regulator activity);GO:0043565(sequence-specific DNA binding)67485826 chr5 67485767 - mm|5qC3.1ENSMUST0000001266418935
GO:0005578(proteinaceous extracellular matrix);GO:0005615(extracellular space);GO:0009986(cell surface)GO:0005102(receptor binding);GO:0005178(integrin binding);GO:0042802(identical protein binding)162015244chr1 162015185- mm|1qH2.1ENSMUST00000039178329278
GO:0005783(endoplasmic reticulum);GO:0005792(microsome);GO:0016020(membrane);GO:0016021(integral to membrane)GO:0003824(catalytic activity);GO:0004346(glucose-6-phosphatase activity);GO:0016773(phosphotransferase activity, alcohol group as acceptor);GO:0016787(hydrolase activity)101239006chr11 101238947+ mm|11qD ENSMUST0000001946914377
GO:0005737(cytoplasm);GO:0005886(plasma membrane)GO:0005509(calcium ion binding);GO:0005540(hyaluronic acid binding)31715029 chr14 31714970 + mm|14qB ENSMUST0000007849016427
GO:0005575(cellular_component)GO:0003674(molecular_function)79295347 chr11 79295288 - mm|11qB5 104522

Mus musculus rearranged immunoglobulin light chain variable region mRNA, partial cds. [U37911]68686370 chr6 68686311 - mm|6qC1 ENSMUST00000103331
GO:0005634(nucleus);GO:0005737(cytoplasm);GO:0005782(peroxisomal matrix);GO:0005829(cytosol);GO:0045179(apical cortex)GO:0003682(chromatin binding);GO:0005215(transporter activity);GO:0005324(long-chain fatty acid transporter activity);GO:0005488(binding);GO:0005504(fatty acid binding);GO:0005543(phospholipid binding);GO:0008144(drug binding);GO:0008289(lipid binding);GO:0032052(bile acid binding)71154965 chr6 71154906 + mm|6qC1 ENSMUST0000006749214080
GO:0005886(plasma membrane);GO:0016020(membrane);GO:0031225(anchored to membrane)GO:0003824(catalytic activity);GO:0003953(NAD+ nucleosidase activity);GO:0005488(binding);GO:0016787(hydrolase activity)44234550 chr5 44234491 + mm|5qB3 ENSMUST0000003096212182
GO:0005634(nucleus);GO:0005739(mitochondrion);GO:0005741(mitochondrial outer membrane);GO:0005743(mitochondrial inner membrane);GO:0005778(peroxisomal membrane);GO:0005783(endoplasmic reticulum);GO:0005792(microsome);GO:0016020(membrane);GO:0045177(apical part of cell)GO:0004364(glutathione transferase activity);GO:0016740(transferase activity);GO:0042802(identical protein binding);GO:0042803(protein homodimerization activity)138105003chr6 138104944+ mm|6qG1 ENSMUST0000012023056615
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XM_001474162similar to precursor (AA -28 to 232)chr13:113884088-113884029XM_001474162
NM_023125kininogen 1chr16:23081700-23081759NM_023125TC1574536Mm.2160
NM_001081361MOCO sulphurase C-terminal domain containing 1chr1:186611226-186611167NM_001081361TC1598714Mm.272457
NM_009127stearoyl-Coenzyme A desaturase 1chr19:44469446-44469387NM_009127TC1765950Mm.267377
NM_029269secreted phosphoprotein 2chr1:90322944-90323003NM_029269TC1580745Mm.173058
AK138480 chr9:14523423-14523482 Mm.411788
NM_013474apolipoprotein A-IIchr1:173156445-173156504NM_013474TC1571962Mm.389209
NM_009778complement component 3chr17:57343475-57343416NM_009778TC1573451Mm.19131
NM_144520SEC14-like 2 (S. cerevisiae)chr11:3997333-3997274NM_144520TC1580689Mm.253922
NM_001122660predicted gene 10639chr9:78153243-78153302NM_001122660 Mm.197422
NM_032002neuregulin 4chr9:55068089-55068030NM_032002TC1664805Mm.443874
NM_181849fibrinogen beta chainchr3:82846393-82846334NM_181849TC1571954Mm.30063
NM_011335chemokine (C-C motif) ligand 21Bchr4:41775274-41775333NM_011335TC1580000Mm.407493
NM_021282cytochrome P450, family 2, subfamily e, polypeptide 1chr7:147960628-147960687NM_021282TC1715724Mm.479137
NM_008406inter-alpha trypsin inhibitor, heavy chain 1chr14:31742434-31742375NM_008406 Mm.3227
NM_001168294serine (or cysteine) peptidase inhibitor, clade A, member 3Fchr12:105492556-105492615NM_001168294TC1589031Mm.312628
NM_172778monoamine oxidase BchrX:16286486-16286427NM_172778TC1577658Mm.241656
NM_008182glutathione S-transferase, alpha 2 (Yc2)chr9:78178915-78178856NM_008182TC1709116Mm.422778
NM_173070small proline-rich protein 4chr3:92304254-92304195NM_173070TC1720189Mm.246590
NM_018795ATP-binding cassette, sub-family C (CFTR/MRP), member 6chr7:53231923-53231864NM_018795TC1587152Mm.63514
NM_198171cDNA sequence BC015286chr8:107362421-107362480NM_198171TC1589436Mm.443387
NM_009692apolipoprotein A-Ichr9:46037921-46037980NM_009692TC1682968Mm.26743
NM_175398RIKEN cDNA 6530418L21 genechr3:105520821-105520880NM_175398TC1579047Mm.212591
NM_001033500WD repeat domain 72chr9:74130576-74130635NM_001033500TC1644359Mm.335289
NM_207216UDP glycosyltransferases 3 family, polypeptide A1chr15:9244664-9244723NM_207216TC1581314Mm.422853
NM_019759dermatopontinchr1:166753703-166753762NM_019759TC1580976Mm.28935
NM_001166433expressed sequence AU022751chrX:5658422-5658363NM_001166433TC1571944Mm.199793
NM_026993dimethylarginine dimethylaminohydrolase 1chr3:145516152-145516211NM_026993TC1579084Mm.234247
NM_018746inter alpha-trypsin inhibitor, heavy chain 4chr14:31711222-31711281NM_018746TC1764982Mm.34819
NM_013591mucosal vascular addressin cell adhesion molecule 1chr10:79129132-79129191NM_013591TC1587891Mm.391556

chr5:087805246-087805187
NM_010479heat shock protein 1Achr17:35107176-35107117NM_010479TC1753198Mm.6388
AK016494 RIKEN cDNA 4931431B13 genechr7:135345676-135345617 Mm.441564
NM_026358RIKEN cDNA 4930583H14 genechr3:51192414-51192355NM_026358TC1578758Mm.273339
NM_133660esterase 22chr8:95725266-95725207NM_133660TC1583299Mm.63490
NM_008939protease, serine, 12 neurotrypsin (motopsin)chr3:123209409-123209468NM_008939TC1583499Mm.9431
NM_172875arginine decarboxylasechr4:128623373-128623314NM_172875TC1624373Mm.215814
NM_013478alpha-2-glycoprotein 1, zincchr5:138431245-138431304NM_013478TC1577826Mm.30061
NM_175443ethanolamine kinase 2chr1:135276803-135276862NM_175443TC1618383Mm.52111
NM_001168660apolipoprotein L 9bchr15:77566751-77566810NM_001168660 Mm.422856
NM_009690CD5 antigen-likechr3:87174823-87174882NM_009690TC1580870Mm.6676
NM_008134glycosylation dependent cell adhesion molecule 1chr15:103393398-103393339NM_008134TC1615593Mm.219621
NM_010370granzyme Achr13:113884094-113884035NM_010370NP057361 Mm.15510
NM_138683R-spondin homolog (Xenopus laevis)chr4:124686270-124686329NM_138683TC1588113Mm.42202
NM_011144peroxisome proliferator activated receptor alphachr15:85637193-85637252NM_011144TC1698066Mm.212789
NM_013637protamine 1chr16:10796509-10796450NM_013637TC1572620Mm.42733
NM_009247serine (or cysteine) peptidase inhibitor, clade A, member 1Echr12:105185349-105185290NM_009247TC1636967Mm.312593
NM_010603potassium inwardly-rectifying channel, subfamily J, member 12chr11:60884556-60884615NM_010603TC1587288Mm.4970
NM_001161765flavin containing monooxygenase 5chr3:97459133-97459192NM_001161765TC1675397Mm.385180
XM_001480274predicted gene 7298chr6:121737493-121737552XM_001480274
NM_053115acyl-Coenzyme A oxidase 2, branched chainchr14:9058200-9058141NM_053115TC1581172Mm.28700



NM_009474urate oxidasechr3:146290788-146290847NM_009474TC1576756Mm.10865
NM_009246serine (or cysteine) peptidase inhibitor, clade A, member 1Dchr12:105002989-105002930NM_009246TC1650839Mm.439695
NM_001161832brachyury 2chr17:8615469-8615528NM_001161832TC1594453Mm.311080
AK143258 DNA segment, Chr 13, ERATO Doi 608, expressedTC1586032Mm.475152
NM_001033325RIKEN cDNA A630095E13 genechr9:36443486-36443427NM_001033325TC1576990Mm.118804
NM_172909CD163 molecule-like 1chr7:147416971-147417030NM_172909TC1618444Mm.19283
NM_013815bromodomain adjacent to zinc finger domain 1Achr12:55994057-55993998NM_013815TC1640640Mm.479583
NM_009654albumin chr5:90901598-90901657NM_009654TC1747794Mm.16773
NM_016873WNT1 inducible signaling pathway protein 2chr2:163658717-163658776NM_016873TC1584157Mm.13828
NM_080844serine (or cysteine) peptidase inhibitor, clade C (antithrombin), member 1chr1:162932565-162932624NM_080844TC1574302Mm.260770
NM_009402peptidoglycan recognition protein 1chr7:19475662-19475721NM_009402TC1701095Mm.21855
NM_010321glycine N-methyltransferasechr17:46863042-46862894NM_010321TC1657702Mm.29395
XM_001475180hypothetical protein LOC100045919chr2:164393986-164394045XM_001475180
NM_023623cytochrome P450, family 2, subfamily d, polypeptide 40chr15:82590347-82590288NM_023623NP749342 Mm.443024
NM_009693apolipoprotein Bchr12:8012697-8012756NM_009693 Mm.221239
NM_007940epoxide hydrolase 2, cytoplasmicchr14:66703273-66703214NM_007940TC1575768Mm.15295
NM_009139chemokine (C-C motif) ligand 6chr11:83402056-83401997NM_009139TC1576454Mm.137

chr4:111479067-111479008TC1619184
NM_145499cytochrome P450, family 2, subfamily c, polypeptide 70chr19:40228028-40227969NM_145499TC1576766Mm.29119
NM_007618serine (or cysteine) peptidase inhibitor, clade A, member 6chr12:104884939-104884880NM_007618TC1575276Mm.290079
NM_027406aldehyde dehydrogenase 1 family, member L1chr6:90549091-90549150NM_027406TC1575701Mm.30035
NM_013591mucosal vascular addressin cell adhesion molecule 1chr10:79131212-79131271NM_013591TC1587891Mm.391556
NM_030611aldo-keto reductase family 1, member C6chr13:4456428-4456487NM_030611TC1576542Mm.196666
NM_023114apolipoprotein C-IIIchr9:46041193-46041134NM_023114TC1577035Mm.390161
NM_020509resistin like alphachr16:48844447-48844506NM_020509TC1583292Mm.441868
NM_011824gremlin 1 chr2:113589286-113589227NM_011824TC1585089Mm.474483
NM_001081361MOCO sulphurase C-terminal domain containing 1chr1:186610771-186610712NM_001081361TC1716898Mm.272457
NM_139051nuclear receptor subfamily 5, group A, member 1chr2:38548239-38548180NM_139051 Mm.31387
NM_027902transmembrane serine protease 6chr15:78270317-78270258NM_027902TC1579967Mm.34056
NM_007385apolipoprotein C-IVchr7:20263965-20263609NM_007385TC1580992Mm.477720
NM_009164SH3-domain binding protein 1chr15:78736868-78736927NM_009164TC1581791Mm.4462
NM_011998carbohydrate (chondroitin 6/keratan) sulfotransferase 4chr8:112553204-112553145NM_011998TC1587487Mm.89207
NM_010406hemolytic complementchr2:34838958-34838899NM_010406TC1584853Mm.2168
NM_009653aminolevulinic acid synthase 2, erythroidchrX:147004993-147005052NM_009653TC1576134Mm.302724
NM_007469apolipoprotein C-Ichr7:20274890-20274831NM_007469NP427069 Mm.182440
NM_023113aspartoacylasechr11:73119110-73119051NM_023113TC1581704Mm.293574
NM_153529neuritin 1 chr13:36818000-36817941NM_153529TC1577672Mm.232930
NM_019696carboxypeptidase X 1 (M14 family)chr2:130216670-130216611NM_019696TC1579793Mm.112701
NM_011888chemokine (C-C motif) ligand 19chr4:42248526-42248585NM_011888TC1584110Mm.459263
NM_008407inter-alpha trypsin inhibitor, heavy chain 3chr14:31721894-31721835NM_008407TC1579715Mm.4517
NM_017370haptoglobinchr8:112099104-112099045NM_017370TC1763075Mm.26730
BC108385 chr6:70622214-70622273NP059707 Mm.333124
NM_021475ADAM-like, decysin 1chr14:69181532-69181473NM_021475TC1582348Mm.36742
AK162965 RIKEN cDNA 2610507I01 genechr11:59011363-59011304 Mm.339566
NM_033037cysteine dioxygenase 1, cytosolicchr18:46873479-46873420NM_033037TC1572055Mm.241056
NM_001033767predicted gene 4951chr18:60407406-60407465NM_001033767TC1587716Mm.357104
NM_009243serine (or cysteine) peptidase inhibitor, clade A, member 1Achr12:105091878-105091819NM_009243TC1762326Mm.439692
AK139634 chr8:101672030-101672089 Mm.220765
NM_001012310expressed sequence AI132487chr12:110094661-110094720NM_001012310NP712326 Mm.202653
NM_198669proline-rich protein BstNI subfamily 1chr6:132157231-132157172NM_198669NP1391916Mm.7982
NM_001113406keratin associated protein 11-1chr16:89570480-89570421NM_001113406TC1671591Mm.310906
NM_009243serine (or cysteine) peptidase inhibitor, clade A, member 1Achr12:105092038-105091979NM_009243TC1682192Mm.439692
NM_0082563-hydroxy-3-methylglutaryl-Coenzyme A synthase 2chr3:98114596-98114655NM_008256NP358738 Mm.289131
NM_009202solute carrier family 22 (organic cation transporter), member 1chr17:12845321-12845262NM_009202TC1577730Mm.594
NM_008878serine (or cysteine) peptidase inhibitor, clade F, member 2chr11:75245311-75245252NM_008878TC1574898Mm.279733
NM_001024705proline-rich protein MP5chr6:132262248-132262189NM_001024705NP1391916Mm.441627
NM_001150749retinol dehydrogenase 7chr10:127321205-127321146NM_001150749TC1576960Mm.6696
NM_001033373cyclin-dependent kinase 15chr1:59387782-59387841NM_001033373TC1659273Mm.297713
NM_010359glutathione S-transferase, mu 3chr3:107766674-107766615NM_010359TC1587061Mm.440885



NM_183278RIKEN cDNA 2200001I15 genechr14:35166894-35165215NM_183278TC1582983Mm.27156
NM_145570family with sequence similarity 176, member Achr6:82042915-82042974NM_145570TC1581134Mm.205854
NM_028948coiled-coil domain containing 11chr18:74519384-74519443NM_028948TC1700085Mm.182293
AK005011 protein Z, vitamin K-dependent plasma glycoproteinchr8:13075883-13075942TC1601827Mm.441140
NM_019946microsomal glutathione S-transferase 1chr6:138104846-138104905NM_019946TC1676107Mm.14796
NM_011979vanin 3 chr10:23587033-23589353NM_011979TC1588044Mm.27334
NM_198193retinoic acid early transcript 1Echr10:21903525-21903584NM_198193TC1590096Mm.440891
NM_021517PDZ domain containing 1chr3:96674564-96674623NM_021517TC1742879Mm.28015
NM_001168294serine (or cysteine) peptidase inhibitor, clade A, member 3Fchr12:105458989-105459048NM_001168294TC1589880Mm.312628
XM_900951predicted gene 6683chr14:54767961-54767902XM_900951 Mm.303179
NM_144845UDP glycosyltransferases 3 family, polypeptide A2chr15:9300203-9300262NM_144845TC1576229Mm.422853
XM_001476664similar to Chain L, Structural Basis Of Antigen Mimicry In A Clinically Relevant Melanoma Antigen Systemchr6:70653921-70653980XM_001476664TC1700736Mm.466597
NM_133809kynurenine 3-monooxygenase (kynurenine 3-hydroxylase)chr1:177590673-177590732NM_133809TC1582099Mm.27217
NM_144940urocanase domain containing 1chr6:90314337-90314396NM_144940TC1585213Mm.335669
NM_133661solute carrier family 6 (neurotransmitter transporter, betaine/GABA), member 12chr6:121315541-121315600NM_133661TC1585071Mm.274506
NM_201360cytochrome P450, family 2, subfamily d, polypeptide 12chr15:82388259-82388501NM_201360TC1585852Mm.226708
NM_001081441WD repeat domain 86chr5:24218184-24218125NM_001081441TC1604637Mm.392539
NM_053113eosinophil-associated, ribonuclease A family, member 11chr14:51875123-51875064NM_053113TC1589572Mm.153688
NM_010767mannan-binding lectin serine peptidase 2chr4:147977855-147977914NM_010767TC1590502Mm.378962
NM_009252serine (or cysteine) peptidase inhibitor, clade A, member 3Nchr12:105651918-105651977NM_009252TC1580665Mm.291569
NM_197999RIKEN cDNA 2210023G05 genechr8:107492279-107492338NM_197999TC1581937Mm.26580
BC029734 fibrinogen-like protein 1chr8:42295065-42285914 Mm.277955
AK165079 chr8:101672079-101672138 Mm.220765
NM_031884ATP-binding cassette, sub-family G (WHITE), member 5chr17:85057652-85057593NM_031884TC1584447Mm.289590
NM_133686quinolinate phosphoribosyltransferasechr7:134251534-134251475NM_133686TC1582476Mm.26928
NM_011037paired box gene 2chr19:44909895-44909954NM_011037TC1726614Mm.445309
NM_011124chemokine (C-C motif) ligand 21Achr4:42232117-42232176NM_011124TC1580000Mm.458815
NM_177732solute carrier family 35 (UDP-glucuronic acid/UDP-N-acetylgalactosamine dual transporter), member D1chr4:102844382-102844323NM_177732TC1583567Mm.281800
DV072245 expressed sequence AW493563chr6:67244818-67244877 Mm.442234
XM_286199cytochrome P450, family 2, subfamily a, polypeptide 21, pseudogenechr7:27737339-27737398XM_286199
XM_001477170 chr6:69714576-69714517XM_001477170NP049111 Mm.304150
NM_008184glutathione S-transferase, mu 6chr3:107741825-107741766NM_008184TC1580420Mm.458154
NM_009117serum amyloid A 1chr7:53996129-53996070NM_009117TC1582999Mm.148800
NM_013474apolipoprotein A-IIchr1:173156320-173156379NM_013474TC1767358Mm.389209
NM_207651solute carrier family 14 (urea transporter), member 2chr18:78342970-78342911NM_207651TC1587068Mm.44158
NM_133198liver glycogen phosphorylasechr12:71291914-71291855NM_133198TC1577070Mm.256926
XM_356935predicted pseudogene 5226chr17:26423916-26423752XM_356935 Mm.440059
NM_009695apolipoprotein C-IIchr7:20257086-20257027NM_009695TC1596134Mm.28394
XM_001473535predicted gene 12962chr4:131203353-131203294XM_001473535TC1630967Mm.354822
NM_008121gap junction protein, alpha 5chr3:96857349-96857408NM_008121TC1587411Mm.281816
NM_011978solute carrier family 27 (fatty acid transporter), member 2chr2:126413890-126413949NM_011978TC1572822Mm.290044
NM_010959oncoprotein induced transcript 3chr10:58886313-58886254NM_010959TC1584711Mm.123013
NM_023383arylacetamide deacetylase (esterase)chr3:59843885-59843944NM_023383TC1578797Mm.24547
NM_010512insulin-like growth factor 1chr10:87393581-87393640NM_010512TC1580490Mm.268521
NM_031168interleukin 6chr5:30346367-30346426NM_031168TC1586583Mm.1019
NM_026639ADP-ribosyltransferase 4chr6:136797033-136796974NM_026639TC1582746Mm.31840
XM_001477336predicted pseudogene 7231chr7:15050573-15050514XM_001477336
NM_029453WD repeat domain 64chr1:177738846-177738905NM_029453 Mm.50361
AK153745 chr2:11451586-11451645TC1694579Mm.442139
NM_010061deoxyribonuclease Ichr16:4039965-4040024NM_010061TC1769749Mm.440565
NM_026993dimethylarginine dimethylaminohydrolase 1chr3:145556803-145556862NM_026993TC1655776Mm.234247
NM_009693apolipoprotein Bchr12:8023194-8023253NM_009693TC1612818Mm.221239
NM_009381thyroid hormone responsive SPOT14 homolog (Rattus)chr7:104561708-104561649NM_009381TC1574449Mm.28585

chr18:60381571-60381630TC1703733
NM_009780complement component 4B (Childo blood group)chr17:34865387-34865328NM_009780NP1220374Mm.439678
NM_007980fatty acid binding protein 2, intestinalchr3:122602276-122602335NM_007980TC1578192Mm.28398
NM_001122596RIKEN cDNA A630033H20 genechrX:104368704-104368763NM_001122596 Mm.265244
NM_0253253-hydroxyanthranilate 3,4-dioxygenasechr17:84230755-84230696NM_025325TC1578389Mm.30100
NM_153397a disintegrin and metallopeptidase domain 32chr8:25946691-25946632NM_153397TC1585976Mm.269223



XR_001862predicted gene 8061chrX:135890435-135890494 Mm.426164
NM_145603carboxylesterase 2chr8:107378105-107378164NM_145603TC1616356Mm.28191
NM_018816apolipoprotein Mchr17:35267106-35267047NM_018816TC1579902Mm.2161
NM_153151acetyl-Coenzyme A acetyltransferase 3chr17:13118229-13118170NM_153151TC1703155Mm.229342
NM_007819cytochrome P450, family 3, subfamily a, polypeptide 13chr5:138335471-138335412NM_007819TC1585038Mm.289886
NM_145572glycogen synthase 2chr6:142371216-142371157NM_145572TC1584260Mm.275975
NM_007686complement component factor ichr3:129578165-129578224NM_007686TC1579989Mm.117180
NM_010767mannan-binding lectin serine peptidase 2chr4:147978456-147978515NM_010767TC1590502Mm.378962

chr18:047101919-047101860
NM_172294sulfatase 1chr1:12849507-12849566NM_172294TC1576991Mm.45563
NM_172759carboxylesterase 5chr8:107458508-107458567NM_172759TC1583226Mm.441134
NM_145594fibrinogen-like protein 1chr8:42276905-42276846NM_145594TC1581277Mm.277955
NM_008243macrophage stimulating 1 (hepatocyte growth factor-like)chr9:107987272-107987331NM_008243TC1583338Mm.8369
NM_013467aldehyde dehydrogenase family 1, subfamily A1chr19:20717764-20717823NM_013467TC1719795Mm.250866
NM_001039554angiopoietin-like 7chr4:147870043-147869984NM_001039554TC1734170Mm.388929
NM_008220hemoglobin, beta adult major chainchr7:110961164-110961105NM_008220TC1656469Mm.288567
NM_146512olfactory receptor 97chr17:37368622-37368563NM_146512 Mm.353371
NM_019395fructose bisphosphatase 1chr13:62966234-62966175NM_019395TC1572437Mm.423078
NM_023608glycerophosphodiester phosphodiesterase domain containing 2chrX:97934160-97934219NM_023608TC1602204Mm.283495
NM_009245serine (or cysteine) peptidase inhibitor, clade A, member 1Cchr12:105133224-105133165NM_009245TC1573631Mm.439694
NM_009997cytochrome P450, family 2, subfamily a, polypeptide 4chr7:27099880-27099939NM_009997TC1575277Mm.154643
NM_027950oxidative stress induced growth inhibitor 1chr8:121970077-121970136NM_027950TC1636486Mm.272357
NM_009763bone marrow stromal cell antigen 1chr5:44233465-44233524NM_009763TC1582441Mm.246332
NM_172306cytochrome P450, family 4, subfamily a, polypeptide 12Bchr4:115111580-115111639NM_172306 Mm.448292
NM_007376pregnancy zone proteinchr6:128433690-128433631NM_007376TC1574462Mm.260144
NM_009349indolethylamine N-methyltransferasechr6:55120829-55120770NM_009349TC1576179Mm.299
NM_001104531cytochrome P450, family 2, subfamily d, polypeptide 11chr15:82219706-82219647NM_001104531 Mm.174372
NM_008198complement factor Bchr17:34993858-34993502NM_008198TC1572662Mm.653
NM_001177602adenylate kinase 3-like 1chr4:101139464-101139523NM_001177602TC1677157Mm.42040
NM_015799transferrin receptor 2chr5:138028646-138028705NM_015799 Mm.21757
NM_009714asialoglycoprotein receptor 1chr11:69871255-69871314NM_009714NP050971 Mm.6559
NR_033566expressed sequence AI507597chr4:141171460-141171519NR_033566 Mm.439819
NM_027062complement component 8, gamma polypeptidechr2:25354235-25354176NM_027062NP358055 Mm.24596
NM_001122660predicted gene 10639chr9:78153199-78153258NM_001122660TC1709116Mm.197422
NM_010001cytochrome P450, family 2. subfamily c, polypeptide 37chr19:40086467-40086526NM_010001 Mm.38963
AK045415 RIKEN cDNA B230114P17 genechr10:106370663-106370604TC1602838Mm.38066
NM_144903aldolase B, fructose-bisphosphatechr4:49549467-49549408NM_144903TC1756303Mm.479534
NM_029562cytochrome P450, family 2, subfamily d, polypeptide 26chr15:82620634-82620575NM_029562TC1771800Mm.439931
NM_009474urate oxidasechr3:146294204-146294263NM_009474TC1576756Mm.10865

chr12:105056068-105056009
NM_001081169asparaginase homolog (S. cerevisiae)chr12:113365695-113365754NM_001081169TC1602274Mm.77133
NM_001161765flavin containing monooxygenase 5chr3:97456410-97456469NM_001161765TC1579393Mm.385180
NM_001081954double homeoboxchr10:57694079-57694020NM_001081954 Mm.379673
NM_008819phosphatidylethanolamine N-methyltransferasechr11:59784219-59784160NM_008819TC1579102Mm.2731
NM_008599chemokine (C-X-C motif) ligand 9chr5:92752250-92752191NM_008599TC1576952Mm.766
NM_030601chloride channel calcium activated 2chr3:144460568-144460509NM_030601TC1666678Mm.20897
NM_008871serine (or cysteine) peptidase inhibitor, clade E, member 1chr5:137537500-137537441NM_008871NP822114 Mm.250422
NM_053176histidine-rich glycoproteinchr16:22961425-22961484NM_053176TC1577747Mm.358794
NM_009890cholesterol 25-hydroxylasechr19:34548779-34548720NM_009890TC1579227Mm.30824
NM_001101475RIKEN cDNA F830016B08 genechr18:60459976-60460035NM_001101475 Mm.329461
S71555 chr7:110976438-110976379TC1767155Mm.288567
NM_145365cAMP responsive element binding protein 3-like 3chr10:80547139-80547080NM_145365TC1579926Mm.294693
NM_008218hemoglobin alpha, adult chain 1chr11:32183955-32184014NM_008218TC1707117Mm.196110
NM_011044phosphoenolpyruvate carboxykinase 1, cytosolicchr2:172984307-172984366NM_011044NP569055 Mm.266867
NM_008223serine (or cysteine) peptidase inhibitor, clade D, member 1chr16:17343544-17343603NM_008223TC1580111Mm.6609
NM_010233fibronectin 1chr1:71632175-71632116NM_010233TC1573616Mm.193099
AK044369 RIKEN cDNA A930009L07 genechr15:72338337-72338278TC1759047Mm.397917
NM_010924nicotinamide N-methyltransferasechr9:48400427-48400368NM_010924TC1595613Mm.458542
NM_031197solute carrier family 2 (facilitated glucose transporter), member 2chr3:28627016-28627075NM_031197TC1580021Mm.18443



NM_009943cytochrome c oxidase, subunit VI a, polypeptide 2chr7:135349219-135349160NM_009943TC1575772Mm.43824
NM_031499proline rich protein 2chr6:132550457-132550516NM_031499NP057449 Mm.425348
NM_029844melanocortin 2 receptor accessory proteinchr16:90749858-90749917NM_029844TC1582209Mm.22455
NM_009017retinoic acid early transcript betachr10:22093685-22093744NM_009017TC1590096Mm.458004
NM_145603carboxylesterase 2chr8:107378258-107378317NM_145603TC1616356Mm.28191
NM_020277transient receptor potential cation channel, subfamily M, member 5chr7:150257456-150257434NM_020277NP803518 Mm.286668
NM_054094acyl-CoA synthetase medium-chain family member 1chr7:126805969-126806028NM_054094 Mm.479600
AY114394 chr12:116699393-116699334NP164116 Mm.304472
BC120907 mucin 6, gastricchr7:148819961-148819902TC1591182Mm.246621
NM_008046follistatin chr13:115243624-115243565NM_008046TC1727610Mm.4913
NM_175391apolipoprotein L 7cchr15:77356402-77356343NM_175391TC1580479Mm.86391
XM_001477170similar to [Human Ig rearranged gamma chain mRNA, V-J-C region and complete cds.], gene productchr6:69714551-69714492XM_001477170
NM_027552kynureninase (L-kynurenine hydrolase)chr2:43537195-43537254NM_027552TC1585539Mm.105278
NM_007818cytochrome P450, family 3, subfamily a, polypeptide 11chr5:146673925-146672058NM_007818TC1665081Mm.332844

chr8:107199491-107199432
NM_021301solute carrier family 15 (H+/peptide transporter), member 2chr16:36750662-36750603NM_021301TC1580860Mm.281804
NM_009338acetyl-Coenzyme A acetyltransferase 2chr17:13136541-13136482NM_009338TC1588187Mm.439711
NM_001033876potassium channel, subfamily K, member 9chr15:72342820-72342761NM_001033876NP1480605Mm.386856
NM_021517PDZ domain containing 1chr3:96674286-96674345NM_021517TC1758289Mm.28015
NM_001012766eosinophil-associated, ribonuclease A family, member 12chr14:044680899-044680958NM_001012766 Mm.327386
NM_201640cytochrome P450, family 4, subfamily a, polypeptide 31chr4:115251553-115251612NM_201640TC1643154Mm.10742
NM_016956hemoglobin, beta adult minor chainchr7:110962106-110962047NM_016956TC1594630Mm.288567
NM_009512solute carrier family 27 (fatty acid transporter), member 5chr7:13573760-13573701NM_009512TC1677585Mm.10984
AK050111 expressed sequence AW111846chr8:46352115-46352056TC1606755Mm.36341
NM_146149family with sequence simliarity 151, member Achr4:106420510-106420569NM_146149TC1580087Mm.476048
NM_008952pipecolic acid oxidasechr11:77694332-77694273NM_008952TC1578810Mm.8543
NM_017400SH3-domain GRB2-like 3chr7:89455864-89455923NM_017400TC1595258Mm.736
NM_007474aquaporin 8chr7:130611453-130611512NM_007474 Mm.273175
NM_010011cytochrome P450, family 4, subfamily a, polypeptide 10chr4:115206200-115206259NM_010011 Mm.10742
NM_010582inter-alpha trypsin inhibitor, heavy chain 2chr2:10019537-10018826NM_010582TC1578361Mm.182043
BC094434 expressed sequence C78859chr8:96851940-96851999 Mm.136496
NM_026690aspartate dehydrogenase domain containingchr7:51721852-51721911NM_026690TC1736333Mm.88478
NM_05327224-dehydrocholesterol reductasechr4:106261581-106261640NM_053272TC1576565Mm.133370
NM_029465C-type lectin domain family 4, member gchr8:3716241-3716182NM_029465TC1587767Mm.390017
AK008755 RIKEN cDNA 2210019I11 genechr5:148040233-148040174TC1599578Mm.17618
NM_144512solute carrier family 6 (neurotransmitter transporter, GABA), member 13chr6:121287597-121287656NM_144512TC1580120Mm.258596
NM_011652titin chr2:76542136-76542077NM_011652TC1579676Mm.373672
XM_001473218predicted gene 7969chr13:68054078-68054137XM_001473218TC1624999Mm.425830
NM_133997apolipoprotein Fchr10:127706973-127707032NM_133997TC1579251Mm.26513
NM_009251serine (or cysteine) peptidase inhibitor, clade A, member 3Gchr12:105480045-105480104NM_009251TC1648238Mm.312628
NM_178005leucine rich repeat transmembrane neuronal 2chr18:35372413-35372354NM_178005TC1581215Mm.39900
NM_144909glucokinase regulatory proteinchr5:31629583-31629642NM_144909TC1610254Mm.100043
AK009512 chr4:137772045-137772104TC1660717Mm.417833
XM_001473218predicted gene 7969chr13:68054070-68054129XM_001473218TC1624999Mm.425830
NM_178747gulonolactone (L-) oxidasechr14:66605889-66605830NM_178747TC1578269Mm.26207
NM_001164787small proline-rich protein 2A2chr3:92058417-92058476NM_001164787TC1734054Mm.429851
NM_175475cytochrome P450, family 26, subfamily b, polypeptide 1chr6:84522011-84521952NM_175475TC1583864Mm.255246
XM_001477515similar to Endothelin converting enzyme 1chr4:137540403-137540462XM_001477515
NM_011888chemokine (C-C motif) ligand 19chr4:42250105-42250164NM_011888TC1653216Mm.459263
NM_027613multimerin 1chr6:60938883-60938942NM_027613TC1597135Mm.478501
NM_021272fatty acid binding protein 7, brainchr10:57508039-57508098NM_021272TC1579089Mm.3644
NM_013465alpha-2-HS-glycoproteinchr16:22899415-22899474NM_013465TC1573795Mm.197554
NM_010391histocompatibility 2, Q region locus 10chr17:35611449-35611508NM_010391 Mm.88795
NM_001045550major urinary protein 2chr4:60149800-60149741NM_001045550TC1591932Mm.458381
NM_134103interleukin 1 receptor accessory proteinchr16:26701498-26701557NM_134103TC1589233Mm.253424
NM_001081123Rho GTPase activating protein 36chrX:46853359-46853418NM_001081123TC1604965Mm.44305
NM_008243macrophage stimulating 1 (hepatocyte growth factor-like)chr9:107987262-107987321NM_008243TC1583338Mm.8369
NM_013524fucosyltransferase 7chr2:25281802-25281861NM_013524TC1586766Mm.1203
NM_011996alcohol dehydrogenase 4 (class II), pi polypeptidechr3:138093716-138093775NM_011996 Mm.158750



NM_011338chemokine (C-C motif) ligand 9chr11:83388282-83388223NM_011338TC1575683Mm.416125
NM_145146afamin chr5:90982490-90982549NM_145146TC1579673Mm.348786
NM_009253serine (or cysteine) peptidase inhibitor, clade A, member 3Mchr12:105632110-105632169NM_009253TC1583541Mm.291569
NM_010168coagulation factor IIchr2:91465569-91465510NM_010168TC1577552Mm.89048
NM_008417potassium voltage-gated channel, shaker-related subfamily, member 2chr3:106909700-106909759NM_008417TC1588112Mm.56930
NM_012010eukaryotic translation initiation factor 2, subunit 3, structural gene X-linkedchrX:91441634-91436226NM_012010TC1672970Mm.218851
NR_033472predicted gene 10768chr19:43915094-43915153NR_033472TC1681492Mm.212585
NM_007576complement component 4 binding proteinchr1:132532783-132532724NM_007576TC1581388Mm.306720
NM_009247serine (or cysteine) peptidase inhibitor, clade A, member 1Echr12:105185231-105185172NM_009247TC1636967Mm.312593
NM_001080943zinc finger, DHHC-type containing 22chr12:88329223-88329164NM_001080943 Mm.185890
NM_146020glycolipid transfer protein domain containing 2chr11:70334155-70334214NM_146020TC1584195Mm.22551
NM_010002cytochrome P450, family 2, subfamily c, polypeptide 38chr19:39465474-39465415NM_010002TC1590601Mm.42100
NM_010512insulin-like growth factor 1chr10:87393561-87393620NM_010512TC1588155Mm.268521
NM_021306endothelin converting enzyme-like 1chr1:89044292-89044233NM_021306TC1583089Mm.140765
NM_027907alanine-glyoxylate aminotransferase 2-like 1chr3:130338517-130338576NM_027907TC1582498Mm.29125
NM_007493asialoglycoprotein receptor 2chr11:69919568-69919627NM_007493TC1587285Mm.1357
NM_001077348perilipin 5 chr17:56251084-56251025NM_001077348TC1676077Mm.254985
NM_028351R-spondin 3 homolog (Xenopus laevis)chr10:29172989-29172930NM_028351TC1583754Mm.45191
NM_007449angiogenin, ribonuclease A family, member 2chr14:51815374-51815315NM_007449NP382325 Mm.377077
NM_023137ubiquitin Dchr17:37332688-37332747NM_023137NP377583 Mm.140210
NM_011619troponin T2, cardiacchr1:137747976-137748288NM_011619NP747460 Mm.247470
AK037146 RIKEN cDNA A030001D16 genechr18:68501954-68502013TC1607844Mm.95774
NM_146126sorbitol dehydrogenasechr2:122091013-122091072NM_146126TC1765627Mm.371580
NM_001083955hemoglobin alpha, adult chain 2chr11:32197245-32197304NM_001083955TC1735883Mm.196110
NM_011921aldehyde dehydrogenase family 1, subfamily A7chr19:20767612-20767553NM_011921TC1582542Mm.14609
NM_017371hemopexinchr7:112740363-112740304NM_017371TC1771439Mm.3485
NM_001024719cytochrome P450, family 2, subfamily c, polypeptide 67chr19:39683488-39683429NM_001024719 Mm.297048
NM_013654chemokine (C-C motif) ligand 7chr11:81860656-81860715NM_013654TC1632498Mm.341574
NM_007972coagulation factor Xchr8:13055774-13055833NM_007972TC1580724Mm.262589
NM_145594fibrinogen-like protein 1chr8:42285908-42285849NM_145594TC1581277Mm.277955
NM_019546proline dehydrogenase (oxidase) 2chr7:31296177-31296236NM_019546TC1596301Mm.270525
NM_029662major facilitator superfamily domain containing 2Achr4:122624241-122624182NM_029662TC1577655Mm.331842
NM_007895eosinophil-associated, ribonuclease A family, member 2chr14:44681119-44681178NM_007895TC1583731Mm.327386
NR_003564transcription elongation factor B (SIII), polypeptide 2 pseudogenechr11:88826082-88826023NR_003564TC1582008Mm.347543
NM_133977transferrin chr9:103111266-103111207NM_133977TC1573635Mm.37214
NM_008181glutathione S-transferase, alpha 1 (Ya)chr9:78090411-78090470NM_008181TC1768402Mm.197422
NM_133977transferrin chr9:103112885-103112826NM_133977TC1701717Mm.37214
NM_134127cytochrome P450, family 4, subfamily f, polypeptide 15chr17:32840088-32840147NM_134127TC1584483Mm.26539
NM_001025577avian musculoaponeurotic fibrosarcoma (v-maf) AS42 oncogene homologchr8:118227795-118227736NM_001025577TC1598781Mm.439772
NM_009060regucalcin chrX:20138932-20138991NM_009060TC1578726Mm.2118
NM_011582thrombospondin 4chr13:93521624-93521565NM_011582TC1580565Mm.20865
NM_001177731melanocortin 2 receptor accessory protein 2chr9:87078820-87078879NM_001177731 Mm.335337
NM_009246serine (or cysteine) peptidase inhibitor, clade A, member 1Dchr12:105005668-105004164NM_009246TC1780662Mm.439695
NM_031166inhibitor of DNA binding 4chr13:48358668-48358727NM_031166TC1582936Mm.458006
NM_008888paired-like homeobox 2bchr5:67485826-67485767NM_008888TC1584224Mm.62505
NM_177839tenascin Nchr1:162015244-162015185NM_177839TC1586179Mm.90140
NM_008061glucose-6-phosphatase, catalyticchr11:101238947-101239006NM_008061TC1579880Mm.18064
NM_018746inter alpha-trypsin inhibitor, heavy chain 4chr14:31714970-31715029NM_018746NP358746 Mm.34819
BG080322 expressed sequence AU040972chr11:79295347-79295288TC1672553Mm.436987
U37911 chr6:68686370-68686311TC1695732Mm.288753
NM_017399fatty acid binding protein 1, liverchr6:71154906-71154965NM_017399TC1780210Mm.22126
NM_009763bone marrow stromal cell antigen 1chr5:44234491-44234550NM_009763TC1582441Mm.246332
NM_019946microsomal glutathione S-transferase 1chr6:138104944-138105003NM_019946TC1702308Mm.14796


