
Supplementary Table 1: List of peptides identified by SILAC
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1 gi|4506903 Splicing factor, arginine/serine-rich 9 VEFPR 1Arg10 25526 2.718 1.188 9.337 3.581 329.20 656.39 656.35 0.034 2 32 R T 19 5
VEFPR 324.20 646.38 646.34 0.037 2 30 R T
VEFPR 1Arg6 327.21 652.40 652.36 0.034 2 30 R T
IYVGNLPTDVR 1Arg10 628.89 1255.77 1255.68 0.087 2 38 R E
EKDLEDLFYK 650.37 1298.72 1298.64 0.077 2 51 R Y
DLEDLFYK 521.80 1041.59 1041.50 0.085 2 41 K Y
DGVGMVEYLR 1Arg10 574.82 1147.62 1147.56 0.059 2 41 K K

2 gi|5901926 Cleavage and polyadenylation specific factor 5 YIQQTKPLTLER 1Arg10 26211 2.673 1.478 4.811 3.070 500.64 1498.90 1498.84 0.058 3 39 K T 40 9
TINLYPLTNYTFGTK 873.47 1744.92 1744.90 0.014 2 54 R E
SQTGWPR 1Arg10 421.23 840.45 840.41 0.034 2 30 R G
LPGGELNPGEDEVEGLK 876.94 1751.86 1751.86 -0.002 2 73 K R
LMTEILGR 1Arg10 471.79 941.56 941.52 0.032 2 53 R Q
LMTEILGR 1Arg6 469.79 937.56 937.54 0.027 2 30 R Q
LFLVQLQEK 559.35 1116.69 1116.65 0.031 2 53 K A
KLFLVQLQEK 415.95 1244.82 1244.75 0.070 3 45 K A
GVTQFGNK 425.74 849.47 849.43 0.038 2 30 R Y
ALFAVPK 373.24 744.47 744.45 0.017 2 51 K N

3 gi|7706322 Homeobox prox 1 NIHSSDWPK 28068 1.131 0.141 2.000 0.301 361.87 1082.58 1082.51 0.061 3 33 R F 44 9
NFIVWLEDQK 646.35 1290.69 1290.65 0.012 2 37 R I
NAEPLINLDVNNPDFK 605.00 1811.97 1811.96 0.030 3 82 K A
LLHIEELR 1Arg10 344.89 1031.64 1031.61 0.055 3 33 R E
INEAIVAVQAIIADPK 833.00 1663.99 1663.91 0.106 2 79 K T
ILVQER 1Arg10 384.26 766.50 766.41 0.042 2 31 R L
HILGFDTGDAVLNEAAQILR 718.41 2152.22 2151.96 0.030 3 65 K L
EGLPVALDK 471.29 940.56 940.34 0.031 2 67 K H
AGVMALANLLQIQR 1Arg6 507.32 1518.93 1518.89 0.071 3 39 K H
AGVMALANLLQIQR 1Arg10 762.45 1522.88 1522.86 0.049 2 73 K H

4 gi|13376429 NEFA interating nuclear protein LTVKPIETK 28895 1.463 0.071 3.836 0.947 343.56 1027.67 1027.63 0.039 3 30 K N 12 3
IVSSIFR 1Arg10 416.25 830.49 830.49 0.005 2 50 K T
GLDEDETNFLDEVSR 1Arg10 874.88 1747.76 1747.78 -0.022 2 67 R Q

5 gi|30410796 Proteasome activator subunit 3 isoform 2 TVESEAASYLDQISR 1Arg10 30867 1.248 0.173 2.554 0.370 560.30 1677.89 1677.81 0.082 3 66 R Y 30 8
TVESEAASYLDQISR 556.99 1667.95 1667.80 0.145 3 36 R Y
TVESEAASYLDQISR 1Arg6 559.00 1673.97 1673.82 0.152 3 30 R Y
SNQQLVDIIEK 643.86 1285.71 1285.69 0.022 2 65 K V
MWVQLLIPR 1Met(ox) 1Arg10 591.39 1180.76 1180.67 0.092 2 51 K I
MWVQLLIPR 1Arg10 583.39 1164.77 1164.67 0.098 2 47 K I
LLIEK 308.24 614.47 614.40 0.067 2 30 R C
LLELDSFLK 539.36 1076.70 1076.61 0.087 2 61 K E
LIISELR 1Arg10 427.28 852.55 852.53 0.022 2 39 R N
LIISELR 422.30 842.59 842.52 0.065 2 49 R N
LIISELR 1Arg6 425.31 848.61 848.54 0.066 2 30 R N
KLLELDSFLK 402.63 1204.86 1204.71 0.150 3 54 K E
ITSEAEDLVANFFPK 840.99 1679.96 1679.84 0.115 2 89 R K

6 gi|16905517 FUS interacting protein (serine/arginine-rich) 1 YLRPPNTSLFVR 2Arg10 31300 1.900 0.000 5.140 0.000 494.97 1481.89 1481.52 0.03 3 49 R N 5 1
YLRPPNTSLFVR 498.31 1491.90 1491.61 0.136 3 30 R N

7 gi|14110414 heterogeneous nuclear ribonucleoprotein D LDPITGR 1Arg10 32942 1.516 0.000 4.332 0.000 391.24 780.46 780.44 0.050 2 38 K S 12.5 4
KYHNVGLSK 349.22 1044.63 1044.57 0.020 3 33 K C
IFVGGLSPDTPEEK 744.88 1487.75 1487.75 -0.005 2 67 K I
DLKDYFSK 339.19 1014.55 1014.50 0.039 3 37 K F

8 gi|49472822 Eukaryotic translation initiation factor 3, subunit 4 VTNLSEDTR 1Arg6 35611 1.121 0.000 2.210 0.000 520.79 1039.57 1039.52 0.120 2 31 R E 3 1
VTNLSEDTR 1Arg10 522.79 1043.56 1043.51 0.126 2 63 R E

9 gi|55956919 Heterogeneous nuclear ribonucleoprotein AB VLDQK 35945 3.619 0.000 8.010 0.000 301.70 601.38 601.34 0.035 2 30 K E 24 8
MFVGGLSWDTSK 664.33 1326.64 1326.63 0.016 2 76 K K
KFHTVSGSK 495.79 989.56 989.53 0.026 2 57 K C
IFVGGLNPEATEEK 752.40 1502.78 1502.76 0.020 2 83 K I
GFGFILFK 464.79 927.56 927.52 0.041 2 42 R D
EVYQQQQYGSGGR 1Arg10 755.36 1508.70 1508.69 0.013 2 56 K G
EVYQQQQYGSGGR 1Arg6 753.36 1504.71 1504.70 0.009 2 45 K G
EVYQQQQYGSGGR 750.34 1498.67 1498.68 -0.012 2 32 K G
DYFTK 337.20 672.39 672.31 0.079 2 30 K F
DLKDYFTK 515.28 1028.54 1028.52 0.020 2 49 K F

10 gi|4502923 Calponin 3 HLYDPK 36391 1.001 0.000 3.389 0.000 386.72 771.42 771.39 0.024 2 30 R M 9.1 3
GPSYGLSAEVK phospho (Y) 594.28 1186.55 1186.53 0.026 2 55 K N
GASQAGMLAPGTR 1Arg10 613.81 1225.61 1225.61 0.002 2 71 K R
GASQAGMLAPGTR 1Met(ox) 1Arg10 621.82 1241.62 1241.61 0.012 2 32 K R

11 gi|11034845 Chromosome 20 Open reading frame 77 LTFLYLANDVIQNSK 36877 1.494 0.312 1.953 0.268 580.34 1737.99 1737.93 0.063 3 53 K R 19 5
LLNIWQER 1Arg10 541.31 1080.60 1080.60 0.007 2 43 R S
LAAELEDR 1Arg10 463.75 925.48 925.47 0.003 2 57 R R
IASLPQEVQDVSLLEK 590.35 1768.01 1767.96 0.053 3 75 K I
EFESVLVDAFSHVAR 1Arg10 572.65 1714.94 1714.86 0.083 3 55 R E

12 gi|14043072 Heterogeneous nuclear ribonucleoprotein A2/B1 TLETVPLER 1Arg10 37407 3.150 1.430 10.230 5.053 534.32 1066.62 1066.59 0.030 2 58 K K 53 16
RGFGFVTFDDHDPVDK 1Arg10 621.32 1860.94 1860.87 0.071 3 43 K I
QEMQEVQSSR 1Arg10 607.79 1213.56 1213.53 0.036 2 59 R S
NYYEQWGK 544.26 1086.51 1086.48 0.032 2 39 R L
LFVGGIKEDTEEHHLR 1Arg10 473.27 1889.05 1888.97 0.086 4 45 K D
LFIGGLSFETTEESLR 1Arg10 904.98 1807.95 1807.92 0.026 2 61 K N
KLFVGGIK 431.31 860.60 860.55 0.055 2 60 K E
IVLQK 300.72 599.43 599.40 0.032 2 30 K Y
IDTIEIITDR 594.83 1187.65 1187.64 0.010 2 69 K Q
IDTIEIITDR 1Arg6 597.84 1193.67 1193.66 0.007 2 43 K Q
IDTIEIITDR 1Arg10 599.84 1197.67 1197.65 0.019 2 72 K Q
GGNFGFGDSR 1Arg10 512.25 1022.48 1022.44 0.034 2 55 R G
GGNFGFGDSR 507.23 1012.45 1012.44 0.009 2 34 R G
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GGGGNFGPGPGSNFR 1Arg10 694.32 1386.63 1386.63 -0.003 2 76 R G
GFGFVTFDDHDPVDKIVLQK 570.08 2276.28 2276.15 0.134 4 42 R Y
GFGFVTFDDHDPVDK 848.38 1694.75 1694.76 -0.010 2 89 R I
GFGFVTFDDHDPVDK 848.38 1694.75 1694.76 -0.005 2 85 R I
EESGKPGAHVTVK 669.86 1337.70 1337.69 0.005 2 49 R K
EDTEEHHLR 1Arg10 588.28 1174.55 1174.52 0.026 2 33 K D
EDTEEHHLR 1Arg10 588.29 1174.57 1174.52 0.045 2 55 K D
EDTEEHHLR 1Arg6 586.29 1170.56 1170.54 0.025 2 30 K D
DYFEEYGK 525.74 1049.46 1049.43 0.028 2 33 R I

13 gi|34740329 Heterogeneous nuclear ribonucleoprotein A3 SSGSPYGGGYGSGGGSGGYGSR 1Arg10 39571 1.799 0.432 6.086 2.518 667.61 1999.79 1999.76 0.038 3 45 R R 22.4 7
KIFVGGIK 431.31 860.60 860.55 0.055 2 60 K E
IETIEVMEDR 1Arg10 622.82 1243.62 1243.60 0.016 2 74 K Q
IETIEVMEDR 1Met(ox) 1Arg10 630.82 1259.62 1259.59 0.022 2 50 K Q
GFAFVTFDDHDTVDK 571.95 1712.83 1712.77 0.067 3 48 R I
EDTEEYNLR 1Arg10 589.78 1177.54 1177.51 0.030 2 66 K D
EDSVKPGAHLTVK 460.94 1379.81 1379.74 0.066 3 48 R K
DYFEKYGK 525.24 1048.47 1048.49 -0.019 2 33 R I

14 gi|13899354 RNA binding motif protein 4B SLFEQYGK 40124 2.896 0.716 9.408 3.749 486.27 970.52 970.48 0.040 2 50 R V 12 5
LFIGNLPR 1Arg10 470.30 938.58 938.56 0.027 2 40 K E
GLDNTEFQGK 554.78 1107.54 1107.52 0.022 2 67 R R
EATEQEIR 1Arg10 493.25 984.49 984.48 0.018 2 54 R S
AEDAVEAIR 1Arg10 492.26 982.51 982.50 0.017 2 61 R G

15 gi|21361320 TRK-fused gene NVMSAFGLTDDQVSGPPSAPAEDR 1Arg10 43421 1.112 0.000 2.353 0.000 1236.15 2470.28 2470.13 0.145 2 81 K S 14.5 3
LLDSLEPPGEPGPSTNIPENDTVDGR 1Arg10 1365.23 2728.44 2728.31 0.138 2 30 R E
AQLGEDIR 451.26 900.51 900.47 0.043 2 30 K R

16 gi|5031753 Heterogeneous nuclear ribonucleoprotein H1 VHIEIGPDGR 1Arg10 49198 1.815 0.319 5.591 0.915 551.82 1101.62 1101.58 0.039 2 43 R V 14.5 5
STGEAFVQFASQEIAEK 921.46 1840.91 1840.88 0.025 2 85 R A
HTGPNSPDTANDGFVR 1Arg10 887.93 1773.84 1773.73 0.101 2 50 K L
FIYTR 1Arg10 355.22 708.43 708.38 0.044 2 31 R E
ATENDIYNFFSPLNPVR 1Arg10 669.69 2006.06 2005.98 0.082 3 30 R V

17 gi|14165435 Heterogeneous nuclear ribonucleoprotein K TDYNASVSVPDSSGPER phospho (Y), 1Arg10 50944 1.762 0.155 3.732 0.241 935.94 1869.87 1869.77 0.106 2 57 R I 29 10
TDYNASVSVPDSSGPER 890.95 1779.89 1779.79 0.099 2 30 R I
LLIHQSLAGGIIGVK 507.03 1518.07 1517.93 0.138 3 83 R G
ILSISADIETIGEILK 858.04 1714.07 1713.98 0.095 2 32 R K
ILLQSK 351.25 700.48 700.45 0.028 2 35 R N
IITITGTQDQIQNAQYLLQNSVK 863.87 2588.60 2588.38 0.219 3 50 R Q
IILDLISESPIK 670.92 1339.83 1339.80 0.030 2 87 K G
IDEPLEGSEDR 1Arg10 635.31 1268.61 1268.58 0.033 2 57 K I
GSYGDLGGPIITTQVTIPK 639.71 1916.11 1916.03 0.085 3 45 R D
GGDLMAYDR 1Arg10 504.26 1006.51 1006.44 0.067 2 38 R R
DLAGSIIGK 437.27 872.53 872.50 0.032 2 47 K G

18 gi|5031703 RasGAP SH3-domain binding protein INIPPQR 52164 1.123 0.000 2.215 0.000 419.27 836.52 836.49 0.021 2 33 R G 1 1
INIPPQR 1Arg10 424.25 846.48 846.43 0.031 2 30 R G

19 gi|4826734 Fusion (involved in t(12;16) in malignant liposarcoma) VSFATR 1Arg10 53394 2.179 0.219 5.007 0.866 345.71 689.40 689.37 0.031 2 33 K R 25 8
TGQPMINLYTDR 1Arg10 749.88 1497.74 1497.66 0.083 2 50 K E
TGQPMINLYTDR 1Met(ox) 1Arg10 717.89 1433.76 1433.68 0.075 2 31 K E
HDSEQDNSDNNTIFVQGLGENVTIESVADYFK 1195.95 3584.82 3584.62 0.200 3 34 R Q
GEATVSFDDPPSAK 710.84 1419.66 1419.65 0.013 2 76 K A
EFSGNPIK 446.29 890.56 890.45 0.108 2 42 K V
APKPDGPGGGPGGSHMGGNYGDDR 1Arg10 755.03 2262.08 2261.97 0.101 3 60 K R
APKPDGPGGGPGGSHMGGNYGDDR 1127.06 2252.10 2251.97 0.131 2 46 K R
AAIDWFDGKEFSGNPIK 632.33 1893.97 1893.93 0.048 3 32 K V
AAIDWFDGK 511.77 1021.52 1021.49 0.032 2 73 K E

20 gi|4885609 c-Src TETDLSFK 59797 4.914 2.761 29.801 9.129 470.77 939.53 939.45 0.078 2 39 R K 12.5 6
LLLNAENPR 1Arg10 525.34 1048.66 1048.59 0.066 2 58 R G
LFGGFNSSDTVTSPQR 1Arg10 861.96 1721.91 1721.82 0.084 2 105 K A
GTFLVR 1Arg10 351.74 701.47 701.41 0.063 2 30 R E
EVLDQVER 1Arg10 499.28 996.54 996.51 0.029 2 50 R G
AGPLAGGVTTFVALYDYESR 1Arg6 698.43 2092.27 2092.06 0.210 3 37 R T

21 gi|20357552 cortactin isoform a TQTPPVSPAPQPTEER 1Arg10 61549 2.481 1.485 4.892 2.642 872.99 1743.97 1743.87 0.104 2 55 K L 17.5 7
QDSAAVGFDYK 600.81 1199.61 1199.55 0.066 2 73 R E
NASTFEDVTQVSSAYQK phospho (Y) 977.99 1953.96 1953.84 0.121 2 43 K T
GPVSGTEPEPVYSMEAADYR 1Arg10 1083.06 2164.10 2163.97 0.136 2 86 R E
FGVQMDR 1Arg10 431.74 861.46 861.40 0.052 2 44 K V
ANFENLAK 453.76 905.51 905.46 0.050 2 37 R E
AKTQTPPVSPAPQPTEER 1Arg10 675.36 2023.06 2022.97 0.090 3 35 R L

22.000 gi|40254978 FIP1-like 1 TGAPQYGSYGTAPVNLNIK phospho (Y) 66535 0.000 0.000 0.000 0.000 1016.040 2030.070 2029.950 0.007 2 45 K T 3 1
23 gi|17402900 FUSE binding protein TGLIIGK 67518 2.155 0.384 6.900 0.841 351.25 700.49 700.45 0.038 2 62 K G 9.7 8

QLIEEK 380.23 758.45 758.42 0.029 2 42 R I
LLDQIVEK 479.30 956.59 956.55 0.038 2 50 R G
IGGDAGTSLNSNDYGYGGQK phospho (Y) 1027.48 2052.96 2052.91 0.128 2 65 K R
IAQITGPPDR 1Arg10 539.33 1076.64 1076.59 0.055 2 56 R C
GTPQQIDYAR 1Arg10 579.82 1157.63 1157.57 0.058 2 48 R Q
EMVLELIR 1Arg10 506.80 1011.59 1011.57 0.020 2 34 K D
AWEEYYK 494.76 987.51 987.43 0.078 2 35 K K
AGLVIGK 329.24 656.47 656.42 0.044 2 55 K G

24 gi|4885225 Ewing sarcoma breakpoint region 1 QDHPSSMGVYGQESGGFSGPGENR 1Arg10 68436 1.800 0.000 4.560 0.000 825.06 2472.16 2472.03 0.135 3 55 R S 13.1 4
QDHPSSMGVYGQESGGFSGPGENR phospho (Y); 1Arg10 862.73 2585.15 2585.02 0.061 3 51 R S
GGPGGPGGPGGPMGR 1Arg10 609.32 1216.63 1216.56 0.067 2 30 R M
GDATVSYEDPPTAK 725.87 1449.73 1449.72 0.048 2 51 K A
AAVEWFDGK 511.78 1021.54 1021.51 0.021 2 45 K D

25 gi|4504865 FUSE binding protein 2 SVSLTGAPESVQK 73116 1.949 0.682 5.694 2.188 691.86 1381.71 1381.65 0.062 2 46 R A 24 12
QLIEEK 380.23 758.45 758.42 0.029 2 42 K I
QAQVATGGGPGAPPGSQPDYSAAWAEYYR 1Arg10 1481.74 2961.47 2961.36 0.115 2 93 K Q
MILIQDGSQNTNVDKPLR 1Met(ox) 1Arg10 1034.60 2067.19 2067.07 0.120 2 47 K I
KIGQQPQQPGAPPQQDYTK 703.73 2108.16 2108.07 0.095 3 33 K A
IINDLLQSLR 1Arg10 597.87 1193.73 1193.70 0.030 2 65 R S
IGQQPQQPGAPPQQDYTK 991.05 1980.08 1979.97 0.106 2 48 K A
IGGGIDVPVPR 1Arg10 545.34 1088.67 1088.62 0.049 2 31 R H
IGGDAATTVNNSTPDFGFGGQK 1077.57 2153.12 2153.00 0.118 2 45 K R
IAHIMGPPDR 1Met(ox) 1Arg10 378.22 1131.63 1131.57 0.061 3 30 K C
DAFADAVQR 1Arg10 501.78 1001.54 1001.48 0.063 2 51 K A
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AGLVIGK 329.24 656.47 656.42 0.044 2 55 K G
26 gi|5031579 A-kinase anchor protein 8 SNPGTFMR 1Arg10 76061 2.088 0.000 5.509 0.000 460.25 918.49 918.43 0.060 2 32 R S 2.1 2

LAAEQFK 403.75 805.48 805.43 0.048 2 32 R K
27 gi|4826998 Splicing factor proline/glutamine rich NLSPYVSNELLEEAFSQFGPIER 76102 1.618 0.425 3.073 0.980 1320.21 2638.41 2638.4 0.030 2 30 R A 6.5 3

FGQGGAGPVGGQGPR 1Arg10 676.38 1350.74 1350.67 0.078 2 35 R G
FGQGGAGPVGGQGPR 671.38 1340.74 1340.71 0.106 2 36 R G
AVVIVDDR 1Arg10 448.78 895.54 895.50 0.039 2 32 R G

28 gi|38044290 zinc finger, CCHC domain containing 8 TASGAVDEDALTLEELEEQQR 1Arg10 78720 1.32 0.000 3.715 0.000 1157.62 2313.22 2313.80 0.038 2 47 R R 4.1 2
SVTYDLSK 456.76 911.51 911.49 0.021 2 39 K L

29 gi|33383233 Arsenate resistance protein ARS2 isoform b VALSEPQPER 1Arg10 90194 1.994 0.000 5.396 0.000 568.33 1134.65 1134.59 0.059 2 37 R R 2.9 2
EVAFFNNFLTDAK 758.42 1514.82 1514.74 0.049 2 58

30 gi|55749531 splicing factor 3B subunit 2 VGEPVALSEEER 1Arg10 100165 1.405 0.000 2.996 0.000 662.8772 1323.7398 1323.6545 0.0853746 2 69 R L 6.4 3
VGEPVALSEEER 657.8584 1313.7022 1313.6462 0.0560746 2 36 R L
SSLGQSASETEEDTVSVSK 971.0134 1940.0122 1939.8858 0.1264746 2 58 R K
LAQQQAALLMQQEER 1Met(ox) 1Arg10 892.0159 1782.0172 1781.8969 0.1203746 2 30 K A

31 gi|20127479 RNA binding motif protein 10 GSSYGVTSTESYK 103469 2.305 0.212 7.188 0.573 683.36 1364.70 1364.61 0.090 2 31 R E 14 5
GQLQSHGVQAR 1Arg10 595.85 1189.69 1189.62 0.066 2 34 R E
GDPTGAGPEASLEPGADSVSMQAFSR 1Arg10 1272.66 2543.31 2543.15 0.164 2 40 K A
ELSQGLLPLPQPYQAQGVLASQALSQGSEPSSENANDTIIL 1Arg10 1108.38 4429.49 4429.26 0.229 4 63 R N
AQPGAAPGIYQQSAEASSSQGTAANSQSYTIMSPAVLK 1256.69 3767.04 3766.81 0.227 3 35 R S

32 gi|7661958 Bcl-2-associated transcription factor 1 VFLLDR 1Arg10 106122 2.200 0.000 5.500 0.000 386.76 771.51 771.45 0.043 2 35 R G 4.5 4
SIFDHIK 430.26 858.51 858.46 0.120 2 30 R L
LLASTLVHSVK 389.93 1166.77 1166.70 0.020 3 51 R K
DTFEHDPSESIDEFNK 637.31 1908.90 1908.80 0.020 3 30 K S

33 gi|4827040 Thyroid hormone receptor associated protein 3 SPSELFAQHIVTIVHHVK 108789 1.209 0.000 5.143 0.000 511.31 2041.19 2041.11 0.037 3 41 R E 5 4
SIFQHIQSAQSQR 1Arg10 513.96 1538.86 1538.81 0.120 3 31 R S
LDIERRK 2Arg6 471.33 940.65 940.62 0.090 2 33 R K
GSFSDTGLGDGK 570.80 1139.59 1139.51 0.081 2 56 K M

34 gi|27262645 Ataxin 2 related protein TLEPQELAR 1Arg10 111851 0.818 0.000 2.160 0.000 533.83 1065.66 1065.57 0.086 2 48 R I 2.5 3
ISLAPTDVK 472.31 942.60 942.54 0.060 2 46 K E
FNEENYGVK 550.29 1098.57 1098.50 0.075 2 42 K T

35 gi|40254861 NICE-4 SPAVATSTAAPPPPSSPLPSK 114730 1.313 1.113 6.621 2.100 654.50 1959.13 1959.30 0.096 3 32 K S 12 9
RYPSSISSSPQK 1Arg10 673.89 1345.76 1345.71 0.106 2 34 R D
QRPQATAEQIR 1Arg10 439.94 1316.79 1316.17 0.037 3 58 K L
NPSDSAVHSPFTK 693.88 1385.74 1385.66 0.020 2 42 K R
IFTASNVSSVPLPAENVTITAGQR 1Arg10 828.15 2481.43 2481.31 0.121 3 37 K I
IDLAVLLGK 471.33 940.65 940.60 0.062 2 64 R T
GGSTTGSQFLEQFK 743.91 1485.80 1485.71 0.048 2 38 K T
GGSTTGSQFLEQFK 743.91 1485.80 1485.78 0.030 2 38 K T
FPLDYYSIPFPTPTTPLTGR 1Arg10 765.08 2292.21 2292.17 0.043 3 35 R D
DGSLASNPYSGDLTK 762.91 1523.81 1523.71 0.084 2 65 R F

36 gi|89056848 Similar to Zinc finger CCCH-type domain-containing protein 6YFVEGR 1Arg10 140169 1.511 1.023 3.7624 1.853 390.72 779.43 779.41 0.112 2 30 K C 13 10
VLAAGGLGQGGGGGQSSVLSGISLYDPR 1Arg10 861.83 2582.46 2582.4 0.042 3 71 R T
TVNATGSSAAPGSSDKPSDPR 1Arg10 671.35 2011.04 2010.96 0.035 3 30 K V
TVLWNPEDLIPLPIPK 923.08 1844.14 1844.1 0.042 2 36 R Q
QQTSSRPPASVGELSSSGLGDPR 2Arg10 778.43 2332.27 2315.1256 0.116 3 30 R L
IPSLFEIVVRPTGQLAEK 1Arg10 669.74 2006.2 2006.15 0.016 3 34 K L
DVTLSKPSFAR 1Arg10 615.87 1229.73 1229.69 0.087 2 30 K T
AVNIPLDPLPGHPLRDPR 2Arg10 666.4 1996.19 1996.14 0.024 3 68 K S
AVNIPLDPLPGHPLR 540.34 1617.99 1617.95 0.048 3 30 K D
ALPTSKPEGSLHSSPVGPSSSK 538.3 2149.18 2149.09 0.023 3 30 R G

37 gi|4885423 Heterogeneous nuclear ribonucleoprotein D-like DLTEYLSR 1Arg10 46409 4.128 2.285 9.993 5.218 503.76 1005.50 1005.50 0.00 2 40 K F 15.5 7
GFGFVLFK 457.77 913.52 913.51 0.01 2 43 R D
GFGFVLFK 457.78 913.55 913.51 0.05 2 38 R D
KDLTEYLSR 1Arg10 567.81 1133.61 1133.60 0.01 2 36 K F
LLESR 1Arg10 314.20 626.38 626.36 0.02 2 31 K Y
MFIGGLSWDTSK 1Met(ox) 679.34 1356.66 1356.64 0.02 2 62 K K
MFIGGLSWDTSK 671.33 1340.65 1340.64 0.01 2 80 K K
VFVGGLSPDTSEEQIK 853.43 1704.85 1704.86 -0.01 2 88 K E
YHQIGSGK 445.24 888.46 888.45 0.02 2 30 R C

PS: * "w" refers to the Arg0, "i" refers to the Arg6 and "h" refers to the Arg10
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