
abd-A NP_732176.1 abdominal A CG10325-PB

R.FQTLELEKEFHFNHYLTR.R  



ab NP_476562.1 abrupt CG4807-PA

R.YHESLLSNFGHAR.M



Act87E NP_477091.1 Actin 87E CG18290-PA

K.DLYANIVMSGGTTMYPGIADR.M



Alh NP_001097697.1 Alhambra CG1070-PE

K.DATIAAAAAAAAAAAALSNSQQDLKDVR.I
S no AA A B Y

1 D 88.04 116.03 - 28

2 A 159.08 187.07 2540.34 27

3 T 260.12 288.12 2469.31 26

4 I 373.21 401.2 2368.26 25

5 A 444.25 472.24 2255.17 24

6 A 515.28 543.28 2184.14 23

7 A 586.32 614.31 2113.1 22

8 A 657.36 685.35 2042.06 21

9 A 728.39 756.39 1971.03 20

10 A 799.43 827.43 1899.99 19

11 A 870.47 898.46 1828.95 18

12 A 941.51 969.5 1757.91 17

13 A 1012.54 1040.54 1686.88 16

14 A 1083.58 1111.57 1615.84 15

15 A 1154.62 1182.61 1544.8 14

16 A 1225.65 1253.65 1473.77 13

17 L 1338.74 1366.73 1402.73 12

18 S 1425.77 1453.76 1289.64 11

19 N 1539.81 1567.81 1202.61 10

20 S 1626.84 1654.84 1088.57 9

21 Q 1754.9 1782.9 1001.54 8

22 Q 1882.96 1910.96 873.48 7

23 D 1997.99 2025.98 745.42 6

24 L 2111.07 2139.07 630.39 5

25 K 2239.17 2267.16 517.31 4

26 D 2354.19 2382.19 389.21 3

27 V 2453.26 2481.26 274.19 2

28 R - - 175.12 1



Actn NP_477484.2  alpha actinin CG4376-PA

K.ATLGEADKEFNLIVNLVR.E



Acf1 NP_536734.2

ATP-dependent chromatin assembly factor large subunit CG1966-
PA 

R.IIQFENDIYTGDLGR.L



bel NP_536783.1 belle CG9748-PA 

R.ELATQIFEEAKK.F



NP_725418.1

Boundary element-associated factor of 32kD CG10159-PB

K.GNNTTNLWTHLR.H



Ca-P60A NP_476832.1 Calcium ATPase at 60A CG3725-PA

K.SAAEMVLADDNFSSIVSAVEEGR.A

S no AA A B Y

1 S 60.04 88.04 - 23

2 A 131.08 159.08 2310.09 22

3 A 202.12 230.11 2239.05 21

4 E 331.16 359.16 2168.02 20

5 M 462.2 490.2 2038.97 19

6 V 561.27 589.27 1907.93 18

7 L 674.35 702.35 1808.87 17

8 A 745.39 773.39 1695.78 16

9 D 860.42 888.41 1624.74 15

10 D 975.45 1003.44 1509.72 14

11 N 1089.49 1117.48 1394.69 13

12 F 1236.56 1264.55 1280.65 12

13 S 1323.59 1351.58 1133.58 11

14 S 1410.62 1438.62 1046.55 10

15 I 1523.7 1551.7 959.52 9

16 V 1622.77 1650.77 846.43 8

17 S 1709.81 1737.8 747.36 7

18 A 1780.84 1808.84 660.33 6

19 V 1879.91 1907.91 589.29 5

20 E 2008.95 2036.95 490.23 4

21 E 2138 2165.99 361.18 3

22 G 2195.02 2223.01 232.14 2

23 R - - 175.12 1



Ccp84Ae NP_649679.1 Ccp84Ae CG1330-PA 

R.TAAPVAVASAPVPVLAK.T



NP_649652.3 CG1024 CG1024-PA 

K.SVEGTVEALLNHLR.E



CG10413 NP_609887.1 CG10413 CG10413-PA 

K.LEQSLKELR.I



NP_649751.1 CG10445 CG10445-PA 

R.FVNVPNFQDLQQWK.K



Bre1 NP_647989.2 CG10542 CG10542-PA 

R.SLQATVASIEKELMLR.Q



NP_572929.1 CG11092 CG11092-PA 

R.LGDIINRLDAALVVR.K



CG11963 NP_649846.2  CG11963 CG11963-PA

R.VVYDPQTAEELSSK.M



NP_572548.1 CG12124 CG12124-PA 

R.TAVAATAGTNADPNFSISK.L



CG12519 NP_649114.2

CG12519 CG12519-PA 

R.NYNGIAAAPVIAPVAAPVVAK.Y



CG13047 NP_648862.1 CG13047 CG13047-PA 

R.NNYDGTLSSYTTAPFEFAGPYSSR.Y
S no AA A B Y

1 N 87.06 115.05 - 24

2 N 201.1 229.09 2531.14 23

3 Y 364.16 392.16 2417.09 22

4 D 479.19 507.18 2254.03 21

5 G 536.21 564.2 2139 20

6 T 637.26 665.25 2081.98 19

7 L 750.34 778.34 1980.93 18

8 S 837.37 865.37 1867.85 17

9 S 924.41 952.4 1780.82 16

10 Y 1087.47 1115.46 1693.79 15

11 T 1188.52 1216.51 1530.72 14

12 T 1289.56 1317.56 1429.67 13

13 A 1360.6 1388.6 1328.63 12

14 P 1457.65 1485.65 1257.59 11

15 F 1604.72 1632.72 1160.54 10

16 E 1733.77 1761.76 1013.47 9

17 F 1880.83 1908.83 884.43 8

18 A 1951.87 1979.87 737.36 7

19 G 2008.89 2036.89 666.32 6

20 P 2105.95 2133.94 609.3 5

21 Y 2269.01 2297 512.25 4

22 S 2356.04 2384.04 349.18 3

23 S 2443.07 2471.07 262.15 2

24 R - - 175.12 1



CG13185 NP_001097279.1 CG13185 CG13185-PC

K.LAEIIPQADINPSTLNFVK.S



NP_569854.1 CG13362 CG13362-PA 

R.EPSGGQILQQIPLTYFR.T



CG13422 NP_611483.1 CG13422 CG13422-PA

R.NHQLRPGDVLYYWTTAR.Y



NP_651069.1  CG13843 CG13843-PA 

K.YKPCWQHPLNVQDQTR.F



CG13933 NP_647658.1 CG13933 CG13933-PA 

R.MLLQHGANPNCSYRANLK.P



CG14096 NP_649113.1 CG14096 CG14096-PA 

K.YTAAPFAYASPLAYSAPLAYTSPLAYK.T
S no AA A B Y

1 Y 136.08 164.07 - 27

2 T 237.12 265.12 2705.39 26

3 A 308.16 336.16 2604.34 25

4 A 379.2 407.19 2533.3 24

5 P 476.25 504.25 2462.26 23

6 F 623.32 651.31 2365.21 22

7 A 694.36 722.35 2218.14 21

8 Y 857.42 885.41 2147.11 20

9 A 928.46 956.45 1984.04 19

10 S 1015.49 1043.48 1913.01 18

11 P 1112.54 1140.54 1825.97 17

12 L 1225.63 1253.62 1728.92 16

13 A 1296.66 1324.66 1615.84 15

14 Y 1459.73 1487.72 1544.8 14

15 S 1546.76 1574.75 1381.74 13

16 A 1617.79 1645.79 1294.7 12

17 P 1714.85 1742.84 1223.67 11

18 L 1827.93 1855.93 1126.61 10

19 A 1898.97 1926.96 1013.53 9

20 Y 2062.03 2090.03 942.49 8

21 T 2163.08 2191.07 779.43 7

22 S 2250.11 2278.11 678.38 6

23 P 2347.16 2375.16 591.35 5

24 L 2460.25 2488.24 494.3 4

25 A 2531.29 2559.28 381.21 3

26 Y 2694.35 2722.34 310.18 2

27 K - - 147.11 1



CG14207 NP_608326.1 CG14207 CG14207-PA

R.EANFFESTSSTTNSALPSR.I



CG1600 NP_610293.3 CG1600 CG1600-PC

R.VIVYPFDETPAGYAELLVVPDLK.H

S no AA A B Y

1 V 72.08 100.08 - 23

2 I 185.16 213.16 2449.29 22

3 V 284.23 312.23 2336.21 21

4 Y 447.3 475.29 2237.14 20

5 P 544.35 572.34 2074.07 19

6 F 691.42 719.41 1977.02 18

7 D 806.44 834.44 1829.95 17

8 E 935.49 963.48 1714.93 16

9 T 1036.53 1064.53 1585.88 15

10 P 1133.59 1161.58 1484.84 14

11 A 1204.62 1232.62 1387.78 13

12 G 1261.65 1289.64 1316.75 12

13 Y 1424.71 1452.7 1259.72 11

14 A 1495.75 1523.74 1096.66 10

15 E 1624.79 1652.78 1025.62 9

16 L 1737.87 1765.87 896.58 8

17 L 1850.96 1878.95 783.5 7

18 V 1950.03 1978.02 670.41 6

19 V 2049.09 2077.09 571.34 5

20 P 2146.15 2174.14 472.28 4

21 D 2261.17 2289.17 375.22 3

22 L 2374.26 2402.25 260.2 2

23 K - - 147.11 1



CG1620 NP_610287.2  CG1620 CG1620-PA 

R.EESEMPIEELLAK.Y



CG16903 NP_569980.1  CG16903 CG16903-PA 

R.DVINVFHHIK.Q



CG17122 NP_730506.1 CG17122 CG17122-PA 

K.EMEEQYSALDQIK.N



levy NP_611805.1  CG17280 CG17280-PA 

K.SLFHNPHVNALPDGYEH



CG17514 NP_001015316.1 CG17514 CG17514-PA

R.YSSVQLLGDLLYR.I



CG17838 NP_732557.2  CG17838 CG17838-PA

K.INISVPNLR.L



CG2051 NP_731006.1 CG2051 CG2051-PB

K.LGLATQLVESIYR.F



NP_572735.1 CG2247 CG2247-PA 

R.LGLVTQLLSATGELYR.G



CG2875 NP_570069.1 CG2875 CG2875-PA

K.SVLSTADYHVESAK.K



CG2962 NP_572612.2 CG2962 CG2962-PA 

K.ILQESAPIVSAPLVESAPQIVK.V



CG30104 NP_725681.1  CG30104 CG30104-PB

K.AVCRAEECNLGNLIADAMVFSR.L



CG30122 NP_611354.2 CG30122 CG30122-PB 

R.NFILDQTNVYASAQR.R



CG30158 NP_652315.2 CG30158 CG30158-PA 

R.MNSPALGGAGGSGGDKK.G



NP_732682.1 CG31465 CG31465-PA 

K.FDATDDRPLESGNCLAR.L



CG32086 NP_729720.1 CG32086 CG32086-PA    
K.TGNLTNVSDVSCLDTTYR.L



CG32214 NP_730409.1 CG32214 CG32214-PA 

R.NYNGIAAAPVIAPVAAPLAAPVVAK.Y
S no AA A B Y

1 N 87.06 115.05 - 25

2 Y 250.12 278.11 2244.31 24

3 N 364.16 392.16 2081.25 23

4 G 421.18 449.18 1967.21 22

5 I 534.27 562.26 1910.18 21

6 A 605.3 633.3 1797.1 20

7 A 676.34 704.34 1726.06 19

8 A 747.38 775.37 1655.03 18

9 P 844.43 872.43 1583.99 17

10 V 943.5 971.49 1486.94 16

11 I 1056.58 1084.58 1387.87 15

12 A 1127.62 1155.62 1274.78 14

13 P 1224.67 1252.67 1203.75 13

14 V 1323.74 1351.74 1106.69 12

15 A 1394.78 1422.77 1007.62 11

16 A 1465.82 1493.81 936.59 10

17 P 1562.87 1590.86 865.55 9

18 L 1675.95 1703.95 768.5 8

19 A 1746.99 1774.99 655.41 7

20 A 1818.03 1846.02 584.38 6

21 P 1915.08 1943.07 513.34 5

22 V 2014.15 2042.14 416.29 4

23 V 2113.22 2141.21 317.22 3

24 A 2184.25 2212.25 218.15 2

25 K - - 147.11 1



CG32344 NP_612028.4 CG32344 CG32344-PA 
R.SFRPGGTVFELNTTQK.S



TwdlY NP_728017.1  CG32570 CG32570-PA 
K.FYLVSAPEDHSNDGKVK.H



NP_001036688.1 CG34135 CG34135-PA

R.PMLDSDYDGTVDGIVAR.P



CG3909 NP_649969.1 CG3909 CG3909-PA 

K.YIASGAIDGIITIFDVAAGK.V



TwdlW NP_650606.2  CG4060 CG4060-PA 

K.YRTPEEALNAQR.Q



CG4169 NP_648905.1 CG4169 CG4169-PA 

K.LAVGAIGHLANVPYASDLA



CG4266 NP_611557.2 CG4266 CG4266-PA

R.HQYGMDKDLFAPR.F


