
NP_724177.1 fondue CG15825-PA

R.AGYHAVTASVDDNGKIGTHSVHS

S no AA A B Y

1 A 44.05 72.04 - 23

2 G 101.07 129.07 2252.07 22

3 Y 264.13 292.13 2195.05 21

4 H 401.19 429.19 2031.98 20

5 A 472.23 500.23 1894.93 19

6 V 571.3 599.29 1823.89 18

7 T 672.35 700.34 1724.82 17

8 A 743.38 771.38 1623.77 16

9 S 830.42 858.41 1552.74 15

10 V 929.48 957.48 1465.7 14

11 D 1044.51 1072.51 1366.63 13

12 D 1159.54 1187.53 1251.61 12

13 N 1273.58 1301.58 1136.58 11

14 G 1330.6 1358.6 1022.54 10

15 K 1458.7 1486.69 965.52 9

16 I 1571.78 1599.78 837.42 8

17 G 1628.8 1656.8 724.34 7

18 T 1729.85 1757.85 667.32 6

19 H 1866.91 1894.9 566.27 5

20 S 1953.94 1981.94 429.21 4

21 V 2053.01 2081 342.18 3

22 H 2190.07 2218.06 243.11 2

23 S - - 106.05 1



glu NP_723996.1 gluon CG11397-PA 

K.GQTENETGMLEYLEDIVGTQR.Y



GstD1 NP_524326.1 Glutathione S transferase D1 CG10045-PA

K.LLNLQAGEHLKPEFLK.I



Gp93 NP_651601.1 Glycoprotein 93 CG5520-PA 

R.ELISNASDAIDKIR.L



Hel89B NP_732097.1 Helicase 89B CG4261-PA 

K.ILTLDQIEAVATTLSENLR.S



His2Av NP_524519.1 Histone H2A variant CG5499-PA 

R.AGLQFPVGR.I



hts NP_725886.1 hu li tai shao CG9325-PB

R.DGGAGASGILQQLSDIVGVPVSR.V

S no AA A B Y

1 D 88.04 116.03 - 23

2 G 145.06 173.06 2081.13 22

3 G 202.08 230.08 2024.11 21

4 A 273.12 301.11 1967.09 20

5 G 330.14 358.14 1896.05 19

6 A 401.18 429.17 1839.03 18

7 S 488.21 516.2 1768 17

8 G 545.23 573.23 1680.96 16

9 I 658.32 686.31 1623.94 15

10 L 771.4 799.39 1510.86 14

11 Q 899.46 927.45 1397.77 13

12 Q 1027.52 1055.51 1269.72 12

13 L 1140.6 1168.6 1141.66 11

14 S 1227.63 1255.63 1028.57 10

15 D 1342.66 1370.65 941.54 9

16 I 1455.74 1483.74 826.51 8

17 V 1554.81 1582.81 713.43 7

18 G 1611.83 1639.83 614.36 6

19 V 1710.9 1738.9 557.34 5

20 P 1807.95 1835.95 458.27 4

21 V 1907.02 1935.02 361.22 3

22 S 1994.06 2022.05 262.15 2

23 R - - 175.12 1



NP_572614.1 Interaction partner of Dnmt2 CG2961-PA 

K.AIILKADQAQGAFFK.S



Jupiter NP_731595.1 Jupiter CG31363-PD

K.SGSVSSASSSVSSSTENLK.M



kis NP_523441.1 kismet CG3696-PA

K.TFIWDLITPTEDGEVQK.I



koi NP_610240.2 klaroid CG18584-PA 

K.ALTAEEYENILNHVNSYVQQLVELK.M
S no AA A B Y

1 A 44.05 72.04 - 25

2 L 157.13 185.13 2846.46 24

3 T 258.18 286.18 2733.37 23

4 A 329.22 357.21 2632.33 22

5 E 458.26 486.26 2561.29 21

6 E 587.3 615.3 2432.25 20

7 Y 750.37 778.36 2303.2 19

8 E 879.41 907.4 2140.14 18

9 N 993.45 1021.45 2011.1 17

10 I 1106.54 1134.53 1897.05 16

11 L 1219.62 1247.62 1783.97 15

12 N 1333.66 1361.66 1670.89 14

13 H 1470.72 1498.72 1556.84 13

14 V 1569.79 1597.79 1419.78 12

15 N 1683.83 1711.83 1320.72 11

16 S 1770.87 1798.86 1206.67 10

17 Y 1933.93 1961.92 1119.64 9

18 V 2033 2060.99 956.58 8

19 Q 2161.06 2189.05 857.51 7

20 Q 2289.11 2317.11 729.45 6

21 L 2402.2 2430.19 601.39 5

22 V 2501.27 2529.26 488.31 4

23 E 2630.31 2658.3 389.24 3

24 L 2743.39 2771.39 260.2 2

25 K - - 147.11 1



LanB1 NP_476618.1 Laminin B1 CG7123-PA

R.IDVTPIFQGSVLADIR.K



l(2)37Cc NP_476607.2 lethal (2) 37Cc CG10691-PB

R.RIEAAEDIAYQLSR.S



NP_648545.1 lethal (3) j2D3 CG6801-PA 

R.NIDDAAGAKEVHR.S



lin19 NP_724623.1 lin-19-like CG1877-PC

R.LNHTNLISEVLNQLSTR.F



lola NP_524766.2 longitudinals lacking CG12052-PG

K.LSGAYTLEQTKR.A



Mapmodulin NP_523780.1 Mapmodulin CG5784-PB

R.ISSGLNYLTTSPK.L



me31B NP_523533.2 maternal expression at 31B CG4916-PA

K.DPQILLFSATFPLTVK.N



CG42236 NP_001033938.1 midlife-crisis CG11763-PD

R.ESVSTTLNSAILESLNFER.R



NP_732619.1 modifier of mdg4 CG32491-PR

K.QDALPAFISTAESLQIK.G



Mlc-c NP_511049.1 Myosin light chain cytoplasmic CG3201-PA 

R.SGDTADDFIEGLR.H



Nipped-A NP_001097192.1 Nipped-A CG33554-PD

K.NEINEALEVIESTNLK.Y



Nnp-1 NP_651976.1 Nnp-1 CG12396-PA 

R.GMTMHYLDVFFEELAK.A



Nlp NP_524557.1 Nucleoplasmin CG7917-PA 

R.AVNPDVEFYESKVTFK.L



Nurf-38 NP_523849.3

Nucleosome remodeling factor - 38kD CG4634-PA 

K.VNDIADVDQYFPGLLR.A



Nup153 NP_001097002.1 Nup153 CG4453-PB

R.ILNLLESYSTPLIDAK.R



Oscp NP_524358.2

Oligomycin sensitivity-conferring protein CG4307-PA

K.LSQLDQVEKDLTALQATIR.S



osa NP_996228.1 osa CG7467-PC

R.EFSVNLLHYLAAADSAMAR.T



Osi15 NP_649636.1 Osiris 15 CG1157-PA 

R.NGQAGAADLAYNHYGLAQPF



Osi6 NP_649625.2 Osiris 6 CG1151-PA 

R.IGGSGGGGGLLGGLGGLFGGK.N



Pen NP_477041.1 Pendulin CG4799-PA 

K.EAAWAVTNTTTSGTPEQIVDLIEKYK.I

S no AA A B Y

1 E 102.05 130.05 - 26

2 A 173.09 201.09 2736.41 25

3 A 244.13 272.12 2665.37 24

4 W 430.21 458.2 2594.33 23

5 A 501.25 529.24 2408.26 22

6 V 600.31 628.31 2337.22 21

7 T 701.36 729.36 2238.15 20

8 N 815.4 843.4 2137.1 19

9 T 916.45 944.45 2023.06 18

10 T 1017.5 1045.49 1922.01 17

11 T 1118.55 1146.54 1820.96 16

12 S 1205.58 1233.57 1719.92 15

13 G 1262.6 1290.6 1632.88 14

14 T 1363.65 1391.64 1575.86 13

15 P 1460.7 1488.7 1474.82 12

16 E 1589.74 1617.74 1377.76 11

17 Q 1717.8 1745.8 1248.72 10

18 I 1830.89 1858.88 1120.66 9

19 V 1929.96 1957.95 1007.58 8

20 D 2044.98 2072.98 908.51 7

21 L 2158.07 2186.06 793.48 6

22 I 2271.15 2299.15 680.4 5

23 E 2400.19 2428.19 567.31 4

24 K 2528.29 2556.28 438.27 3

25 Y 2691.35 2719.35 310.18 2

26 K - - 147.11 1



polo NP_524179.2 polo CG12306-PA

R.FSTIVENGVSKDLYQK.I



pAbp NP_725752.1 polyA-binding protein CG5119-PE

R.SLGYAYVNFQQPADAER.A



pont NP_652608.1 pontin CG4003-PA 

R.AQTEGLQLEENAFTR.L



Pdi NP_524079.1 Protein disulfide isomerase CG6988-PA

K.SVFEGELNEENLKK.F



Pp2A-29B NP_001027227.1

Protein phosphatase 2A at 29B CG17291-PA

K.SDLIPNFVQLAQDDQDSVR.L



prp8 NP_610735.1 prp8 CG8877-PA 

K.EQNQLTATTTR.T



PyK NP_524448.3 Pyruvate kinase CG7070-PA

K.IISKIENQQGMHNLDEIIEAGDGIMVAR.G
S no AA A B Y

1 I 86.1 114.09 - 28

2 I 199.18 227.18 3013.47 27

3 S 286.21 314.21 2900.39 26

4 K 414.31 442.3 2813.36 25

5 I 527.39 555.39 2685.26 24

6 E 656.43 684.43 2572.18 23

7 N 770.48 798.47 2443.13 22

8 Q 898.54 926.53 2329.09 21

9 Q 1026.59 1054.59 2201.03 20

10 G 1083.62 1111.61 2072.97 19

11 M* 1230.65 1258.65 2015.95 18

12 H 1367.71 1395.7 1868.92 17

13 N 1481.75 1509.75 1731.86 16

14 L 1594.84 1622.83 1617.82 15

15 D 1709.86 1737.86 1504.73 14

16 E 1838.91 1866.9 1389.7 13

17 I 1951.99 1979.99 1260.66 12

18 I 2065.07 2093.07 1147.58 11

19 E 2194.12 2222.11 1034.49 10

20 A 2265.15 2293.15 905.45 9

21 G 2322.18 2350.17 834.41 8

22 D 2437.2 2465.2 777.39 7

23 G 2494.22 2522.22 662.37 6

24 I 2607.31 2635.3 605.34 5

25 M* 2754.34 2782.34 492.26 4

26 V 2853.41 2881.41 345.22 3

27 A 2924.45 2952.44 246.16 2

28 R - - 175.12 1



Rab5 NP_722795.1 Rab-protein 5 CG3664-PA

R.GAQAAIVVYDIQNQDSFQR.A



RfC38 NP_609494.1

Replication factor C 38kD subunit CG6258-PA 

K.APFTANQEIPDLDWQVFLR.E



RfC3 NP_609399.1 RfC3 CG5313-PA 

K.IIEAEAVQITEDGKR.A



RhoGEF2 NP_995868.1 RhoGEF2 CG9635-PF

K.DLTTSSPFGLTTDFLQQQR.M



RpL10Ab NP_648514.1 Ribosomal protein L10Ab CG7283-PA

K.SYDAFLASESLIK.Q



RpL12 NP_524819.1 Ribosomal protein L12 CG3195-PA

K.HSGNIGFEDILAIAR.V



RpL13A NP_649560.1 Ribosomal protein L13A CG1475-PB 

R.LSHEVGWHYQDVIK.S



RpL23 NP_523813.1 Ribosomal protein L23 CG3661-PA 

R.LNRLPAAGVGDMFVATVK.K



RpL26 NP_649070.1 Ribosomal protein L26 CG6846-PA 

R.ENANGTNVYVGIHPSK.V



RpL27A NP_476963.1 Ribosomal protein L27A CG15442-PA 

R.INFDKYHPGYFGK.V



RpL31 NP_724805.1 Ribosomal protein L31 CG1821-PC

K.LYTYVTYVPVSTFK.N



RpL35 NP_572243.1 Ribosomal protein L35 CG4111-PB

K.QLDELKNELLSLR.V


