
RpL35A NP_649539.1 Ribosomal protein L35A CG2099-PA 

R.NQHENQAILKIEGAR.R



RpL36 NP_476629.1 Ribosomal protein L36 CG7622-PA

R.YELAIGLNKGHK.T



RpLP0 NP_524211.1 Ribosomal protein LP0 CG7490-PA 

K.NLLAIAATTEVEFKEATTIK.E



RpS10b NP_728273.1 Ribosomal protein S10b CG14206-PB

K.GDVGPGAGEVEFR.G



RpS14a NP_524884.1 Ribosomal protein S14a CG1524-PB

K.VQKEEVQVQLGPQVR.D



RpS15 NP_611136.1 Ribosomal protein S15 CG8332-PA

K.HGRPGIGATHSSR.F



RpS15Aa NP_727692.1 Ribosomal protein S15Aa CG2033-PC

R.FDVPINDIEKWTNNLLPSR.Q



RpS16 NP_611685.1 Ribosomal protein S16 CG4046-PA 

R.VSGGGHVAQIYAIR.Q



RpS18 NP_725943.1 Ribosomal protein S18 CG8900-PB

K.DIIDGKYWQLTSSNLDSK.L



RpS24 NP_611693.1 Ribosomal protein S24 CG3751-PA 

R.STGFALIYDTLDFAK.K



rl NP_001015122.1 rolled CG12559-PC

K.LFPNADALALDLLGK.M



Rpn12 NP_648904.1 Rpn12 CG4157-PA 

K.ELLPSEELAEQVLSYAR.D



RpS25 NP_524315.2 RpS25 CG6684-PA

R.DKLNNQVLFDK.A



Rpt3 NP_572686.1 Rpt3 CG16916-PA

R.EAVELPLTHFELYK.Q



sls NP_652705.2 sallimus CG1915-PC

K.TMFLDTQHPQGEAGLEAVQETEEELANR.Y
S no AA A B Y

1 T 74.06 102.05 - 28

2 M 205.1 233.1 3042.41 27

3 F 352.17 380.16 2911.37 26

4 L 465.25 493.25 2764.3 25

5 D 580.28 608.27 2651.22 24

6 T 681.33 709.32 2536.19 23

7 Q 809.39 837.38 2435.14 22

8 H 946.45 974.44 2307.08 21

9 P 1043.5 1071.49 2170.03 20

10 Q 1171.56 1199.55 2072.97 19

11 G 1228.58 1256.57 1944.91 18

12 E 1357.62 1385.62 1887.89 17

13 A 1428.66 1456.65 1758.85 16

14 G 1485.68 1513.67 1687.81 15

15 L 1598.76 1626.76 1630.79 14

16 E 1727.81 1755.8 1517.71 13

17 A 1798.84 1826.84 1388.67 12

18 V 1897.91 1925.91 1317.63 11

19 Q 2025.97 2053.96 1218.56 10

20 E 2155.01 2183.01 1090.5 9

21 T 2256.06 2284.06 961.46 8

22 E 2385.1 2413.1 860.41 7

23 E 2514.15 2542.14 731.37 6

24 E 2643.19 2671.18 602.33 5

25 L 2756.27 2784.27 473.28 4

26 A 2827.31 2855.3 360.2 3

27 N 2941.35 2969.35 289.16 2

28 R - - 175.12 1



NP_524863.3 screw CG31695-PA 

K.ELHMHNWVIAPK.K



shot NP_725335.1 short stop CG18076-PG

R.GVTERYTGLVDASDNIGALLAESR.Q

S no AA A B Y

1 G 30.03 58.03 - 24

2 V 129.1 157.1 2450.25 23

3 T 230.15 258.14 2351.18 22

4 E 359.19 387.19 2250.14 21

5 R 515.29 543.29 2121.09 20

6 Y 678.36 706.35 1964.99 19

7 T 779.4 807.4 1801.93 18

8 G 836.43 864.42 1700.88 17

9 L 949.51 977.51 1643.86 16

10 V 1048.58 1076.57 1530.78 15

11 D 1163.61 1191.6 1431.71 14

12 A 1234.64 1262.64 1316.68 13

13 S 1321.67 1349.67 1245.64 12

14 D 1436.7 1464.7 1158.61 11

15 N 1550.74 1578.74 1043.58 10

16 I 1663.83 1691.82 929.54 9

17 G 1720.85 1748.84 816.46 8

18 A 1791.89 1819.88 759.44 7

19 L 1904.97 1932.97 688.4 6

20 L 2018.06 2046.05 575.31 5

21 A 2089.09 2117.09 462.23 4

22 E 2218.14 2246.13 391.19 3

23 S 2305.17 2333.16 262.15 2

24 R - - 175.12 1



Snr1 NP_730935.1 Snf5-related 1 CG1064-PA 

R.LAESGLSSHILASSVSLLR.A



SpdS NP_731384.1 Spermidine Synthase CG8327-PA

R.DEFSYQEMISFLPLCAHPNPK.K



sesB NP_727448.1 stress-sensitive B CG16944-PC

K.DFDAVGFVKDFAAGGISAAVSK.T



Taf1 NP_996160.1 TBP-associated factor 1 CG17603-PB

R.SMPDVSPFLFPVSAK.K



Taf12 NP_731616.1 TBP-associated factor 12 CG17358-PB

R.DVQLHFER.K



Taf8 NP_523397.1 TBP-associated factor 8 CG7128-PA 

R.TPSTLEITKTNL



Thiolase NP_477378.1 Thiolase CG4581-PA 

R.HSLLSLLQK.N



Jafrac1 NP_727689.1 thioredoxin peroxidase 1 CG1633-PB

R.DYGVLDEETGIPFR.G



Tctp NP_650048.1

Translationally controlled tumor protein CG4800-PA 

K.LVDDVIYEVYGK.L



Trap1 NP_477439.2 Trap1 CG3152-PA 

K.GVVDSEDIPLNLSR.E



tws NP_476880.1 twins CG6235-PA

R.SFFSEIISSISDVK.L



Ubi-p5E NP_727078.1 Ubiquitin-5E CG32744-PA 

K.TITLEVEPSDTIENVK.A



Vha26 NP_730957.1 Vacuolar H[+]-ATPase 26kD E subunit CG1088-PA

K.VREDHVSSVLDDAR.K



Vha55 NP_476908.1 Vacuolar H[+]-ATPase 55kD B subunit CG17369-PB

R.IPASILAEFYPR.D



Vap-33-1 NP_570087.1 Vap-33-1 CG5014-PB

K.SLFDLPLTIEPEHELR.F



Vha36 NP_651987.1 Vha36 CG8186-PA

K.FTSGDINQVVLQNVTK.A



Vha68-2 NP_652004.2 Vha68-2 CG3762-PA

R.ALDDFYDKNFPEFVPLR.T



woc NP_524886.2 without children CG5965-PA

K.SGSGTMLPVISTVQSLASGETEAR.I

S no AA A B Y

1 S 60.04 88.04 - 24

2 G 117.07 145.06 2291.15 23

3 S 204.1 232.09 2234.13 22

4 G 261.12 289.11 2147.1 21

5 T 362.17 390.16 2090.08 20

6 M 493.21 521.2 1989.03 19

7 L 606.29 634.29 1857.99 18

8 P 703.34 731.34 1744.91 17

9 V 802.41 830.41 1647.85 16

10 I 915.5 943.49 1548.79 15

11 S 1002.53 1030.52 1435.7 14

12 T 1103.58 1131.57 1348.67 13

13 V 1202.64 1230.64 1247.62 12

14 Q 1330.7 1358.7 1148.55 11

15 S 1417.74 1445.73 1020.5 10

16 L 1530.82 1558.81 933.46 9

17 A 1601.86 1629.85 820.38 8

18 S 1688.89 1716.88 749.34 7

19 G 1745.91 1773.91 662.31 6

20 E 1874.95 1902.95 605.29 5

21 T 1976 2004 476.25 4

22 E 2105.04 2133.04 375.2 3

23 A 2176.08 2204.08 246.16 2

24 R - - 175.12 1



Mf NP_731970.1 Zeelin1 CG6803-PD

R.ASSLEPLDELFER.L



zormin NP_001036578.1 zormin CG33484-PC

R.DSVEAGNLVNDIENYVTSR.E


