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Appendix 1: ACE inhibitory activity 
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          Table 1.1 : ACE inhibitory activity of Captopril 

Sample 
Inhibition rate (%) 

Mean % SD SEM 
R1 R2 R3 

Captopril 
1 x 10

-6 
mg/mL 

96.10 95.93 95.76 

    

95.93 0.17 0.10 

    

Captopril 
1 x 10

-8 
mg/mL 

88.64 89.92 85.51 

    

88.02 2.27 1.31 

    

Captopril 
1 x 10

-9 
mg/mL 

38.48 37.88 42.29 

    

39.55 2.39 1.38 

    

Captopril 
1 x 10

-10 
mg/mL 

12.80 6.36 5.34 

    

8.17 4.05 2.34 

    

Captopril 
1 x 10

-11 
mg/mL  

0 0 0 

    

0 0 0 

    

 

 

             Table 1.2 : ACE inhibitory activity of mycelia crude water extract 

Sample 
Inhibition rate (%) 

Mean (%) SD SEM 
R1 R2 

Mycelia 

10 mg/mL 
95.16 95.84 95.50 0.48 0.34 

Mycelia 

5 mg/mL 
88.28 89.18 88.73 0.64 0.45 

Mycelia 

2.5 mg/mL 
86.16 70.88 78.52 10.81 7.64 

Mycelia 

1.25 mg/mL 
59.76 60.82 60.29 0.75 0.53 

Mycelia 

0.625 mg/mL 
43.12 39.71 41.42 2.41 1.70 
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            Table 1.3 : ACE inhibitory activity of broth crude water extract 

Sample 
Inhibition rate (%) 

Mean (%) SD SEM 
R1 R2 

Broth 

60 mg/mL 
83.28 83.13 83.21 0.11 0.08 

Broth 

50 mg/mL 
81.92 80.26 81.09 1.17 0.83 

Broth 

40 mg/mL 
74.43 74.13 74.28 0.21 0.15 

Broth 

30 mg/mL 
71.33 71.71 71.52 0.27 0.19 

Broth 

20 mg/mL 
59.68 63.09 61.39 2.41 1.70 

Broth 

10 mg/mL 
47.20 46.45 46.83 0.53 0.38 

Broth 

1 mg/mL 
9.00 7.87 8.44 0.80 0.57 

 

 

          Table 1.4 : ACE inhibitory activity of protein fraction A 

Sample 
Inhibition rate (%) 

Mean % SD SEM 
R1 R2 R3 

Fraction A 

400 µg/mL 
84.30 85.13 85.52 

  

84.98 

  

  

0.62 

  

0.36 

Fraction A 

200 µg/mL 
70.64 72.20 66.93 

  

69.92 

  

  

2.71 

  

1.57 

Fraction A 

100 µg/mL 
43.62 45.54 46.13 

  

45.10 

  

  

1.31 

  

0.76 

Fraction A 

50 µg/mL 
25.91 27.31 25.61 

  

26.28 

  

  

0.91 

  

0.53 

Fraction A 

25 µg/mL 
7.90 12.47 11.73 

  

10.70 

  

  

2.45 

  

1.41 
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         Table 1.5 : ACE inhibitory activity of protein fraction B 

Sample 
Inhibition rate (%) 

Mean % SD SEM 
R1 R2 R3 

Fraction B 

400 µg/mL 
85.29 83.3 83.24 

 

83.94 

 

 

1.17 

 

0.68 

Fraction B 

200 µg/mL 
68.37 69.09 68.15 

 

68.54 

 

 

0.49 

 

0.28 

Fraction B 

100 µg/mL 
43.32 45.90 42.95 

 

44.06 

 

 

1.61 

 

0.93 

Fraction B 

50 µg/mL 
27.68 31.37 33.14 

 

30.73 

 

 

2.79 

 

1.61 

Fraction B 

25 µg/mL 
17.86 39.19 15.65 

 

24.23 

 

 

1.56 

 

0.90 

 

 

          Table 1.6 : ACE inhibitory activity of protein fraction C 

Sample 
Inhibition rate (%) 

Mean % SD SEM 
R1 R2 R3 

Fraction C 

400 µg/mL 
83.41 82.24 79.69 

 

81.78 

 

 

1.90 

 

1.10 

Fraction C 

200 µg/mL 
64.10 67.040 67.09 

 

66.08 

 

 

1.71 

 

0.99 

Fraction C 

100 µg/mL 
48.78 48.27 48.04 

 

48.36 

 

 

0.38 

 

0.22 

Fraction C 

50 µg/mL 
24.80 26.72 24.50 

 

25.34 

 

 

1.21 

 

0.70 

Fraction C 

25 µg/mL 
15.42 17.79 17.71 

 

17.75 

 

 

1.35 

 

0.78 
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          Table 1.7 : ACE inhibitory activity of protein fraction D 

Sample 
Inhibition rate (%) 

Mean % SD SEM 
R1 R2 R3 

Fraction D 

400 µg/mL 
82.19 77.97 79.86 

  

80.01 

  

  

2.11 

  

1.22 

Fraction D 

200 µg/mL 
65.48 61.93 57.77 

  

61.73 

  

  

3.86 

  

2.23 

Fraction D 

100 µg/mL 
38.67 38.16 36.61 

  

37.81 

  

  

1.07 

  

0.62 

Fraction D 

50 µg/mL 
29.89 23.62 30.92 

  

28.14 

  

  

3.95 

  

2.28 

Fraction D 

25 µg/mL 
11.22 16.90 22.80 

  

16.97 

  

  

5.79 

  

3.34 

 

 

           Table 1.8 : ACE inhibitory activity of protein fraction E 

Sample 
Inhibition rate (%) 

Mean % SD SEM 
R1 R2 R3 

Fraction E 

400 µg/mL 
65.87 62.93 62.88 

 

63.89 

 

1.71 0.99 

Fraction E 

200 µg/mL 
49.33 41.23 46.62 

 

45.73 

 

4.12 2.38 

Fraction E 

100 µg/mL 
20.74 21.92 24.35 

 

22.34 

 

1.84 1.06 

Fraction E 

50 µg/mL 
14.10 13.38 16.31 

 

14.60 

 

1.53 0.88 

Fraction E 

25 µg/mL 
11.44 11.00 11.37 

 

11.27 

 

0.24 0.14 
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                 Table 1.9 : ACE inhibitory activity of HPLC peaks at 25 µg/mL 

Sample 

Inhibition rate 

(%) Mean % SD SEM 

R1 R2 

A1 32.69 28.39 30.54 3.04 2.15 

A2 13.15 19.21 16.18   4.29   3.03 

A3 14.39 13.77 14.08   0.44   0.31 

A4 18.58 15.98 17.28 1.84 1.30 

A5 49.58 43.40 46.49 4.37 3.09 

A6 33.09 27.65 30.37 3.85 2.72 

C1 37.90 39.09 38.50 0.84 0.59 

C2 28.78 46.23 37.51 12.34 8.73 

C3 68.67 67.20 67.94 1.04 0.74 

C4 57.51 58.41 57.96 0.64 0.45 

C5 62.44 57.68 60.06 3.37 2.38 

C6 26.46 25.27 25.87 0.84 0.59 

C7 47.14 45.67 46.41 1.04 0.74 
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          Table 1.10 : ACE inhibitory activity of HPLC peak C3 

Sample 
Inhibition percentage 

Mean % SD SEM 
R1 R2 R3 

C3 

50 µg/mL 
83.81 83.45 81.75 

 

83.00 

 

1.10 0.64 

C3 

25 µg/mL 
70.22 71.32 69.01 

 

70.18 

 

1.16 0.67 

C3 

12.5 µg/mL 
56.16 56.4 55.19 

 

55.92 

 

0.64 0.37 

C3 

6.25 µg/mL 
43.06 39.12 40.39 

 

40.86 

 

2.01 1.16 

C3 

3.125 µg/mL 
33.05 33.48 32.32 

 

32.95 

 

0.59 0.34 

 

 

          Table 1.11 : ACE inhibitory activity of HPLC peak C4 

Sample 
Inhibition percentage 

Mean % SD SEM 
R1 R2 R3 

C4 

50 µg/mL 
76.05 73.50 75.38 74.98 1.32 0.76 

C4 

25 µg/mL 
60.22 60.64 58.64 59.83 1.06 0.61 

C4 

12.5 µg/mL 
45.79 45.36 37.48 42.88 4.68 2.70 

C4 

6.25 µg/mL 
37.17 39.18 31.60 35.98 3.93 2.27 

C4 

3.125 µg/mL 
28.26 30.38 26.32 28.32 2.03 1.17 
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         Table 1.12 : ACE inhibitory activity of HPLC peak C5 

Sample 
Inhibition percentage 

Mean % SD SEM 
R1 R2 R3 

C5 

50 µg/mL 
69.80 72.04 71.62 71.15 1.19 0.69 

C5 

25 µg/mL 
62.10 60.52 57.61 60.08 2.28 1.32 

C5 

12.5 µg/mL 
49.73 49.30 51.00 50.01 0.88 0.51 

C5 

6.25 µg/mL 
24.08 21.35 38.69 28.04 9.32 5.38 

C5 

3.125 µg/mL 
16.89 8.55 0 12.72 8.45 4.88 
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Appendix 2: One-way ANOVA 
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                Figure 2.1 : One-way ANOVA test ACE inhibitory effect of Captopril  

                at different concentrations 

 

 

 

 

 

 

 

 

 

 

 

 

                Figure 2.2 : One-way ANOVA test for ACE inhibitory effect of  

                10 mg/mL of crude water extracts 
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                Figure 2.3 : One-way ANOVA test for ACE inhibitory effect of  

                200 µg/mL of protein fractions 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

  

    

    

                Figure 2.4 : One-way ANOVA test for ACE inhibitory effect of 25 µg/mL                      

                of HPLC peaks 



Appendices  

 

138 
 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

Appendix 3: Results from Mascot program 
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 Mascot Search Results for C3-a 

 

1.     MT_NEUCR          Mass: 2364     Score: 12     Expect: 4.8e+002  Queries matched: 1 

  Metallothionein (MT) - Neurospora crassa 

       Observed   Mr(expt)   Mr(calc)    Delta  Start    End  Miss  Ions  Peptide 

  2233.53   2232.52   2232.67    -0.15      2  -    26   0   ---   M.GDCGCSGASSCNCGSGCSCSNCGSK.- 

       

No match to: 807.56, 832.65, 842.67, 842.67, 854.21, 856.68, 856.68, 864.66, 865.18, 865.18, 870.71, 870.71, 877.21, 

887.17, 897.59, 973.72, 1033.71, 1037.73, 1045.77, 1045.77, 1060.77, 1060.77, 1065.72, 1074.73, 1090.74, 1106.76, 

1107.76, 1109.71, 1141.76, 1157.81, 1157.81, 1165.81, 1179.83, 1179.83, 1193.84, 1201.84, 1201.84, 1234.91, 1234.91, 

1265.88, 1277.95, 1277.95, 1300.78, 1302.96, 1307.93, 1307.93, 1320.85, 1323.92, 1329.92, 1365.91, 1365.91, 1383.95, 

1390.95, 1476.05, 1476.05, 1488.04, 1639.17, 1658.11, 1708.10, 1717.18, 1717.18, 1792.08, 1795.16, 1838.32, 1994.36, 

1994.36, 2211.53, 2211.53, 2224.52, 2225.55, 2225.55, 2239.57, 2247.53, 2265.47, 2265.47, 2283.62, 2283.62, 2284.62, 

2297.63, 2299.62, 2319.42, 2384.42, 2705.69, 2807.88 

 

 

Matched peptides shown in Bold Red 

 

     1 MGDCGCSGAS SCNCGSGCSC SNCGSK 

 

 

 

2.     H41_ASHGO         Mass: 11331    Score: 11     Expect: 6.5e+002  Queries matched: 2 

  Histone H4.1 - Ashbya gossypii (Yeast) (Eremothecium gossypii) 

       Observed   Mr(expt)   Mr(calc)    Delta  Start    End  Miss  Ions  Peptide 

  1320.85   1319.84   1319.72    0.12   46  -  56   1   ---   K.RISGLIYEDVR.A 

  1708.10   1707.09   1707.02    0.08   22  -  36   1   ---   K.ILRDNIQGITKPAIR.R 

       

No match to: 807.56, 832.65, 842.67, 842.67, 854.21, 856.68, 856.68, 864.66, 865.18, 865.18, 870.71, 870.71, 877.21, 

887.17, 897.59, 973.72, 1033.71, 1037.73, 1045.77, 1045.77, 1060.77, 1060.77, 1065.72, 1074.73, 1090.74, 1106.76, 

1107.76, 1109.71, 1141.76, 1157.81, 1157.81, 1165.81, 1179.83, 1179.83, 1193.84, 1201.84, 1201.84, 1234.91, 1234.91, 

1265.88, 1277.95, 1277.95, 1300.78, 1302.96, 1307.93, 1307.93, 1323.92, 1329.92, 1365.91, 1365.91, 1383.95, 1390.95, 

1476.05, 1476.05, 1488.04, 1639.17, 1658.11, 1717.18, 1717.18, 1792.08, 1795.16, 1838.32, 1994.36, 1994.36, 2211.53, 

2211.53, 2224.52, 2225.55, 2225.55, 2233.53, 2239.57, 2247.53, 2265.47, 2265.47, 2283.62, 2283.62, 2284.62, 2297.63, 

2299.62, 2319.42, 2384.42, 2705.69, 2807.88 

 

 

file:///I:/mAsTer's%20sTudiEs/theses/data%20thesis/MALDI%201492011/huda/New%20Folder/H14_file/MT_NEUCR.html
file:///I:/mAsTer's%20sTudiEs/theses/data%20thesis/MALDI%201492011/huda/New%20Folder/H14_file/H41_ASHGO.html
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Matched peptides shown in Bold Red 

 

     1 MSGRGKGGKG LGKGGAKRHR KILRDNIQGI TKPAIRRLAR RGGVKRISGL  

    51 IYEDVRAVLK SFLESVIRDA VTYTEHAKRK TVTSLDVVYA LKRQGRTLYG  

   101 FGG 

 

 

 
3.     COX18_KLULA       Mass: 34941    Score: 9      Expect: 9.5e+002  Queries matched: 4 

  Inner membrane protein COX18, mitochondrial precursor (Cytochrome c oxidase assembly protein 18) - 

       Observed   Mr(expt)   Mr(calc)    Delta  Start    End  Miss  Ions  Peptide 

  1179.83   1178.82   1178.74    0.08    74  -  84   1   ---   R.KVVQSVPPVVK.L 

  1179.83   1178.82   1178.74    0.08    74  -  84   1   ---   R.KVVQSVPPVVK.L 

  1320.85   1319.84   1319.83    0.01    75  -  86   1   ---   K.VVQSVPPVVKLR.L 

  2384.42   2383.42   2383.31    0.11   154  -  174   1   ---   K.NSVLPLVQVPLWVTMSMGLRK.L + Oxidation (M) 

       

No match to: 807.56, 832.65, 842.67, 842.67, 854.21, 856.68, 856.68, 864.66, 865.18, 865.18, 870.71, 870.71, 877.21, 

887.17, 897.59, 973.72, 1033.71, 1037.73, 1045.77, 1045.77, 1060.77, 1060.77, 1065.72, 1074.73, 1090.74, 1106.76, 

1107.76, 1109.71, 1141.76, 1157.81, 1157.81, 1165.81, 1193.84, 1201.84, 1201.84, 1234.91, 1234.91, 1265.88, 1277.95, 

1277.95, 1300.78, 1302.96, 1307.93, 1307.93, 1323.92, 1329.92, 1365.91, 1365.91, 1383.95, 1390.95, 1476.05, 1476.05, 

1488.04, 1639.17, 1658.11, 1708.10, 1717.18, 1717.18, 1792.08, 1795.16, 1838.32, 1994.36, 1994.36, 2211.53, 2211.53, 

2224.52, 2225.55, 2225.55, 2233.53, 2239.57, 2247.53, 2265.47, 2265.47, 2283.62, 2283.62, 2284.62, 2297.63, 2299.62, 

2319.42, 2705.69, 2807.88 

 

 

Matched peptides shown in Bold Red 

 

     1 MLLRRLPAVH FAKGSRQFGS LQAIADSFVQ LHDASGVPWL VLIPTATFAL  

    51 RTVFTLPLSI WQRKRIVKQQ ELRKVVQSVP PVVKLRLASM TAKANDEELT  

   101 SSGSAIQTKE ETVGALQRGK RQLTPDQITM LSLKEMRKRQ KVLFKKYNVQ  

   151 MWKNSVLPLV QVPLWVTMSM GLRKLTDSRL VDTNMPHAHV LQDLSETSWL  

   201 THIGSLDLSL PLDAAPMLIP IILGTVSMIN VEYNGKTMQA TAVGTSGITT  

   251 ATDTQSRTSQ TVNSILTATR LSTIFLIGVS TQASVLLSLY WITSQVYSLI  

   301 QNRILDLLWP YQR 

 

 

 

file:///I:/mAsTer's%20sTudiEs/theses/data%20thesis/MALDI%201492011/huda/New%20Folder/H14_file/COX18_KLULA.html
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 Mascot Search Results for C3-b 

 

1.     GRPE_NEUCR        Mass: 26811    Score: 17     Expect: 1.5e+002  Queries matched: 5 

  GrpE protein homolog, mitochondrial precursor - Neurospora crassa 

       Observed   Mr(expt)   Mr(calc)    Delta  Start    End  Miss  Ions  Peptide 

  1141.76   1140.75   1140.64    0.11   37  -  47   1   ---   R.TAAPQLRSAAR.W 

  1165.80   1164.80   1164.73    0.06   226  -  236   0   ---   R.VLRPAQVGVVK.N 

  1165.80   1164.80   1164.73    0.06   226  -  236   0   ---   R.VLRPAQVGVVK.N 

  1235.76   1234.76   1234.68    0.07   167  -  177   0   ---   K.MTESILLSTLK.K 

  2717.59   2716.59   2716.40    0.19    12  -  36   1   ---   
R.ALCSGARVAAQRPIASQIFQMQAAR.T + Carbamidomethyl (C);  

Oxidation (M) 

       

No match to: 807.55, 832.64, 840.65, 842.66, 842.66, 847.61, 854.21, 855.21, 856.68, 856.68, 861.22, 864.17, 864.65, 

865.18, 865.18, 868.68, 870.19, 870.70, 870.70, 871.19, 877.21, 887.16, 897.58, 919.12, 973.71, 973.71, 1033.71, 1033.71, 

1045.76, 1045.76, 1057.75, 1060.77, 1060.77, 1065.71, 1066.71, 1090.73, 1106.74, 1107.75, 1109.71, 1121.79, 1140.78, 

1157.81, 1157.81, 1158.80, 1179.82, 1179.82, 1184.83, 1194.81, 1201.84, 1232.83, 1234.91, 1234.91, 1265.87, 1265.87, 

1300.77, 1307.92, 1307.92, 1320.83, 1323.91, 1357.95, 1365.89, 1365.89, 1381.90, 1383.94, 1390.94, 1476.05, 1476.05, 

1498.04, 1658.10, 1708.09, 1717.17, 1717.17, 1792.06, 1792.06, 2211.52, 2211.52, 2225.53, 2265.45, 2384.40, 2384.40 

 

        

 Matched peptides shown in Bold Red 

  

        1 MLRTALTRSS RALCSGARVA AQRPIASQIF QMQAARTAAP QLRSAARWYS  

   51 AEAEGEKKAD EGAEQKEGET DEVAALKKQL EAKDAEAREW KDKCLRTVAD  

     101 FRNLQERTAR DVKQAKDFAI QKFAKDLVES VDNFERALSV VPQDKLKSEE  

     151 QSEHLKDLVN LYEGLKMTES ILLSTLKKHG LERIEPEGEV FNPNEHEATF  

     201 MAPMPDKEHN VVFHVQQKGF KLNGRVLRPA QVGVVKNK 

 

 

 

2.     RS21_ASPFU        Mass: 10003    Score: 12     Expect: 5.4e+002  Queries matched: 3 

  40S ribosomal protein S21 - Aspergillus fumigatus (Sartorya fumigata) 

       Observed   Mr(expt)   Mr(calc)    Delta  Start    End  Miss  Ions  Peptide 

  1708.09   1707.08   1706.97    0.11   23  -  38   1   ---   R.IIKANDHASVQISIAK.V 

  1792.06   1791.06   1790.89    0.17    1  -  15   1   ---   -.MENEKGEIVDLYVPR.K 

file:///I:/mAsTer's%20sTudiEs/theses/data%20thesis/MALDI%201492011/huda/New%20Folder/H15_file/GRPE_NEUCR.html
file:///I:/mAsTer's%20sTudiEs/theses/data%20thesis/MALDI%201492011/huda/New%20Folder/H15_file/RS21_ASPFU.html
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  1792.06   1791.06   1790.89    0.17    1  -  15   1   ---   -.MENEKGEIVDLYVPR.K 

       

 

No match to: 807.55, 832.64, 840.65, 842.66, 842.66, 847.61, 854.21, 855.21, 856.68, 856.68, 861.22, 864.17, 864.65, 

865.18, 865.18, 868.68, 870.19, 870.70, 870.70, 871.19, 877.21, 887.16, 897.58, 919.12, 973.71, 973.71, 1033.71, 1033.71, 

1045.76, 1045.76, 1057.75, 1060.77, 1060.77, 1065.71, 1066.71, 1090.73, 1106.74, 1107.75, 1109.71, 1121.79, 1140.78, 

1141.76, 1157.81, 1157.81, 1158.80, 1165.80, 1165.80, 1179.82, 1179.82, 1184.83, 1194.81, 1201.84, 1232.83, 1234.91, 

1234.91, 1235.76, 1265.87, 1265.87, 1300.77, 1307.92, 1307.92, 1320.83, 1323.91, 1357.95, 1365.89, 1365.89, 1381.90, 

1383.94, 1390.94, 1476.05, 1476.05, 1498.04, 1658.10, 1717.17, 1717.17, 2211.52, 2211.52, 2225.53, 2265.45, 2384.40, 

2384.40, 2717.59 

 

 

 Matched peptides shown in Bold Red 

 

       1 MENEKGEIVD LYVPRKCSAT NRIIKANDHA SVQISIAKVD ENGRYTGENQ  

       51 SYALCGFIRA RGESDDSLNR LCQRDGYIRN VWSASRQR 

 

 

 

3.     H41_ASHGO         Mass: 11331    Score: 11     Expect: 6.3e+002  Queries matched: 2 

  Histone H4.1 - Ashbya gossypii (Yeast) (Eremothecium gossypii) 

       Observed   Mr(expt)   Mr(calc)    Delta  Start    End  Miss  Ions  Peptide 

  1320.83   1319.83   1319.72    0.11   46  -  56   1   ---   K.RISGLIYEDVR.A 

  1708.09   1707.08   1707.02    0.07   22  -  36   1   ---   K.ILRDNIQGITKPAIR.R 

       

No match to: 807.55, 832.64, 840.65, 842.66, 842.66, 847.61, 854.21, 855.21, 856.68, 856.68, 861.22, 864.17, 864.65, 

865.18, 865.18, 868.68, 870.19, 870.70, 870.70, 871.19, 877.21, 887.16, 897.58, 919.12, 973.71, 973.71, 1033.71, 1033.71, 

1045.76, 1045.76, 1057.75, 1060.77, 1060.77, 1065.71, 1066.71, 1090.73, 1106.74, 1107.75, 1109.71, 1121.79, 1140.78, 

1141.76, 1157.81, 1157.81, 1158.80, 1165.80, 1165.80, 1179.82, 1179.82, 1184.83, 1194.81, 1201.84, 1232.83, 1234.91, 

1234.91, 1235.76, 1265.87, 1265.87, 1300.77, 1307.92, 1307.92, 1323.91, 1357.95, 1365.89, 1365.89, 1381.90, 1383.94, 

1390.94, 1476.05, 1476.05, 1498.04, 1658.10, 1717.17, 1717.17, 1792.06, 1792.06, 2211.52, 2211.52, 2225.53, 2265.45, 

2384.40, 2384.40, 2717.59 

 

 

       Matched peptides shown in Bold Red 

 

         1 MSGRGKGGKG LGKGGAKRHR KILRDNIQGI TKPAIRRLAR RGGVKRISGL  

          51 IYEDVRAVLK SFLESVIRDA VTYTEHAKRK TVTSLDVVYA LKRQGRTLYG  

         101 FGG 
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 Mascot Search Results for C3-c 

 

1.     MT_NEUCR          Mass: 2364     Score: 12     Expect: 4.8e+002  Queries matched: 1 

  Metallothionein (MT) - Neurospora crassa 

       Observed   Mr(expt)   Mr(calc)    Delta  Start    End  Miss  Ions  Peptide 

  2233.50   2232.50   2232.67    -0.18    2  -  26   0   ---   M.GDCGCSGASSCNCGSGCSCSNCGSK.- 

       

No match to: 807.55, 840.64, 842.66, 842.66, 854.21, 856.67, 856.67, 858.66, 864.65, 865.17, 865.17, 868.68, 870.70, 

870.70, 877.20, 887.16, 919.11, 973.71, 1033.71, 1037.72, 1045.76, 1045.76, 1060.76, 1090.73, 1106.75, 1109.70, 1139.79, 

1157.80, 1165.80, 1165.80, 1179.81, 1179.81, 1193.83, 1201.83, 1201.83, 1234.90, 1234.90, 1265.86, 1277.94, 1277.94, 

1300.77, 1302.94, 1307.91, 1307.91, 1329.89, 1365.89, 1365.89, 1383.93, 1383.93, 1390.93, 1435.03, 1476.03, 1476.03, 

1488.02, 1639.15, 1658.10, 1708.09, 1717.16, 1766.08, 1795.13, 1795.13, 1839.27, 1941.29, 1994.34, 2210.51, 2211.51, 

2211.51, 2223.50, 2225.53, 2225.53, 2247.51, 2265.45, 2265.45, 2279.47, 2283.60, 2283.60, 2284.60, 2297.61, 2297.61, 

2298.61, 2299.60, 2306.57, 2338.54, 2384.42 

 

 

       Matched peptides shown in Bold Red 

 

        1 MGDCGCSGAS SCNCGSGCSC SNCGSK 

 

 

 

2.     RS9_PODAN         Mass: 21762    Score: 11     Expect: 6e+002  Queries matched: 5 

  40S ribosomal protein S9 (S7) - Podospora anserina 

       Observed   Mr(expt)   Mr(calc)    Delta  Start    End  Miss  Ions  Peptide 

  1201.83   1200.83   1200.72    0.11  119  -  128   1   ---   K.SIHHARVLIR.Q 

  1201.83   1200.83   1200.72    0.11  119  -  128   1   ---   K.SIHHARVLIR.Q 

  1300.77   1299.77   1299.69    0.08   56  -  66   1   ---   R.ELLTLDEKDPK.R 

  1795.13   1794.13   1793.96    0.17   91  -  105   1   ---   K.LDYVLALKAEDFLER.R 

  1795.13   1794.13   1793.96    0.17   91  -  105   1   ---   K.LDYVLALKAEDFLER.R 

       

No match to: 807.55, 840.64, 842.66, 842.66, 854.21, 856.67, 856.67, 858.66, 864.65, 865.17, 865.17, 868.68, 870.70, 

870.70, 877.20, 887.16, 919.11, 973.71, 1033.71, 1037.72, 1045.76, 1045.76, 1060.76, 1090.73, 1106.75, 1109.70, 1139.79, 

1157.80, 1165.80, 1165.80, 1179.81, 1179.81, 1193.83, 1234.90, 1234.90, 1265.86, 1277.94, 1277.94, 1302.94, 1307.91, 

1307.91, 1329.89, 1365.89, 1365.89, 1383.93, 1383.93, 1390.93, 1435.03, 1476.03, 1476.03, 1488.02, 1639.15, 1658.10, 

1708.09, 1717.16, 1766.08, 1839.27, 1941.29, 1994.34, 2210.51, 2211.51, 2211.51, 2223.50, 2225.53, 2225.53, 2233.50, 

2247.51, 2265.45, 2265.45, 2279.47, 2283.60, 2283.60, 2284.60, 2297.61, 2297.61, 2298.61, 2299.60, 2306.57, 2338.54, 

file:///I:/mAsTer's%20sTudiEs/theses/data%20thesis/MALDI%201492011/huda/New%20Folder/H16_file/MT_NEUCR.html
file:///I:/mAsTer's%20sTudiEs/theses/data%20thesis/MALDI%201492011/huda/New%20Folder/H16_file/RS9_PODAN.html


Appendices  

 

144 
 

2384.42 

  

 

 Matched peptides shown in Bold Red 

       1 MAPRSYSKTA KVPRRPFEAA RLDSELKLVG EYGLRNKREV WRVLLTLSKI  

      51 RRAARELLTL DEKDPKRLFE GNALIRRLVR VGVLDESRMK LDYVLALKAE  

     101 DFLERRLQTL VYKLGLAKSI HHARVLIRQR HIRVGKQIVN VPSFVVRLDS  

     151 QKHIDFALTS PFGGGRPGRV RRKKAKAAEG GDGDAEEDEE 

 

 

 

3.     FIS1_KLULA        Mass: 17527    Score: 9      Expect: 8.9e+002  Queries matched: 2 

  Mitochondria fission 1 protein - Kluyveromyces lactis (Yeast) (Candida sphaerica) 

       Observed   Mr(expt)   Mr(calc)    Delta  Start    End  Miss  Ions  Peptide 

  1766.08   1765.08   1764.93    0.14    56  -  70   1   ---   K.EDQMLGVKLLTDIYK.E 

  1994.34   1993.33   1993.23    0.10   131  -  151   0   ---   K.GIALISAGIAIGATTIGLLIR.G 

       

No match to: 807.55, 840.64, 842.66, 842.66, 854.21, 856.67, 856.67, 858.66, 864.65, 865.17, 865.17, 868.68, 870.70, 

870.70, 877.20, 887.16, 919.11, 973.71, 1033.71, 1037.72, 1045.76, 1045.76, 1060.76, 1090.73, 1106.75, 1109.70, 1139.79, 

1157.80, 1165.80, 1165.80, 1179.81, 1179.81, 1193.83, 1201.83, 1201.83, 1234.90, 1234.90, 1265.86, 1277.94, 1277.94, 

1300.77, 1302.94, 1307.91, 1307.91, 1329.89, 1365.89, 1365.89, 1383.93, 1383.93, 1390.93, 1435.03, 1476.03, 1476.03, 

1488.02, 1639.15, 1658.10, 1708.09, 1717.16, 1795.13, 1795.13, 1839.27, 1941.29, 2210.51, 2211.51, 2211.51, 2223.50, 

2225.53, 2225.53, 2233.50, 2247.51, 2265.45, 2265.45, 2279.47, 2283.60, 2283.60, 2284.60, 2297.61, 2297.61, 2298.61, 

2299.60, 2306.57, 2338.54, 2384.42 

 

 

 Matched peptides shown in Bold Red 

        1 MTNIHYLPEL EDSYSALNSD QIEILRQQVL NEGGEISSIQ SRFNYAWGLV  

      51 RSTNKEDQML GVKLLTDIYK ESPMRRRECL YYLTIGCYKL GEYSTAKRYV  

     101 DALVHHEPEN KQALMLQTAV ENKITSQGLK GIALISAGIA IGATTIGLLI  

     151 RGRRR 
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 Mascot Search Results for C4-a 

 

1.     MT_NEUCR          Mass: 2364     Score: 12     Expect: 4.8e+002  Queries matched: 1 

  Metallothionein (MT) - Neurospora crassa 

       Observed   Mr(expt)   Mr(calc)    Delta  Start    End  Miss  Ions  Peptide 

  2233.49   2232.48   2232.67   -0.19    2  -  26   0   ---   M.GDCGCSGASSCNCGSGCSCSNCGSK.- 

       

No match to: 807.55, 807.55, 817.63, 832.64, 842.66, 842.66, 847.60, 856.67, 856.67, 864.65, 865.17, 868.68, 870.69, 

870.69, 877.20, 880.51, 887.16, 973.71, 973.71, 1033.71, 1033.71, 1037.72, 1045.76, 1045.76, 1060.76, 1065.71, 1090.73, 

1106.75, 1107.74, 1109.69, 1157.80, 1165.80, 1165.80, 1179.81, 1179.81, 1184.82, 1193.83, 1201.83, 1201.83, 1234.90, 

1234.90, 1262.83, 1265.86, 1265.86, 1277.93, 1300.77, 1302.95, 1307.91, 1329.89, 1365.89, 1365.89, 1381.90, 1383.93, 

1390.93, 1435.02, 1476.03, 1476.03, 1488.01, 1498.03, 1658.09, 1708.08, 1708.08, 1717.15, 1717.15, 1839.26, 1994.33, 

2194.57, 2211.51, 2211.51, 2223.53, 2225.52, 2225.52, 2239.54, 2247.50, 2265.45, 2265.45, 2283.59, 2283.59, 2284.59, 

2297.60, 2299.60, 2305.59, 2367.68, 2384.39 

 

 
 Matched peptides shown in Bold Red 

 

         1 MGDCGCSGAS SCNCGSGCSC SNCGSK 

 

 

 

2.     DAD3_KLULA        Mass: 9810     Score: 11     Expect: 5.6e+002  Queries matched: 3 

  DASH complex subunit DAD3 (Outer kinetochore protein DAD3) - Kluyveromyces lactis (Yeast) (Candida 

       Observed   Mr(expt)   Mr(calc)    Delta  Start    End  Miss  Ions  Peptide 

  880.51   879.50   879.48    0.02   11  -  17   1   ---   R.SVLDKYR.F 

  973.71   972.70   972.62    0.08   56  -  64   0   ---   K.ISLVSTLLK.G 

  973.71   972.70   972.62    0.08   56  -  64   0   ---   K.ISLVSTLLK.G 

       

No match to: 807.55, 807.55, 817.63, 832.64, 842.66, 842.66, 847.60, 856.67, 856.67, 864.65, 865.17, 868.68, 870.69, 

870.69, 877.20, 887.16, 1033.71, 1033.71, 1037.72, 1045.76, 1045.76, 1060.76, 1065.71, 1090.73, 1106.75, 1107.74, 

1109.69, 1157.80, 1165.80, 1165.80, 1179.81, 1179.81, 1184.82, 1193.83, 1201.83, 1201.83, 1234.90, 1234.90, 1262.83, 

1265.86, 1265.86, 1277.93, 1300.77, 1302.95, 1307.91, 1329.89, 1365.89, 1365.89, 1381.90, 1383.93, 1390.93, 1435.02, 

1476.03, 1476.03, 1488.01, 1498.03, 1658.09, 1708.08, 1708.08, 1717.15, 1717.15, 1839.26, 1994.33, 2194.57, 2211.51, 

2211.51, 2223.53, 2225.52, 2225.52, 2233.49, 2239.54, 2247.50, 2265.45, 2265.45, 2283.59, 2283.59, 2284.59, 2297.60, 

2299.60, 2305.59, 2367.68, 2384.39 
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       Matched peptides shown in Bold Red 

 

     1 MSSELTPLQR SVLDKYRFLA ESLRELSETL SDLNNTHEDS KPEAILQEMR  

       51 EIEVKISLVS TLLKGSVYSL VIQRRMDHQQ KPSDL 

 

 

 

3.     H2A_USTMA         Mass: 14191    Score: 9      Expect: 1e+003  Queries matched: 3 

  Histone H2A - Ustilago maydis (Smut fungus) 

       Observed   Mr(expt)   Mr(calc)    Delta  Start    End  Miss  Ions  Peptide 

  807.55   806.54   806.52    0.02   34  -  39   1   ---   R.IHRLLR.K 

  807.55   806.54   806.52    0.02   34  -  39   1   ---   R.IHRLLR.K 

  1329.89   1328.88   1328.84    0.04   82  -  92   1   ---   R.IIPRHLQLAIR.N 

       

No match to: 817.63, 832.64, 842.66, 842.66, 847.60, 856.67, 856.67, 864.65, 865.17, 868.68, 870.69, 870.69, 877.20, 

880.51, 887.16, 973.71, 973.71, 1033.71, 1033.71, 1037.72, 1045.76, 1045.76, 1060.76, 1065.71, 1090.73, 1106.75, 1107.74, 

1109.69, 1157.80, 1165.80, 1165.80, 1179.81, 1179.81, 1184.82, 1193.83, 1201.83, 1201.83, 1234.90, 1234.90, 1262.83, 

1265.86, 1265.86, 1277.93, 1300.77, 1302.95, 1307.91, 1365.89, 1365.89, 1381.90, 1383.93, 1390.93, 1435.02, 1476.03, 

1476.03, 1488.01, 1498.03, 1658.09, 1708.08, 1708.08, 1717.15, 1717.15, 1839.26, 1994.33, 2194.57, 2211.51, 2211.51, 

2223.53, 2225.52, 2225.52, 2233.49, 2239.54, 2247.50, 2265.45, 2265.45, 2283.59, 2283.59, 2284.59, 2297.60, 2299.60, 

2305.59, 2367.68, 2384.39 

 

 

 Matched peptides shown in Bold Red 

 

         1 MSSGGKSGGK AGDASSKAQS RSAKAGLQFP VGRIHRLLRK GNYAQRVGAG  

       51 APVYLAAVLE YLAAEILELA GNAARDNKKS RIIPRHLQLA IRNDEELNKL  

     101 LGGVTISQGG VLPFIQSELL PAKSGKPKKA GGSQDI 
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 Mascot Search Results for C4-b 

 

1.     H41_ASHGO         Mass: 11331    Score: 13     Expect: 3.6e+002  Queries matched: 3 

  Histone H4.1 - Ashbya gossypii (Yeast) (Eremothecium gossypii) 

       Observed   Mr(expt)   Mr(calc)    Delta  Start    End  Miss  Ions  Peptide 

  1320.83   1319.83   1319.72    0.11   46  -  56   1   ---   K.RISGLIYEDVR.A 

  1708.08   1707.07   1707.02    0.05   22  -  36   1    3   K.ILRDNIQGITKPAIR.R 

  1708.08   1707.07   1707.02    0.05   22  -  36   1   ---   K.ILRDNIQGITKPAIR.R 

       

No match to: 807.55, 825.26, 832.64, 842.66, 842.66, 845.25, 847.60, 855.21, 856.68, 856.68, 861.23, 864.65, 865.17, 

865.17, 868.68, 870.70, 870.70, 877.20, 877.20, 887.16, 897.58, 973.71, 1033.71, 1045.76, 1045.76, 1057.76, 1060.76, 

1060.76, 1065.71, 1067.73, 1090.73, 1106.25, 1106.75, 1109.69, 1157.80, 1157.80, 1165.80, 1179.81, 1179.81, 1193.83, 

1201.83, 1232.82, 1234.91, 1234.91, 1265.86, 1277.94, 1307.91, 1307.91, 1323.91, 1365.89, 1365.89, 1383.93, 1435.03, 

1476.03, 1476.03, 1488.02, 1639.16, 1658.10, 1717.16, 1792.05, 1792.05, 1839.27, 1941.28, 2194.55, 2211.51, 2211.51, 

2223.53, 2225.53, 2225.53, 2233.49, 2239.54, 2247.52, 2255.48, 2265.45, 2265.45, 2283.60, 2283.60, 2284.59, 2298.60, 

2384.40, 2384.40, 2705.68 

 

 

  Matched peptides shown in Bold Red 

 

         1 MSGRGKGGKG LGKGGAKRHR KILRDNIQGI TKPAIRRLAR RGGVKRISGL  

       51 IYEDVRAVLK SFLESVIRDA VTYTEHAKRK TVTSLDVVYA LKRQGRTLYG  

     101 FGG 

 
 

 

2.     MT_NEUCR          Mass: 2364     Score: 12     Expect: 4.8e+002  Queries matched: 1 

  Metallothionein (MT) - Neurospora crassa 

       Observed   Mr(expt)   Mr(calc)    Delta  Start    End  Miss  Ions  Peptide 

  2233.49   2232.49   2232.67    -0.19     2  -  26   0   ---   M.GDCGCSGASSCNCGSGCSCSNCGSK.- 

       

No match to: 807.55, 825.26, 832.64, 842.66, 842.66, 845.25, 847.60, 855.21, 856.68, 856.68, 861.23, 864.65, 865.17, 

865.17, 868.68, 870.70, 870.70, 877.20, 877.20, 887.16, 897.58, 973.71, 1033.71, 1045.76, 1045.76, 1057.76, 1060.76, 

1060.76, 1065.71, 1067.73, 1090.73, 1106.25, 1106.75, 1109.69, 1157.80, 1157.80, 1165.80, 1179.81, 1179.81, 1193.83, 

1201.83, 1232.82, 1234.91, 1234.91, 1265.86, 1277.94, 1307.91, 1307.91, 1320.83, 1323.91, 1365.89, 1365.89, 1383.93, 

1435.03, 1476.03, 1476.03, 1488.02, 1639.16, 1658.10, 1708.08, 1708.08, 1717.16, 1792.05, 1792.05, 1839.27, 1941.28, 

2194.55, 2211.51, 2211.51, 2223.53, 2225.53, 2225.53, 2239.54, 2247.52, 2255.48, 2265.45, 2265.45, 2283.60, 2283.60, 
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2284.59, 2298.60, 2384.40, 2384.40, 2705.68 

 

 

 Matched peptides shown in Bold Red 

 

         1 MGDCGCSGAS SCNCGSGCSC SNCGSK 

 

 

 

3.     RS21_ASPFU        Mass: 10003    Score: 11     Expect: 5.6e+002  Queries matched: 4 

  40S ribosomal protein S21 - Aspergillus fumigatus (Sartorya fumigata) 

       Observed   Mr(expt)   Mr(calc)    Delta  Start    End  Miss  Ions  Peptide 

  1708.08   1707.07   1706.97    0.10   23  -  38   1   ---   R.IIKANDHASVQISIAK.V 

  1708.08   1707.07   1706.97    0.10   23  -  38   1   ---   R.IIKANDHASVQISIAK.V 

  1792.05   1791.05   1790.89    0.16    1  -  15   1   ---   -.MENEKGEIVDLYVPR.K 

  1792.05   1791.05   1790.89    0.16    1  -  15   1   ---   -.MENEKGEIVDLYVPR.K 

       

No match to: 807.55, 825.26, 832.64, 842.66, 842.66, 845.25, 847.60, 855.21, 856.68, 856.68, 861.23, 864.65, 865.17, 

865.17, 868.68, 870.70, 870.70, 877.20, 877.20, 887.16, 897.58, 973.71, 1033.71, 1045.76, 1045.76, 1057.76, 1060.76, 

1060.76, 1065.71, 1067.73, 1090.73, 1106.25, 1106.75, 1109.69, 1157.80, 1157.80, 1165.80, 1179.81, 1179.81, 1193.83, 

1201.83, 1232.82, 1234.91, 1234.91, 1265.86, 1277.94, 1307.91, 1307.91, 1320.83, 1323.91, 1365.89, 1365.89, 1383.93, 

1435.03, 1476.03, 1476.03, 1488.02, 1639.16, 1658.10, 1717.16, 1839.27, 1941.28, 2194.55, 2211.51, 2211.51, 2223.53, 

2225.53, 2225.53, 2233.49, 2239.54, 2247.52, 2255.48, 2265.45, 2265.45, 2283.60, 2283.60, 2284.59, 2298.60, 2384.40, 

2384.40, 2705.68 

 

 

 Matched peptides shown in Bold Red 

 

         1 MENEKGEIVD LYVPRKCSAT NRIIKANDHA SVQISIAKVD ENGRYTGENQ  

   51 SYALCGFIRA RGESDDSLNR LCQRDGYIRN VWSASRQR 
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 Mascot Search Results for C4-c 

 

1.     MT_NEUCR          Mass: 2364     Score: 12     Expect: 4.8e+002  Queries matched: 1 

  Metallothionein (MT) - Neurospora crassa 

       Observed   Mr(expt)   Mr(calc)    Delta  Start    End  Miss  Ions  Peptide 

  2233.48   2232.47   2232.67    -0.20    2  -  26   0   ---   M.GDCGCSGASSCNCGSGCSCSNCGSK.- 

       

No match to: 807.55, 825.26, 835.21, 842.66, 842.66, 854.21, 855.21, 856.67, 861.22, 863.18, 864.17, 865.18, 865.18, 

868.68, 870.18, 870.69, 870.69, 871.18, 877.20, 887.16, 903.14, 919.11, 920.10, 920.10, 930.58, 930.58, 973.71, 1023.71, 

1023.71, 1033.70, 1037.72, 1045.75, 1045.75, 1057.75, 1060.76, 1060.76, 1066.69, 1069.73, 1106.74, 1108.19, 1126.76, 

1157.80, 1158.79, 1160.77, 1165.79, 1176.75, 1179.81, 1179.81, 1201.84, 1234.90, 1234.90, 1265.85, 1265.85, 1300.77, 

1307.91, 1307.91, 1323.90, 1365.88, 1365.88, 1383.93, 1435.03, 1476.03, 1476.03, 1658.08, 1708.08, 1717.14, 1717.14, 

1792.04, 1795.12, 2211.49, 2211.49, 2225.51, 2225.51, 2239.50, 2248.51, 2265.42, 2265.42, 2279.45, 2283.56, 2283.56, 

2299.58, 2319.36, 2384.37, 2384.37 

 

 
 Matched peptides shown in Bold Red 

 

         1 ERHVGRKSTN NLNLTCQWGT CNTTTVKRDH ITSHIRVHVP LKPHKCD 

 

 

 

2.     RS9_PODAN         Mass: 21762    Score: 12     Expect: 5.1e+002  Queries matched: 3 

  40S ribosomal protein S9 (S7) - Podospora anserina 

       Observed   Mr(expt)   Mr(calc)    Delta  Start    End  Miss  Ions  Peptide 

  1201.84   1200.83   1200.72    0.11   119  -  128   1   ---   K.SIHHARVLIR.Q 

  1300.77   1299.77   1299.69    0.07    56  -  66   1   ---   R.ELLTLDEKDPK.R 

  1795.12   1794.11   1793.96    0.15    91  -  105   1   ---   K.LDYVLALKAEDFLER.R 

       

No match to: 807.55, 825.26, 835.21, 842.66, 842.66, 854.21, 855.21, 856.67, 861.22, 863.18, 864.17, 865.18, 865.18, 

868.68, 870.18, 870.69, 870.69, 871.18, 877.20, 887.16, 903.14, 919.11, 920.10, 920.10, 930.58, 930.58, 973.71, 1023.71, 

1023.71, 1033.70, 1037.72, 1045.75, 1045.75, 1057.75, 1060.76, 1060.76, 1066.69, 1069.73, 1106.74, 1108.19, 1126.76, 

1157.80, 1158.79, 1160.77, 1165.79, 1176.75, 1179.81, 1179.81, 1234.90, 1234.90, 1265.85, 1265.85, 1307.91, 1307.91, 

1323.90, 1365.88, 1365.88, 1383.93, 1435.03, 1476.03, 1476.03, 1658.08, 1708.08, 1717.14, 1717.14, 1792.04, 2211.49, 

2211.49, 2225.51, 2225.51, 2233.48, 2239.50, 2248.51, 2265.42, 2265.42, 2279.45, 2283.56, 2283.56, 2299.58, 2319.36, 

2384.37, 2384.37 
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 Matched peptides shown in Bold Red 

       1 MAPRSYSKTA KVPRRPFEAA RLDSELKLVG EYGLRNKREV WRVLLTLSKI  

      51 RRAARELLTL DEKDPKRLFE GNALIRRLVR VGVLDESRMK LDYVLALKAE  

     101 DFLERRLQTL VYKLGLAKSI HHARVLIRQR HIRVGKQIVN VPSFVVRLDS  

  151 QKHIDFALTS PFGGGRPGRV RRKKAKAAEG GDGDAEEDEE 

 

 

 

3.     RS21_ASPFU        Mass: 10003    Score: 11     Expect: 5.6e+002  Queries matched: 2 

  40S ribosomal protein S21 - Aspergillus fumigatus (Sartorya fumigata) 

       Observed   Mr(expt)   Mr(calc)    Delta  Start    End  Miss  Ions  Peptide 

  1708.08   1707.07   1706.97    0.10   23  -  38   1   ---   R.IIKANDHASVQISIAK.V 

  1792.04   1791.03   1790.89    0.14    1  -  15   1   ---   -.MENEKGEIVDLYVPR.K 

       

No match to: 807.55, 825.26, 835.21, 842.66, 842.66, 854.21, 855.21, 856.67, 861.22, 863.18, 864.17, 865.18, 865.18, 

868.68, 870.18, 870.69, 870.69, 871.18, 877.20, 887.16, 903.14, 919.11, 920.10, 920.10, 930.58, 930.58, 973.71, 1023.71, 

1023.71, 1033.70, 1037.72, 1045.75, 1045.75, 1057.75, 1060.76, 1060.76, 1066.69, 1069.73, 1106.74, 1108.19, 1126.76, 

1157.80, 1158.79, 1160.77, 1165.79, 1176.75, 1179.81, 1179.81, 1201.84, 1234.90, 1234.90, 1265.85, 1265.85, 1300.77, 

1307.91, 1307.91, 1323.90, 1365.88, 1365.88, 1383.93, 1435.03, 1476.03, 1476.03, 1658.08, 1717.14, 1717.14, 1795.12, 

2211.49, 2211.49, 2225.51, 2225.51, 2233.48, 2239.50, 2248.51, 2265.42, 2265.42, 2279.45, 2283.56, 2283.56, 2299.58, 

2319.36, 2384.37, 2384.37 

 

 Matched peptides shown in Bold Red 

 

         1 MENEKGEIVD LYVPRKCSAT NRIIKANDHA SVQISIAKVD ENGRYTGENQ  

   51 SYALCGFIRA RGESDDSLNR LCQRDGYIRN VWSASRQR 
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 Mascot Search Results for C5-a 

 

1.     MT_NEUCR          Mass: 2364     Score: 12     Expect: 4.8e+002  Queries matched: 1 

  Metallothionein (MT) - Neurospora crassa 

       Observed   Mr(expt)   Mr(calc)    Delta  Start    End  Miss  Ions  Peptide 

  2233.46   2232.45   2232.67   -0.22    2  -  26   0   ---   M.GDCGCSGASSCNCGSGCSCSNCGSK.- 

       

No match to: 807.54, 825.24, 832.63, 835.19, 842.65, 842.65, 847.59, 854.19, 855.19, 856.66, 856.66, 861.21, 864.15, 

864.64, 865.16, 865.16, 868.67, 870.68, 870.68, 877.19, 877.19, 887.15, 893.16, 913.56, 919.09, 920.10, 973.70, 1033.69, 

1033.69, 1036.71, 1037.71, 1045.74, 1045.74, 1057.75, 1060.74, 1060.74, 1065.69, 1067.72, 1090.71, 1106.72, 1107.72, 

1109.68, 1121.77, 1157.78, 1157.78, 1165.78, 1165.78, 1179.79, 1179.79, 1193.81, 1201.81, 1201.81, 1234.89, 1234.89, 

1265.84, 1265.84, 1300.76, 1307.89, 1307.89, 1320.81, 1323.89, 1365.87, 1365.87, 1381.88, 1383.91, 1391.91, 1435.00, 

1476.01, 1476.01, 1498.02, 1658.07, 1708.05, 1717.13, 1792.03, 2211.47, 2211.47, 2225.49, 2225.49, 2239.50, 2248.51, 

2265.40, 2284.54, 2384.35, 2384.35 

 

 
 Matched peptides shown in Bold Red 

 

         1 MGDCGCSGAS SCNCGSGCSC SNCGSK 

 

 

 

2.     MBF1_KLULA        Mass: 16436    Score: 12     Expect: 5.1e+002  Queries matched: 4 

  Multiprotein-bridging factor 1 - Kluyveromyces lactis (Yeast) (Candida sphaerica) 

       Observed   Mr(expt)   Mr(calc)    Delta  Start    End  Miss  Ions  Peptide 

  1067.72   1066.72   1066.61    0.10   118  -  127   0   ---   R.GIPNQQILGK.M 

  1109.68   1108.68   1108.62    0.05   140  -  150   1   ---   K.NIGEPLGGPKK.- 

  1157.78   1156.77   1156.68    0.09    77  -  87   1   ---   K.IDVSVGKAIQK.G 

  1157.78   1156.77   1156.68    0.09    77  -  87   1   ---   K.IDVSVGKAIQK.G 

       

No match to: 807.54, 825.24, 832.63, 835.19, 842.65, 842.65, 847.59, 854.19, 855.19, 856.66, 856.66, 861.21, 864.15, 

864.64, 865.16, 865.16, 868.67, 870.68, 870.68, 877.19, 877.19, 887.15, 893.16, 913.56, 919.09, 920.10, 973.70, 1033.69, 

1033.69, 1036.71, 1037.71, 1045.74, 1045.74, 1057.75, 1060.74, 1060.74, 1065.69, 1090.71, 1106.72, 1107.72, 1121.77, 

1165.78, 1165.78, 1179.79, 1179.79, 1193.81, 1201.81, 1201.81, 1234.89, 1234.89, 1265.84, 1265.84, 1300.76, 1307.89, 

1307.89, 1320.81, 1323.89, 1365.87, 1365.87, 1381.88, 1383.91, 1391.91, 1435.00, 1476.01, 1476.01, 1498.02, 1658.07, 

1708.05, 1717.13, 1792.03, 2211.47, 2211.47, 2225.49, 2225.49, 2233.46, 2239.50, 2248.51, 2265.40, 2284.54, 2384.35, 

2384.35 
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 Matched peptides shown in Bold Red 

 

         1 MSEWEPSTVI GRKVRIGGGG PRQQVARTQG QINEARRSGM VLSVDKKYGT  

       51 TNSKSSPEGQ RLTKVDRETD IVKPKKIDVS VGKAIQKGRQ DKNLTQKDLA  

     101 TKINEKPTIV NDYESGRGIP NQQILGKMER ALGIKLRGKN IGEPLGGPKK  

    

 

 

3.     H2B_ROSNE         Mass: 14789    Score: 12     Expect: 5.3e+002  Queries matched: 4 

  Histone H2B - Rosellinia necatrix (White root-rot fungus) 

       Observed   Mr(expt)   Mr(calc)    Delta  Start    End  Miss  Ions  Peptide 

  807.54   806.53   806.46    0.07   90  -  96   1   ---   K.LAAYNKK.S 

  1067.72   1066.72   1066.65    0.07    9  -  19   1   ---   K.KPAAKAPVASK.A 

  1365.87   1364.86   1364.73    0.13   83  -  95   1   ---   R.VATEASKLAAYNK.K 

  1365.87   1364.86   1364.73    0.13   83  -  95   1   ---   R.VATEASKLAAYNK.K 

       

No match to: 825.24, 832.63, 835.19, 842.65, 842.65, 847.59, 854.19, 855.19, 856.66, 856.66, 861.21, 864.15, 864.64, 

865.16, 865.16, 868.67, 870.68, 870.68, 877.19, 877.19, 887.15, 893.16, 913.56, 919.09, 920.10, 973.70, 1033.69, 1033.69, 

1036.71, 1037.71, 1045.74, 1045.74, 1057.75, 1060.74, 1060.74, 1065.69, 1090.71, 1106.72, 1107.72, 1109.68, 1121.77, 

1157.78, 1157.78, 1165.78, 1165.78, 1179.79, 1179.79, 1193.81, 1201.81, 1201.81, 1234.89, 1234.89, 1265.84, 1265.84, 

1300.76, 1307.89, 1307.89, 1320.81, 1323.89, 1381.88, 1383.91, 1391.91, 1435.00, 1476.01, 1476.01, 1498.02, 1658.07, 

1708.05, 1717.13, 1792.03, 2211.47, 2211.47, 2225.49, 2225.49, 2233.46, 2239.50, 2248.51, 2265.40, 2284.54, 2384.35, 

2384.35 

 

 

 Matched peptides shown in Bold Red 

 

         1 MPPKAADKKP AAKAPVASKA PEKKDAGKKT ASTGEKKKRT KARRETYSSY  

       51 IYKVLKQVHP DTGISNRAMS ILNSFVNDIF ERVATEASKL AAYNKKSTIS  

     101 SREIQTSVRL ILPGELAKHA VSEGTKAVTK YSSSTK 
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 Mascot Search Results for C5-b 

 

1.     PGK_KLULA         Mass: 44487    Score: 19     Expect: 1.1e+002  Queries matched: 7 

  Phosphoglycerate kinase (EC 2.7.2.3) - Kluyveromyces lactis (Yeast) (Candida sphaerica) 

       Observed   Mr(expt)   Mr(calc)    Delta  Start    End  Miss  Ions  Peptide 

  1106.71   1105.71   1105.61    0.09   320  -  330   1   ---   R.KAFAATVAEAK.T 

  1109.68   1108.67   1108.62    0.06     1  -  10   1   ---   -.MSLSSKLTVK.D + Oxidation (M) 

  1184.79   1183.78   1183.68    0.10   219  -  228   0   ---   K.IQLIDNLLDK.V 

  1316.74   1315.73   1315.74   -0.00   278  -  289   0   ---   K.IVLPTDFVIGDK.F 

  1320.80   1319.79   1319.67    0.12    75  -  86   0   ---   K.YSLAPVADELSR.L 

  1320.80   1319.79   1319.67    0.12    75  -  86   0   ---   K.YSLAPVADELSR.L 

  1332.79   1331.78   1331.71    0.07   405  -  416   1   ---   K.ELPGVTFLSNKQ.- 

       

No match to: 807.53, 825.23, 832.62, 835.19, 842.64, 842.64, 847.58, 854.19, 855.19, 856.66, 856.66, 861.20, 864.63, 

865.15, 865.15, 868.66, 870.16, 870.68, 870.68, 871.17, 877.18, 887.14, 887.14, 903.12, 913.55, 973.69, 993.66, 1033.68, 

1033.68, 1037.69, 1045.73, 1045.73, 1057.73, 1060.73, 1065.69, 1066.68, 1074.69, 1090.70, 1107.72, 1107.72, 1157.77, 

1165.77, 1165.77, 1179.79, 1179.79, 1193.81, 1193.81, 1201.81, 1201.81, 1232.80, 1234.88, 1234.88, 1235.73, 1254.81, 

1265.83, 1265.83, 1307.88, 1323.88, 1329.85, 1365.86, 1365.86, 1381.86, 1390.89, 1434.99, 1476.01, 1476.01, 1658.05, 

1708.04, 1708.04, 1717.12, 1742.00, 1792.02, 1792.02, 1795.09, 2211.46, 2211.46, 2225.47, 2384.33 

 

 Matched peptides shown in Bold Red 

 

         1 MSLSSKLTVK DLDVTGKRVF IRVDFNVPLD GKKITSNQRI VAALPTIQYV  

       51 LEKKPKAIVL ASHLGRPNGE VNDKYSLAPV ADELSRLLQK PVTFLHDCVG  

     101 EEVTNAVNNA KDGEVFLLEN LRFHIEEEGS RKVDGNKVKA DKAAVTKFRE  

     151 QLSSLADVYV NDAFGTAHRA HSSIVGFDLP NRAAGFLLSK ELQYFAKALE  

     201 NPTRPFLAIL GGAKVADKIQ LIDNLLDKVD SLIIGGGMAF TFKKVLENTE  

     251 IGDSIYDAAG AELVPKLVEK AKKNNVKIVL PTDFVIGDKF SADANTKVVT  

     301 DKEGIPSGWQ GLDNGPESRK AFAATVAEAK TIVWNGPPGV FEFAPFAKGT  

     351 EALLDAVVAS SQAGNTVIIG GGDTATVAKK YGVVDKISHV STGGGASLEL  

     401 LEGKELPGVT FLSNKQ 

 

 

file:///I:/mAsTer's%20sTudiEs/theses/data%20thesis/MALDI%201492011/huda/New%20Folder/H21_file/PGK_KLULA.html


Appendices  

 

154 
 

2.     RFC5_NEUCR        Mass: 39895    Score: 18     Expect: 1.1e+002  Queries matched: 9 

  Replication factor C subunit 5 (Replication factor C5) (Probable activator 1 subunit 5) - Neurospor 

       Observed   Mr(expt)   Mr(calc)    Delta  Start    End  Miss  Ions  Peptide 

  913.55   912.55   912.56   -0.02   106  -  113   0   ---   R.VVVQDLLK.E 

  1232.80   1231.79   1231.68    0.11    58  -  68   1   ---   K.ELYGPGVEKIK.I 

  1307.88   1306.87   1306.75    0.12   179  -  190   1   ---   R.CLLVRVAAPTHK.E 

  1320.80   1319.79   1319.68    0.11   191  -  202   1   ---   K.EICDVLASSAKK.E + Carbamidomethyl (C) 

  1320.80   1319.79   1319.68    0.11   191  -  202   1   ---   K.EICDVLASSAKK.E + Carbamidomethyl (C) 

  1365.86   1364.85   1364.74    0.11   131  -  142   0   ---   K.VVVINEADHLTR.D 

  1365.86   1364.85   1364.74    0.11   131  -  142   0   ---   K.VVVINEADHLTR.D 

  1708.04   1707.03   1706.93    0.10   328  -  341   1   ---   K.VIFHLEAFVAKFMR.I 

  1708.04   1707.03   1706.93    0.10   328  -  341   1   ---   K.VIFHLEAFVAKFMR.I 

       

No match to: 807.53, 825.23, 832.62, 835.19, 842.64, 842.64, 847.58, 854.19, 855.19, 856.66, 856.66, 861.20, 864.63, 

865.15, 865.15, 868.66, 870.16, 870.68, 870.68, 871.17, 877.18, 887.14, 887.14, 903.12, 973.69, 993.66, 1033.68, 1033.68, 

1037.69, 1045.73, 1045.73, 1057.73, 1060.73, 1065.69, 1066.68, 1074.69, 1090.70, 1106.71, 1107.72, 1107.72, 1109.68, 

1157.77, 1165.77, 1165.77, 1179.79, 1179.79, 1184.79, 1193.81, 1193.81, 1201.81, 1201.81, 1234.88, 1234.88, 1235.73, 

1254.81, 1265.83, 1265.83, 1316.74, 1323.88, 1329.85, 1332.79, 1381.86, 1390.89, 1434.99, 1476.01, 1476.01, 1658.05, 

1717.12, 1742.00, 1792.02, 1792.02, 1795.09, 2211.46, 2211.46, 2225.47, 2384.33 

 

 Matched peptides shown in Bold Red 

 

         1 MALIVDKHRP RSLDALTYHT ELSERLRSLA QSGDFPHLLV YGPSGAGKKT  

       51 RIVATLKELY GPGVEKIKID ARVFQTSSNR KLEFNIVASV YHLEITPSDV  

     101 GNYDRVVVQD LLKEVAQTQQ VDLSAKQRFK VVVINEADHL TRDAQAALRR  

     151 TMEKYSPNLR LILLANSTAN IIAPIRSRCL LVRVAAPTHK EICDVLASSA  

     201 KKEGWPIVKG LHQRIAEESG RNLRRALLMY EAVYAQNEKV TDSTPIPPPD  

     251 WEALIGQIAK EIMEEHTPAR ILQVRAKLYD LLTHCIPATI ILKTLTFKLI  

     301 PLIDDALKAD VIYWSAFYEH RIRTGTKVIF HLEAFVAKFM RIFEMYLMSM  

     351 DL 
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3.     RMAR_WILMR        Mass: 44348    Score: 14     Expect: 3.3e+002  Queries matched: 5 

  Mitochondrial ribosomal protein VAR1 - Williopsis mrakii (Yeast) (Hansenula mrakii) 

       Observed   Mr(expt)   Mr(calc)    Delta  Start    End  Miss  Ions  Peptide 

  1184.79   1183.78   1183.67    0.12   281  -  290   0   ---   K.YLIGLSMLFK.G 

  1235.73   1234.72   1234.69    0.03   305  -  315   1   ---   K.EKLLFGSLSNK.L 

  1381.86   1380.86   1380.74    0.12   335  -  345   1   ---   K.YLNFDININKK.Y 

  1795.09   1794.09   1793.95    0.14   133  -  147   1   ---   K.MINNKHTLYYGSLIK.D 

  2225.47   2224.46   2224.25    0.21   272  -  290   1   ---   K.ITNELLVNKYLIGLSMLFK.G + Oxidation (M) 

       

No match to: 807.53, 825.23, 832.62, 835.19, 842.64, 842.64, 847.58, 854.19, 855.19, 856.66, 856.66, 861.20, 864.63, 

865.15, 865.15, 868.66, 870.16, 870.68, 870.68, 871.17, 877.18, 887.14, 887.14, 903.12, 913.55, 973.69, 993.66, 1033.68, 

1033.68, 1037.69, 1045.73, 1045.73, 1057.73, 1060.73, 1065.69, 1066.68, 1074.69, 1090.70, 1106.71, 1107.72, 1107.72, 

1109.68, 1157.77, 1165.77, 1165.77, 1179.79, 1179.79, 1193.81, 1193.81, 1201.81, 1201.81, 1232.80, 1234.88, 1234.88, 

1254.81, 1265.83, 1265.83, 1307.88, 1316.74, 1320.80, 1320.80, 1323.88, 1329.85, 1332.79, 1365.86, 1365.86, 1390.89, 

1434.99, 1476.01, 1476.01, 1658.05, 1708.04, 1708.04, 1717.12, 1742.00, 1792.02, 1792.02, 2211.46, 2211.46, 2384.33 

 

 

Matched peptides shown in Bold Red 

 

         1 MTNNKKLYLY KLSSKAMNYS MDKNERNVLY LNKYLHEYNN KGTKLQNSNM  

       51 MNSWNNQLYK FNKNEVINTL LTDKLVSKLL VKLFVIKEMG INNPSYLQGS  

     101 QMGRRIFINR PKFKHTINTV YINFNYNDTN MKMINNKHTL YYGSLIKDIN  

     151 NILGCFNYKN HNNELFNIAT YLSGLYNKKV MIMPNKMKYN YNDNVIFNSS  

     201 ISYDLDKYKG GLAGKTYSKL LRDNIPMNNS LSIKNNYMTN IINNNNIKYN  

     251 NMISNNSLNI KDIYKSFDIN KITNELLVNK YLIGLSMLFK GKNIKKAGVS  

     301 RSIKEKLLFG SLSNKLYRKN SGLLVYKNNN NTTKYLNFDI NINKKYKLNY  

     351 MPNHHAISQL SKVNKAKTGV YGISVKLNTI 
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i. Technical manual for ACE Kit-WST 
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ii. Technical manual for Pierce BCA Protein Assay Kit 
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