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Sequence Coverage Map - User Defined 

Created on 09/09/22 
Minimum MS Signal = 0 
Data File = Unknown-G.raw 
Protease = Chymotrypsin 

Proteins Number of MS Peaks MS Peak Area Sequence Coverage Abundance (mol) 

1:translated protein 11 100.0% 33.9% 100.00% 

Unidentified 0 0.0%   

 
Minimum Recovery = 0% 
Minimum Recovery of Overlapping Peptides = 0% 
Minimum Confidence = 0 
Maximum Mass = 11000 
 
Color code for peptide recovery  
>50.0% >20.0% >10.0% >5.0% >2.0% >1.0% >0.5% >0.2% >0.1% >0.0% 
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No. Identification Positions Peptide Sequence Mod ∆ ppm Conf. Score Best ASR ID Type RT M/Z Charge St. Mono Mass Exp. Avg Mass Exp. Mono Mass Theo. Missed Cleavages MS Area Protein
103 1:L80-W81 = 317.1739m 80-81 LW None 1.95 98.8 1 MS2 12.71 318.182 1 317.1746 317.33 317.1739 1 523699.78 translated protein
111 1:H21-F29 = 901.4658m 21-29 HAGVISTAF None 1.35 100 1.1 MS2 15.12 451.741 2 901.467 901.85 901.4658 0 1436181 translated protein
122 1:V5-F8 = 514.2904m 5-8 VHLF None 1.5 99.6 1 MS2 19.5 515.298 1 514.2911 514.52 514.2904 1 835549.5 translated protein
123 1:L4-F8 = 627.3744m 4-8 LVHLF None -0.46 98.6 1 MS2 19.5 314.694 2 627.3741 627.65 627.3744 2 3351740.25 translated protein
129 1:G17-F29 = 1286.6619m[nonspecific]17-29 GSQLHAGVISTAF nonspecific 2.06 100 1.4 MS2 20.64 644.34 2 1286.6646 1287.3 1286.6619 1 1424578.5 translated protein
130 1:A72-L77 = 568.3584m 72-77 APVGLL None 2.06 99.8 1 MS2 20.75 569.367 1 568.3596 568.64 568.3584 1 4015463.25 translated protein
161 1:L66-W71 = 701.3748m[nonspecific]66-71 LLPSSW nonspecific 2.08 100 1 MS2 23.62 702.384 1 701.3763 701.71 701.3748 2 2553038 translated protein
181 1:F3-F8 = 774.4428m 3-8 FLVHLF None 1.21 100 1 MS2 29.22 388.229 2 774.4438 774.77 774.4428 3 1096006 translated protein
182 1:A78-W81 = 535.2795m 78-81 AFLW None 1.73 99.8 1.3 MS2 29.73 536.288 1 535.2804 535.53 535.2795 2 1832013.25 translated protein
183 1:S105-L116 = 1345.7341m 105-116 SDKLLETEVSLL None 1.59 100 1.5 MS2 29.95 673.875 2 1345.7362 1346.38 1345.7341 3 1675398.5 translated protein
207 1:L84-L94 = 1079.5651m[nonspecific]84-94 LGASASFPAFL nonspecific 1.73 100 1.2 MS2 35.41 540.791 2 1079.567 1080.14 1079.5651 3 1119591 translated protein
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No.103 LW (1+) 

 

 

 



 

  



No.111 HAGVISTAF (2+) 

 

 

 

  



 

  



No.122 VHLF (1+) 

 

 

 

  



 

  



No.123 LVHLF (2+) 

 

 

 

 



 

  



No.129 GSQLHAGVISTAF (2+) 

 

 

 

 



 

  



No.130 APVGLL (1+) 

 

 

 

 



 

  



No.161 LLPSSW (1+) 

 

 

 

 



 

  



No.181 FLVHLF (2+) 

 

 

 

 



 

  



No.182 AFLW (1+) 

 

 

 

 



 

  



No.183 SDKLLETEVSLL (2+) 

 

 

 

 



 

  



No.207 LGASASFPAFL (2+) 

 

 

 

 



 



 

 

Sequence Coverage Map - User Defined 

Created on 09/09/22 
Minimum MS Signal = 0 
Data File = Unknown-C.raw 
Protease = Glu-C 

Proteins Number of MS Peaks MS Peak Area Sequence Coverage Abundance (mol) 

1:translated protein 5 100.0% 18.7% 100.00% 

Unidentified 0 0.0%   

 
Minimum Recovery = 0% 
Minimum Recovery of Overlapping Peptides = 0% 
Minimum Confidence = 0 
Maximum Mass = 11000 
 
Color code for peptide recovery  
>50.0% >20.0% >10.0% >5.0% >2.0% >1.0% >0.5% >0.2% >0.1% >0.0% 

good fair poor 

translated protein 

1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24 25 26 27 28 29 30 31 32 33 34 35 36 37 38 39 40 41 42 43 44 45 46 47 48 49 50 
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No. Identification Positions Peptide Sequence Mod Site ∆ ppm Conf. Score Best ASR ID Type RT M/Z Charge St. Mono Mass Exp. Avg Mass Exp. Mono Mass Theo. Missed Cleavages MS Area
101 1:G100-K107 = 858.4811m[nonspecific]100-107 GLQVLSDK nonspecific 1.92 100 1.1 MS2 9.72 430.249 2 858.4827 858.8 858.4811 1 809016.06
131 1:V113-S117 = 517.3112m[nonspecific]113-117 VSLLS nonspecific 1.29 89.5 1 MS2 15.12 518.319 1 517.3118 517.53 517.3112 0 379157.94
178 1:G100-E110 = 1213.6918m 100-110 GLQVLSDKLLE None 1.08 100 1.6 MS2 25.77 607.854 2 1213.6931 1214.29 1213.6918 1 2608572.25
193 1:G100-E110 = 1213.6918m(K107+43.0072)100-110 GLQVLSDKLLE 43.0072 K107 1.05 100 1.8 MS2 32.25 629.357 2 1256.7003 1257.31 1256.699 1 737955.12
217 1:L84-E99 = 1621.8352m[nonspecific]84-99 LGASASFPAFLQSVVE nonspecific 1.15 100 1.2 MS2 40.26 811.926 2 1621.837 1622.75 1621.8352 0 3005006.5
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No.101 GLQVLSDK (2+) 

  

 

 

 



 

  



No.131 VSLLS (1+) 

  

 

 

 



 

 

 

  



No.178 GLQVLSDKLLE (2+) 

  

 

 

  



 

  



No.193 GLQVLSDKLLE(K8+43.00720) (2+) 

 

 

 

 

  



 

  



No.217 LGASASFPAFLQSVVE (2+) 

  

 

 

 



 



R20220500809_MIDP16 05/27/22 21:18:19

RT: 0.00 - 60.00
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R20220500809_MIDP16, Cmpd 4255, +MSn(344.1867), 7.63 min Seq: YHDPR
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R20220500809_MIDP16, Cmpd 4093, +MSn(329.6523), 7.47 min Seq: CEPPR
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R20220500809_MIDP16, Cmpd 25305, +MSn(814.8502), 31.19 min Seq: GWQMGSAPGFSGGAMR Mod: 4,Oxidation[M] 15,Oxidation[M] 
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R20220500809_MIDP16, Cmpd 29276, +MSn(806.8547), 35.79 min Seq: GWQMGSAPGFSGGAMR Mod: 15,Oxidation[M] 
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R20220500809_MIDP16, Cmpd 33810, +MSn(798.8571), 41.01 min Seq: GWQMGSAPGFSGGAMR
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