
 
R

el
at

iv
e 

in
te

ns
ity

, %

50

100

m/z750700650600550500450

*
744.77( +2)

699.78( +2)

664.01(+3)

652.32(+3)

622.30(+3)

615.28( +3)

609.62
(+3)

594.30(+3)

559.29(+3)

545.62(+3) T T

498.00(+4)

479.26(+2)

450.71(+2)

441.72(+2)

432.73
(+2)

 

200 300 400 500 600 700 800 900 1000 1100 1200

R
el

at
iv

e 
in

te
ns

ity
, %

100

50

744.77 (+2)

FVHDC CYG[K]

m/z

m/z 652(+2): -BYFSYGCYCGLGGLGQPR-GSYGCYCLGGL 
m/z 699(+2): -BXXFVHDCCYGK 
m/z 744(+2): -BXXXFVHDCCYGK 
m/z 545(+3): -BXXKDTYNLQYWLYQK-BXXKDTYNLKYWLYAGK 
m/z 664(+2): -BLTYNLQYWLYQK-BLTYNLKYWLYAGK 
m/z 479(+2): -BYGEGLYQK-BYGEGLYAGK 
m/z 441(+2): -BVVTTCFR 
m/z 432(+2): -BVAVLCFR 
m/z 615(+3): -BQLCECDFVA 
m/z 609(+3): -BXXCECDFV 
m/z 594(+3): -BXXLWQFGT 

Q8QG87 Phospholipase A2 BITP01A(EC 3.1.1.4), Length = 138 
Total Score: 391 
 
Score = 106  
Query:     2 BYFSYGCYCGLGGLGQPR 19 
             +YF YGCYCG GG+GQPR 
Sbjct:    36 KYFYYGCYCGWGGIGQPR 53 
 
Score = 103  
Query:    87 BXXKDTYNLKYWLYGAK 103 
             +  KDTY+ KYWLYGAK 
Sbjct:   113 RDNKDTYDMKYWLYGAK 129 
 
Score = 81  
Query:    43 BXXFVHDCCYGK 54 
             +  FVHDCCYGK 
Sbjct:    58 RCCFVHDCCYGK 69 
 
Score = 58  
Query:   169 BQLCECDFVA 178 
             +Q+CECD VA 
Sbjct:    99 KQICECDRVA 108 
 
Score = 43  
Query:   151 BVVTTCFR 158 
             +V  TCFR 
Sbjct:   106 RVAATCFR 113 
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