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Fig  2 
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Fig  3 
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Fig 7 

FPR2 protein BLAST 
 

Query = Homo sapiens 
Sbjct = Mus musculus 
 

  Identities Positives Gaps  

  267/350(76%) 300/350(85%) 0/350(0%)  
 

Query  1    METNFSTPLNEYEEVSYESAGYTVLRILPLVVLGVTFVLGVLGNGLVIWVAGFRMTRTVT  60 

            ME+N+S  LN  E V Y+S    VL IL +VV+ +TF LGVLGNGLVIWVAGFRM  TVT 

Sbjct  1    MESNYSIHLNGSEVVVYDSTISRVLWILSMVVVSITFFLGVLGNGLVIWVAGFRMPHTVT  60 

 

Query  61   TICYLNLALADFSFTATLPFLIVSMAMGEKWPFGWFLCKLIHIVVDINLFGSVFLIGFIA  120 

            TI YLNLALADFSFTATLPFL+V MAM EKWPFGWFLCKL+HIVVD+NLFGSVFLI  IA 

Sbjct  61   TIWYLNLALADFSFTATLPFLLVEMAMKEKWPFGWFLCKLVHIVVDVNLFGSVFLIALIA  120 

 

Query  121  LDRCICVLHPVWAQNHRTVSLAMKVIVGPWILALVLTLPVFLFLTTVTIPNGDTYCTFNF  180 

            LDRCICVLHPVWAQNHRTVSLA KV+VGPWI AL+LTLP+F+FLTTV IP GD YCTFNF 

Sbjct  121  LDRCICVLHPVWAQNHRTVSLARKVVVGPWIFALILTLPIFIFLTTVRIPGGDVYCTFNF  180 

 

Query  181  ASWGGTPEERLKVAITMLTARGIIRFVIGFSLPMSIVAICYGLIAAKIHKKGMIKSSRPL  240 

             SW  T EE+L  AIT +T RGIIRF+IGFS+PMSIVA+CYGLIA KI+++ ++ SSRPL 

Sbjct  181  GSWAQTDEEKLNTAITFVTTRGIIRFLIGFSMPMSIVAVCYGLIAVKINRRNLVNSSRPL  240 

 

Query  241  RVLTAVVASFFICWFPFQLVALLGTVWLKEMLFYGKYKIIDILVNPTSSLAFFNSCLNPM  300 

            RVLTAVVASFFICWFPFQLVALLGTVW KE L  G YKI+D+ VNPTSSLA+FNSCLNPM 

Sbjct  241  RVLTAVVASFFICWFPFQLVALLGTVWFKETLLSGSYKILDMFVNPTSSLAYFNSCLNPM  300 

 

Query  301  LYVFVGQDFRERLIHSLPTSLERALSEDSAPTNDTAANSASPPAETELQA  350 

            LYVF+GQDFRER IHSLP SLERALSEDS  T+D++ +S SPPA+ EL+A 

Sbjct  301  LYVFMGQDFRERFIHSLPYSLERALSEDSGQTSDSSTSSTSPPADIELKA  350 

 

 
Sbjct = Macaca mulatta 
 

  Identities Positives Gaps  

  336/348(97%) 343/348(98%) 0/348(0%)  

 

Query  4    NFSTPLNEYEEVSYESAGYTVLRILPLVVLGVTFVLGVLGNGLVIWVAGFRMTRTVTTIC  63 

            NFSTPL+EYEEVSYESAGYTVL+ILPLVVLGVTFVLGVLGNGLVIWVAGFRMTRTVTTIC 

Sbjct  1    NFSTPLSEYEEVSYESAGYTVLQILPLVVLGVTFVLGVLGNGLVIWVAGFRMTRTVTTIC  60 

 

Query  64   YLNLALADFSFTATLPFLIVSMAMGEKWPFGWFLCKLIHIVVDINLFGSVFLIGFIALDR  123 

            YLNLALADFSFTATLPFLIVSMAMGEKWPFGWFLCKLIHIVVDINLFGSVFLIGFIALDR 

Sbjct  61   YLNLALADFSFTATLPFLIVSMAMGEKWPFGWFLCKLIHIVVDINLFGSVFLIGFIALDR  120 

 

Query  124  CICVLHPVWAQNHRTVSLAMKVIVGPWILALVLTLPVFLFLTTVTIPNGDTYCTFNFASW  183 

            CICVLHPVWAQNHRTVSLAMKVIVGPWILALVLTLPVFLFLTTVTIPNGDTYCTFNFASW 

Sbjct  121  CICVLHPVWAQNHRTVSLAMKVIVGPWILALVLTLPVFLFLTTVTIPNGDTYCTFNFASW  180 

 

Query  184  GGTPEERLKVAITMLTARGIIRFVIGFSLPMSIVAICYGLIAAKIHKKGMIKSSRPLRVL  243 

            GGTPE+RLKVAITMLTARGIIRFVIGFS+PMSIVA CYGLIAAKIHKKGMIKSSRPLRVL 

Sbjct  181  GGTPEKRLKVAITMLTARGIIRFVIGFSMPMSIVATCYGLIAAKIHKKGMIKSSRPLRVL  240 

 

Query  244  TAVVASFFICWFPFQLVALLGTVWLKEMLFYGKYKIIDILVNPTSSLAFFNSCLNPMLYV  303 

            TAVVASFFICWFPFQLVALL TVWLKE+L  GKYKII+ILVNPTSSLAFFNSCLNPMLYV 

Sbjct  241  TAVVASFFICWFPFQLVALLSTVWLKEILVDGKYKIINILVNPTSSLAFFNSCLNPMLYV  300 

 

Query  304  FVGQDFRERLIHSLPTSLERALSEDSAPTNDTAANSASPPAETELQAM  351 

            FVGQDFRERLIHSLPTSLERALSEDSAPTNDTAA+ ASPPAETELQAM 

Sbjct  301  FVGQDFRERLIHSLPTSLERALSEDSAPTNDTAASCASPPAETELQAM  348 

 
 


