
CDS 16116  1 MQAKAPMYPNEPFLVFWNAPTTQCRMRYKVDLDLKTFHIVTNANDSLSGSAVTIFYPNHL 60 
  MQAKAPMY NEPFLVFWNAPTTQCR+RYKVDLDLKTFHIV+NANDSLSGSAVTIFYPNHL 
A3QVN3 24 MQAKAPMYRNEPFLVFWNAPTTQCRLRYKVDLDLKTFHIVSNANDSLSGSAVTIFYPNHL 83 
 
CDS 16116  61 GVYPHIDDRGHFFHGIIPQNESLTKHLDKSKSDINRIIPLNTFHGLGVIDWENWRPQWDR 120 
  GVYPHIDDRGHFFHGIIPQNESLTKHL+KSKSDINRIIPL  FHGLGVIDWENWRPQWDR 
A3QVN3 84 GVYPHIDDRGHFFHGIIPQNESLTKHLNKSKSDINRIIPLKAFHGLGVIDWENWRPQWDR 143 
 
CDS 16116  121 NWGSKNVYRNRSIQFAKVLHPQLSEDKIRRLAKKQYEKAAKSFMRDTLLLAEEMRPNGYW 180 
  NWGSKNVYRNRSIQFA+ LHP+LSEDKIRRLAKK+YEKAAKSFMRDTLLLAEEMRP+GYW 
A3QVN3 144 NWGSKNVYRNRSIQFARDLHPELSEDKIRRLAKKEYEKAAKSFMRDTLLLAEEMRPDGYW 203  
 
CDS 16116 181 GYYLYPDCQNYDYKTKGDQYTGKCPEIEMSRNDQLLWLWRDSTALFPNVYLEIILRSSEN 240 
  GYYLYPDCQNYDYKTKGDQYTGKCPEIEMSRNDQLLWLWRDSTALFPNVYLEIILRSS+N 
A3QVN3 204 GYYLYPDCQNYDYKTKGDQYTGKCPEIEMSRNDQLLWLWRDSTALFPNVYLEIILRSSDN 263 
 
CDS 16116 241 ALKFVHHRLKESMRIASMAREDYALPVFAYARPFYAYTFEPLTQ 284 
  ALKFVHHRLKE+MRIASMAREDYALPVFAYARPFYAYTFEPLTQ 
A3QVN3 264 ALKFVHHRLKEAMRIASMAREDYALPVFAYARPFYAYTFEPLTQ 307 
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Figure S2. Pairwise alignment of hyaluronidase-1 proteins. 


