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Appendix A 

Supplementary data for chapter 2 

CLUSTALX protein colouring: 

Green Thr, Ser, Gin, Asn 

Cyan Ala, Val, Ile , Leu, Met, Phe, Trp 

Blue Tyr, His 

Magenta Asp , Glu 

Yellow Pro 

Orange Gly 

Pink Cys, Lys, Arg 

Swissprot accession numbers for multiple sequence alignment 

Bos taurus P50243 

Homo sapiens P17707, Q9BWK4 

Mesocricetus auratus P28918 

Mus musculus P31154 

Rattus norvegicus Pl7708 

Xenopus laevis P79888 

Drosophila melanogaster P91931 , P91925, Q9VKY9 

Caenorhabditis elegans 002655 

Onchocerca volvulus Q27883 

Leishmania donovani Q25264 

Trypanosoma brucei brucei P50244 

Trypanosoma cruzi 076240, Q9UAD2 

Arabidopsis thaliana Q96286, Q96531 , Q9M893 

Brassica juncea Q42613 

Catharanthus roseus Q42679 
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Datura stramonium 

Dianthus caryophyllus 

Helianthus annuus 

Hordeum chilense 

Zea mays 

Nicotiana sylvestris 

Oryza sativa 

Pisum sativum 

Pharbitis nil 

Solanum tuberosum 

Spinacia oleracea 

Nicotiana tabacum 

Saccharomyces cerevisiae 

Q96555 

Q39676 

065354 

Q42829 

024575 

080402 

024215 , 081269 

Q43820 

Q96471 

Q04694 

P46255 

004009, 049005 

P21182 

 
 
 



 
 
 



 
 
 



 
 
 



 
 
 



91 

Appendix B 

Supplementary data for chapter 4 


Table B.1: Hits identified from virtual screening against the internal LUDI BIOSYM database 
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Table B.2: Hits identified from vir tual screening against the ACD database 
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Table B.3: Hits identified from virtual ",,,.'=11111K the Ncr database 
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