
Algorithms in Bioinformati
s I, WS2002/3Assignment sheet # 14Daniel HusonJanuary 27, 2003Finding the proper fold for two proteins.The protein sequen
e for mysterin is:>mysterinANDIQLNQKLSVDAKGAKQPIDTRAVNERYPHAVLFGGTCGGTIISPTWILTAGHCTLFNDGRGVLAGTNNSDVSGVYRFTKRLIIHPLFSVGPYWLNAEEFNLKQVAARWDFLLAELEEPLPLDGKIMAAAKLDDQPDLPAGLDVGYAGYGTDHHGGTMRSEMHAMELSVQSNEVCSKLEQFEAKDMLCAKGRPPRYDSACNGDSGSGLVDNNGRLVGVASWVENDAFECRNGNLVVFSRVSSVREWIRQVTNIThe protein sequen
e for enigmin is:>enigminDDTNAPLCLCDEPGILGRKEFVSDATKTIIEKAVEEVAKEGGVSGRGFSLFSHHPVFRECGKYECRTVRPEHSRCYNFPPFIHFKSECPVSTRDCEPVFGYTAAGEFRVIVQAPRAGFRQCVWQHKCRYGSNNCGFNGRCTQQRSVVRLVTFNLEKNGFLCETFRTCCGCPCRSFBoth sequen
es are 
ontained in the �le:www-ab.informatik.uni-tuebingen.de/tea
hing/ws02/abi1/assign/prot.fastaYour assignment is to evaluate several programs in �nding the proper fold for these proteins.1 Run two threading programs and determine the fold (4 points)Run at least two threading programs to see if you 
an determine the proper fold.For example, use� 123D, or� TOPITS.The output from these programs should list (and is often hotlinked to) the 
oordinate �les of thestru
tures listed as hits. Try to look at the stru
tures of the hits, or look at their sequen
e entriesin SwissProt to see what family they belong to. Do you see hits that 
luster into one family? Dothe hits 
orrespond to similar stru
tures? Note that multiple hits in one family are more reliablethan hits in a variety of families. Assign ea
h protein to a family based on threading analysis.



2 Run additional analyzes (4 points)Run at least two other analysis from the list below for the two proteins, for example:� BLAST version 2,� BLOCKS, or� PhD.How do the results from the threading vs. sequen
e/se
ondary stru
ture-based sear
hes 
ompare?To what families would you assign mysterin and enigmin?3 Multiple alignment (2 points)Constru
t a multiple sequen
e alignment of either protein with several homologs.

Due by 10am, Monday, Feb 3, 2003.(Sour
e: http://instru
t1.
it.
ornell.edu/
ourses/biobm732)2


