
End term project (Traccia A): 
  
A botanic garden has expanded its collection of plants and it is classifing and catalog them. 
The director wants to create guided tours, arranging plants following their phylogenetic 
relations. A set of sequences in FASTA format of the species to classify is given:  
  

1. Retrieve and annotate all the information useful for classifying the various 
sequences. Using all available resources, you try to find basic information about the 
gender and / or species; For example, habitat where species commonly live, and 
other interesting features. 

2. Help the director in defining the phylogenetic tree for the guided tour. 
3. Produce a report describing the methodology used to conduct the analysis and the 

results obtained with particular attention to the choice of instruments and parameters 
used, indicating, where possible, the reasons why the use of particular settings (if 
different from default) which produced improvements or variations in the search. 
(Bonus) Using the R language, construct a bar chart showing the number of 
elements belonging to each family. 

4. (Bonus) Choose a sequence. Create, using the R language, a bar chart showing the 
occurrences of each character in the sequence (hint: see the commands tabs and 
as.data.frame. What is the difference between the two?) 

5. (Bonus) Compute using the R, medium, median, trend, max and minimum score (one 
among Total, Max score, Total score, Query cover, E value, Ident, justifying the 
choice) obtained during the analysis. 

  
>Unknown1 
RTSISKKRIRKTIWKKKGYWVALKAFSLAKSLSTGNSKSFFVQQIQTLE 
  
>Unknown2 
LXRTXKSCRLRWLNYL 
  
>Unknown3 
MDKFKRDGEEYISYQRRFLYPLLFQEDLYAIAYDHYFNRSSCFEPMENSSSNDRFSFLTVKRLISRIHQQNDLIISFLNCDQNPF
VGHNSSFYSELVLEGPTVVLEVPFLMRSKHSLEKKNEWKSFRSIHSIFSFMEDKFPHPNSIS 
  
>Unknown4 
IVVSGNDVAIKEGDLVKRTGSIVDVPVGKALPGRVVDALGVPIDGKGALQVNEGAERRRVEAKAPGIIERKSVHEPLQTGLKAV
DSLVPIGRGQRELIIGDRQTGKTAIAIDIISNQKRSHRSSGTSDSVYRVHVAIGQKRSTVAQLVQIPPEADALEYSIINAATASD
PAPPQFLAPYSGCAMGEYSRDNGMHALIIYDDPSKQAVAYRQMSLSPRRPPGREAFPGDVFYSHSRLSERAAKRSDQTGAGSL
TALPVIETQAGDVSAYIPTNVIPITDGQICPETELFHRGIRPAINVGLPVSRVGSAAQLKAMKQVRGSSKPESAQYREVAASAQS
GSDLDAAT 
  
>Unknown5 
MASIDAQMRLLVPGKVSEDDKLIEYDALLLDRFLDILQDLHGEDIREMVQECYERSGEYEGKNDPHKLEELGNVLTSLDPGDSI
VVASSFSHMLNLANLAEEVQIAYRRRNKIKRGGFADESNATTESDIEETFKRLVNQLGKSPAEVFDALKNQTVDLVLTAHPTQS
VRRSLLQKHARIRNCLSQLYGKDITPDEKQELDEALLREIQAAFRTDEIRRTPPTPQDEMRAGMSYFHETIWKGVPKFLRRIDTA
LKSIGINERVPYNAPLIQFSSWMGGDRDGNPRVTPEVTRDVCLLARMMAANLYYSQIEDLMFELSMWRCSDELRARALQLHSA
SKKDAKHYIEFWKQIPPNEPFRVILGDVRDKLYNTRERTRQLLSNGISDIPEEVTFTNIDEFLEPLELCYRSLCSTGDQPIADGSL
LDFMRQVSTFGLSFVKLDIRQESDRHSDVADAITRHLGIGSYKEWSEEQRQAWLLSELQGKRPLFGPDLPKTDEVRDVLDTFH
VISELPADNFGAYIISMATAASDVLVVELLQRECHVKKPLRVVPLFEKLADLEAAPAALARLFSINWYRNRIDGKQEVMIGYSDS
GKDAGRLSAGWALYKAQEDLIKVAKEFGIKLTMFHGRGGTVGRGGGPTHLAILSQPPDTIHGSFRVTVQGEVIEQSFGEEHLC
FRTLQRFTAATLEHGMRPPVAPKPEWRELMDEMAVVATKEYRSIVFQDPRFVEYFRSATPELEYGRMNIGSRPSKRKPSGGIES
LRAIPWIFAWTQTRFHLPVWLGFGAAFKHVMEKDIRNLHMLQQMYNEWPFFRVTIDLIEMVFAKGDPGIAALYDKLLVSDDLW
AIGEKLRANYGETKDLLLQVAGHKDLLEGDPYLKQRLRLRDSYITTLNVCQAYTLKRIRDPNYHVNLRPHLSKESSTKPAAELVK
LNPTSEYAPGLEDTLILTMKGIAAGMQNTG 
  
>Unknown6 
GVGFKAGVKDYRLTYFTPDYETKDTDILAAFRMTPQPGVPPEEAGAAVAAESSTGTWTTVWTDGLTSLDRYKGRCYNIEPVAG
EDNQFIAYVAYPLDLFEEGSVTNLFTSIVGNVFGFKALRALRLEDLRIPPAYSKTFIGPPHGIQVERDKLNKYGRPLLGCTIKPKLG
LSAKNYGRAVYECLRGGLDFTKDDENVNSQPFMRWRDRFLFVAESIFKSQAETGEIKGHYLNATAGTCEEMLKRAVFARELGA
PIIMHDYLTGGFTANTSLAFYCRDNGLLLHIHRAMHAVIDRQKNHGIHFRVLAKALRMSGGDHIHAGTVVGKLEGERDLTLGFV



DLLRDDFIEKDRSRGIYFTQDWVSMPGVLPVASGGIHVWHMPALTEIFGDDSVLQFGGGTLGHPWGNAPGGAANRVAVEAC
VQARNEGRDLATEGNEIIREAAK 
  
>Unknown7 
LGNNEVRAVAMSATDGLTRGMGAVDTGAPLSVPVGETTLGRISNVLGEPVDNLGPVRSSVTSPIHRSAPAFTQLDTKLSIFETG
IKVVDLLAPYRRGGKIGLFGGAGVGKTVPITELINNIAKAHGGVSVSGGVGERTREGNDLYMEMKESKVINEQNISESKVALVY
GQMNEPPGARMRVGSTALTMAEYFRDVNKQDVLLFIDNIFRFVQAGSEVSALLGRMPSAVGYQPTLGTEMGSLQERITSTKEG
SITSIQAVYVPADDLTDPAPATTSAHLDATTVLSRGLAAKGIYPAVDPLDSTSTMLQPWIVGEEHYETAQGVKQTLQRYKELQDI
IAIPGLDELSEEDRLTVARARKIERFLSQPFFVAEVFTGSPGKYVSLSETIKGFQMILSGELDTLPEQAFYLVGNIDEATAKAAALQ
VEG 
  
>Unknown8 
MLQFPALSHLNLSGLILRLLLGSIILLLIPDSRIQLIRSIGPRTFLITFLYSPFFWIEFDNSTAKFQFVE 
SIRWPPYSNINLYIGIDGIFLSSAVLTTFLIPIRISVGWSSIKSYKKEYMIAFLIRESLMIAVSRMSDFL 
LFHVFFESVSISMFRQRKIQAAYQSFLYTLSGFVFMLLAISSISFQTGTTDLRILLTTESSEWRQVLLRI 
AFFASFAVKVPMVPVHIRLPEAYVEAPTAGSVISAGILSKLGTYGSLRFSILMFPEVTFFFISFICTLSV 
IAIIYTPLTTVRQIDLKKMIAYFSVAHMNFVTIGMFSLNIQGIEGSISPMLSHGLVLLAPPLCVGALYDR 
HKTRLVKYYGGLVSTMSIFCTISLFFTLANMSLLGSSSFIGEFLILIGAFERNSLVATPAALGMILGAAY 
FLWLYNCVVFGNFKPNFLKKFSDLNRREVFISLLFIVGVIWMGVYLEVFLECMYTCVSNLVQHGKFD 
  
>Unknown9 
MFEHDFLALFPEIFLINATIILLIYGVVFSTSKKYDYPPLVCNVSWLGLLSVLITILLVASSTPLTVANL 
FYNNLIIDNFTYFCQIFLLISTASTIVMCLGYFKEESLNAFESIVLILLSTCSMLFMISAYDLIAMYLAIELQSLCFYVIAASKRDSEF
STEAGLKYFILGAFSSGILLFGCSMIYGFTGVTNFEELAKIFTGYEITLFGAQSSGIFMGILFIAVGFLFKITAVPFHMWAPDVYEG
SPTLVTAFFSIAPKISILANMVRVFIYSFYDPTWQQLFFFCSIASMILGALAAMAQNKVKRLLAYSSIGHVGYLFIGFSCGTIEGIQ
SLLIGVFIYVLMTINVFAIVLALRQNRFKYIADLGALAKTNPILAITLSITMFSYAGIPPLAGFCSKFYLFFAALGCGAYLLALIGVVT
SVISCFYYIRFVKIMYFDTPKKWILYKAMDREKSLLLAITLFLISFFFLYPSPLFLVSHQMALSLCL 
  
>Unknown10 
MEEFQVYLELNRSRRHDFLYPLIFREYIYALAHDHGLNKSMIFLENQGYVNKFSSLIVKRLIIRMDQQNHLIISANDSNQNPFFG
HNNNLYSQMISAGFAVIVEIPFSLRLVSYSQGEEVAKSHNLQSIHSIFPFLEDKFSHLNYVLDVLIPHPIHLEILVQALRYWVKDA
SSLHLLRFSLYEYCNLKSFITPKKSISIFNPRLFFFLYNSHACEYESIFLFLRNQSSHLRSTSSGVFLERIYFYGKIEYLLEVFYNDFQ
NNLWLFKDPFIHFIRYQGKAILASKDTSLLMNKWKYYFVDLWQYHFYMWSQSGRVRINQLSKYSLDFLGYLSSVRLNPSVVRS
QMLENSFIIDNAMKKLDTRIPIISLIGSLSKAKFCNTLGHPISKPTWADSSDSDIIDRFVRICRNLSHYHSGSSKKKSLYRIKYIL
RFSCVKTLARKHKNTVRAFLKRLGSEFLEEFFTETEEEHVFSLIFPRVFFTSRKLYRGRIWYLDIICINALVNHE 
 
 


