
Supplementary Figure 1: Alignment of ScClb5p, ScClb6p and AgClb5/6p 
 
                          10        20        30        40        50        60          
                 ....|....|....|....|....|....|....|....|....|....|....|....| 
ScClb5           MGENHDHEQSIKRNSMIYNENERQLCNSNLKILQNKRALSKNDSSSKQQVQDSKPRRALT  
ScClb6           ------------MNCIPSPISER------------KIQINNEDCIGKENAFHTIPR----  
AgClb5/6         -------MSPVGETRRVSDENEAAG-----------ARRRGELAKKRGNTVLGVPRKALG  
 
                          70        80        90       100       110       120         
                 ....|....|....|....|....|....|....|....|....|....|....|....| 
ScClb5           DVPVNNNPLSQNKRIV-AGSKAAKVRREENIRPIVSAVQKR-QIYNDRTAAEQEEEEEEE  
ScClb6           ESSINLTPHSTNE---------KKVLSEVNSNKIDSLQLPRGKLQRDSTHLEKTRKRQLS  
AgClb5/6         AVGVNTRKQERDGAATGSGAGGARGAGTKRMVYHDSEGEETQEPEEKRVSKKAKAERQCP  
 
                         130       140       150       160       170       180      
                 ....|....|....|....|....|....|....|....|....|....|....|....| 
ScClb5           GEDDDAASIVNKKRRIDAEGVSEIVGWQDLDYVEKDDTAMVAEYSAEIFAFLYRRELETL  
ScClb6           NDSTDPIEPKTVKK-IKCH------QWKNLDSIEMDDPFMVAEYTDSIFSHLYEKEIQML  
AgClb5/6         SPAAQTESPEAARGALVREP----HPHRDLDALEADDLTMCVDYTNEIFAHLLQREQETT  
 
                         190       200       210       220       230       240      
                 ....|....|....|....|....|....|....|....|....|....|....|....| 
ScClb5           PSHNYLLDKTSKYYLRPSMRTILVDWLVEVHEKFQCYPETLFLSINLMDRFLAKNKVTMN  
ScClb6           PTHNYLMDTQSPYHLKSSMRALLIDWLVEVHEKFHCLPETLFLAINLLDRFLSQNVVKLN  
AgClb5/6         CVVNYVQERQCAFYIRPSMRAILVDWLIEVHLKFQLLPEALYLAINIMDRYLSTNKVSLS  
 
                         250       260       270       280       290       300      
                 ....|....|....|....|....|....|....|....|....|....|....|....| 
ScClb5           KLQLLAVTSLFIAAKFEEVNLPKLAEYAYITDGAASKNDIKNAEMFMLTSLEFNIGWPNP  
ScClb6           KLQLLCITCLFIACKFEEVKLPKITNFAYVTDGAATVEGIRKAELFVLSSLGYNISLPNP  
AgClb5/6         KLQLVAITSLLIAAKFEEVNLPKLSNYVYITDNAYTVEEVKQSECNILNALEFNIGWPNP  
 
                         310       320       330       340       350       360      
                 ....|....|....|....|....|....|....|....|....|....|....|....| 
ScClb5           LNFLRRISKADDYDPVNRNIGKFILEYAYCCHQFIHLPPSTVSAMAMYIARRMTNRNKNE  
ScClb6           LNFIRRISKADNYCIETRNMAKFIMEYSICCNKFIHLKPSYLAAMSMYIARKIKNENSK-  
AgClb5/6         MNFLRRISKADNYNHNTRNYAKVFLEYAMCCPKFVAITPSVLAAMSMRCAMMLNYGAEGF  
 
                         370       380       390       400       410       420      
                 ....|....|....|....|....|....|....|....|....|....|....|....| 
ScClb5           LWNGTLQHYSGGIDPIHDEAFQSLCIDLVKDIASSKTHLDSLILKYKKPRYGSVYFQTFK  
ScClb6           -WDETFIHYSGGIDIESDPAFKDFISELVEDIAVPDTNLDSLRLKYKKPKHGMVYFKVFD  
AgClb5/6         EWDDTMEWYSSMATTSAKFDFQKLCDDLIKDIQEPSTQLNALIYKYKKLG---LWVAVKT  
 
                         430       
                 ....|....|....|.. 
ScClb5           WCTSEMHSNFQNLFNLK  435 aa 
ScClb6           WCKQKR-----------  380 aa 
AgClb5/6         WCDEQKIVR--------  405 aa 
 
 Cyclin-box (AgClb5/6p: N [145-274 aa], C [276-399 aa]) 
 

 Putative S/TP phosphorylation sites 
 

 Putative D-box (AgClb5/6p: db1: 22-31 aa; db2: 38-47 aa)   KEN-box  
 

Putative bipartite Nuclear Localization Signal (NLS; AgClb5/6p: 8-24 aa) 
 

Putative Nuclear Export Signal (NES; AgClb5/6p: 214-222 aa)  

• Hydrophobic patch (AgClb5/6p: 177, 181 and 184 aa) 

• Salt bridge (AgClb5/6p: 187 aa)     Cross Jacobson, 2000 

• H-bond (AgClb5/6p: 221 aa) 
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