
 
 
 Supplemental Figure 1: Growth curve of Lic promastigotes.  The average and standard 

deviation of nine independent experiments are presented.  Each culture was started with 

stationary phase promastigotes diluted at an initial cell density of 1  106 cells/ml (day 0) and 

incubated in cell culture medium for 9 days.  Cells were microscopically enumerated daily.  The 

number of cell divisions (n) and the doubling time (h) for each day of cell culture were 

calculated and are listed below the graph. 
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Supplemental Figure 2. Sterol identification.  Mass spectrum of each GC peak was used to 

search against small molecule library of the National Institute of Standards and Technology 

Library (2001 Version) that was purchased with the GC-MS and the library search program is 

part of its operating software, Xcalibur.  A sterol was positively identified if its mass spectrum 

fairly matched up with one in the library (score of SI and RSI matching factors 800) with a 

probability score 70.  Details about SI, RSI and probability may be found in Library Search 

Results Window of Xcalibur.  There is a main library (mainlib) and also a replicate library 

(replib) for redundant spectra.  So for cholesterol, there is the “mainlib” hit and 3 very similar 

hits in the replib and the all give basically the same SI, RSI, and Prob numbers.  I: cholesterol; II 

and III: two ergosterol isoform stereoisomers termed #1 and #2, respectively; IV: ergosta-7,22-

dien-3b-ol; and V: stigmasta-7-24(28)-dien-3b-ol. 

 



                      10        20        30        40        50        60        70        80        90       100 
                      |         |         |         |         |         |         |         |         |         | 
P15706       ---------------------------------------------------------------------------------------------------- 
A4HUF6       ---------------------------------------------------------------------------------------------------- 
A4HUG0       MKTAGTQRVSAAAAVALAHTRARARKPIGHITVRPCTDIPPSQRRGYRRLTEPHTHLPPTQLHIPSVSRPFSCSTLHTHSGAYTTPTTSSSFRSPSPPPP 
A4I3D1       ---------------------------------------------------------------------------------------------------- 
                                                                                                                  
Prim.cons.   MKTAGTQRVSAAAAVALAHTRARARKPIGHITVRPCTDIPPSQRRGYRRLTEPHTHLPPTQLHIPSVSRPFSCSTLHTHSGAYTTPTTSSSFRSPSPPPP 
 
                    110       120       130       140       150       160       170       180       190       200 
                      |         |         |         |         |         |         |         |         |         | 
P15706       ----------------------------------------------------------------MSVDSSSTHRHRSVAARLVRLAAAGAAVIAAVGTAA 
A4HUF6       ----------------------------------------------------------------MSVDSSSTHRHRSVAARLVRLAAAGAAVIAAVGTAA 
A4HUG0       LAPSLAFSLSPPSPDPPTHPIPLHPPLPRPHARAHRRAQALALALALALATTPHCPQRPRACRAMSVDSSSTHRHRSVAARLVRLAAAGAAVIAAVGTAA 
A4I3D1       --------------------------------------------------------------------------MRRTLLGIAVAFALVCCVVGAGAAQG 
                                                                                        * .   :.   *  ..*  * .: . 
Prim.cons.   LAPSLAFSLSPPSPDPPTHPIPLHPPLPRPHARAHRRAQALALALALALATTPHCPQRPRACRAMSVDSSSTHRHRSVAARLVRLAAAGAAVIAAVGTAA 
 
                    210       220       230       240       250       260       270       280       290       300 
                      |         |         |         |         |         |         |         |         |         | 
P15706       AWAHAGAVQHRCIHDAMQARVRQSVARHHTAPGAVSAVGLPYVTLDT---AAAADRRPGSAPTVVRAANWGALRIAVSTEDLTDPAYHCARVGQHIKRRL 
A4HUF6       AWAHAGAVQHRCIHDAMQARVRQSVARHHTAPGAVSAVGLPYVTLDT---AAAADRRPGSAPTVVRAANWGALRIAVSTEDLTDPAYHCARVGQHIKRRL 
A4HUG0       AWAHAGAVQHRCIHDAMQARVRQSVARHHTAPGAVSAVGLPYVTLDT---AAAADRRPGSAPTVVRAANWGALRIAVSTEDLTDPAYHCARVGQRISTHD 
QA4I3D1      DPERADSEEPRCGFDELEARMIG-----TRVS-VISRVEPPTGELAV---------------AAAATGAWQPIRIAVFTEDISNSSQHCTASGQSRPTFR 
                :*.: : ** .* ::**:         .. .:* *  *   * .                .. :. * .:**** :**:::.: **:  **       
Prim.cons.   AWAHAGAVQHRCIHDAMQARVRQSVARHHTAPGAVSAVGLPYVTLDTGNTAAAADRRPGSAPTVVRAANWGALRIAVSTEDLTDPAYHCARVGQ2IK22L 
 
                    310       320       330       340       350       360       370       380       390       400 
                      |         |         |         |         |         |         |         |         |         | 
P15706       GGVDICTAEDILTDEKRDILVKHLIPQALQLHTERLKVRQVQDKWKVTGMG--DDVCSDFKVPPAHITDGLSNTDFVMYVASVPSEEGVLAWATTCQVFS 
A4HUF6       GGVDICTAEDILTDEKRDILVKHLIPQALQLHTERLKVRQVQDKWKVTGMG--DDVCSDFKVPPAHITDGLSNTDFVMYVASVPSEGDVLAWAATCQVFS 
A4HUG0       SGSTTCTAEDILTDEKRDILVKHLIPQALQLHTERLKVRQVQDKWKVTGMD--DDVCSDFKVPPAHITDGLSNTDFVMYVASVPSEEGVLAWAATCQVFS 
A4I3D1       GGRVTCSAADVLTREKKRVLLELLIPSAVQLHQERLNVQRENGNIVVSPFIKKNSICGQFSIPEEHMKTGVPDADFVLYMSAAPTSGSVIAWAVKCQSFD 
             ..   *:* *:** **: :*:: *:*.*:*** ***:*:: :.:  *: :    .:*  *.:*  *:. *:.::***:*:::.*:. .*:***..** *  
Prim.cons.   GGV2TCTAEDILTDEKRDILVKHLIPQALQLHTERLKVRQVQDKWKVTGMGKKDDVCSDFKVPPAHITDGLSNTDFVMYVASVPSEE2VLAWA2TCQVFS 
 
                    410       420       430       440       450       460       470       480       490       500 
                      |         |         |         |         |         |         |         |         |         | 
P15706       DGHPAVGVINIPAANIASRYDQLVTRVVTHEMAHALGFSVGFFEGARILESISNVRHKDFDVPVINSSTAVAKAREQYGCDTLEYLEIEDQGGAGSAGSH 
A4HUF6       DGHPAVGVINIPAANIASRYDQLVTRVVTHEMAHALGFSDTFFTDKRMLHNVGKIRGKPHNAPVINSSTAVAKAREQYGCDTLEYLEMEDEGGAVSAGSH 
A4HUG0       DGHPAVGVVNIPAANIASRYNQLVTRVVTHEMAHTLGFSVDFFQDASIMHQVSNIRRKTSKVPVLKSRTAVAKAREQYGCDTLEYLEIEDQGGAGSAGSH 
A4I3D1       NGRPSVGVATISPKYITA--EPKTVRVVAHEVLHALGFTRSVFKQQNMLVMAS-FRGK-SPSPVIRSANVVAQAQLHYGCKTQASMELEDEGGKGTVSSH 
             :*:*:*** .*..  *::  :  ..***:**: *:***:  .*    ::     .* *    *::.* ..**:*: :***.:   :*:**:*   : .** 
Prim.cons.   DGHPAVGVINIPAANIASRYDQLVTRVVTHEMAHALGFSVTFF5DARILH5VSN2RGKPS5VPVINSSTAVAKAREQYGCDTLEYLE2EDQGGAGSAGSH 
 
                    510       520       530       540       550       560       570       580       590       600 
                      |         |         |         |         |         |         |         |         |         | 
P15706       IKMRNAQDELMAPAAAAGYYSALTMAIFQDLGFYQADFSKAEVMPWGRNAGCAFLSEKCMERNITKWPAMFCNENEVTMRCPTSRLSLGKCGVTRHPD-L 
A4HUF6       IKMRNAQDELMAPAAAAGYYSALTMAIFQDLGFYQADFSKAEVMPWGRNAGCAFLSEKCMEDGITKWPAMFCN-SDDALRCPTSRLSLGACSLATYQS-L 
A4HUG0       IKMRNAQDELMAPAAAAGYYSALTMAIFQDLGFYQADFSKAEVMPWGRNAGCAFLSEKCMERNITKWPAMFCNENEVTMRCPTSRLSLGKCGVTRHPD-L 
A4I3D1       WKRRSAKDELMAGFSGVGVYSALTIAAMEDTGYYQGNYAKAEPMAYGHEVGCKLSSERCVIKSTSQIPGMFCDAPDAPWSCTSDRRGIGRCILTSYKSNL 
              *  .*:*****  :..* *:***:* ::* *:**.:::*** *.:*::..* : **:*:  . :: *.***:    .  *.:.* .:* * :: :   * 
Prim.cons.   IKMRNAQDELMAPAAAAGYYSALTMAIFQDLGFYQADFSKAEVMPWGRNAGCAFLSEKCMER2ITKWPAMFCNE2222MRCPTSRLSLGKCGVTRY22NL 
 
                    610       620       630       640       650       660       670       680       690       700 
                      |         |         |         |         |         |         |         |         |         | 
P15706       PPYWQYFTDPSLAGISAFMDCCPVVEPYGDGSCAQRASEAGAPFKGFNVFSDAARCIDGAFRPKTSHGIIKSYAGLCANVRCDTATRTYSVQVHGGSGYA 
A4HUF6       PPYWQYFTDPSLAGISAFMDYCPVVVPFGNGSCAQNASKVMAAVQAFNVFSDAARCIDGAFRPKTTETVTNSYAGLCANVRCDTATRTYSVQVRGGSGYA 
A4HUG0       PPYWQYFTDPSLAGISAFMDCCPVVEPYGDGSCAQRASEAGAPFKGFNVFSDAARCIDGAFRPKTSHGIIKSYAGLCANVRCDTATRTYSVQCTAAA--A 
A4I3D1       PTYFQYFGDPRLGGPDPLMDFCPFVRAADDTMCAAKTNALKG-----SVYGVMSRCVDTPAGFSIDDSAVQQHG-ICAEVQCG--SSAYGVKINGASAFR 
             *.* *** ** *.* ..:** **.* .  :  **  :.   .     .*:.  : *:* .   .  .   :.:. :**:*:*.  : :*.*:  ..:    
Prim.cons.   PPYWQYFTDPSLAGISAFMD2CPVV2PYGDGSCAQRASEAGA2FK2FNVFSDAARCIDGAFRPKT2HGIIKSYAGLCANVRCDTATRTYSVQVRG2SGYA 
 
                    710       720       730       740       750       760       770 
                      |         |         |         |         |         |         | 
P15706       NCTPGLRVELSTVSSAFEEGGYITCPPYVEVCQGNVQAAKDGGNA----AAGRRGPRAAATALLVAALLAVAL- 
A4HUF6       SCTPGLRVELSTVSSAFEEGGYITCPPYVEVCQGNVQAAKDGGNA----AAGRRGPRAAATALLVAALLAVAL- 
A4HUG0       TPTARRASELS--------------------------------------------------------------- 
A4I3D1       DCPPGSTYNLSTLSPSFSKG-HLVCPSYESVCAININASLYEEYSRLLTDHSVTGARTSVTAVVAVLLVVLFMG 
               ..    :**                                                                                          
Prim.cons.   NCTPGLRVELSTVSSAFE2GGYITCPPYVEVCQGNVQAAKDGGNARLLTAAGRRGPRAAATAL2VAALLAVALG                           
 
P15706—MSPL1; A4HUF6-LinJ10.0780; A4HUG0-LinJ10.0820; A4I3D1-LinJ28.0580 
 

Supplemental Figure 3. Released MSPs and MLP.  Proteins identified by LC-MS/MS were 

aligned by CLUSTALW software.  Shown in boxes are unique peptides for individual proteins.  

P15706, A4HUF6 and A4HUG0 are all MSPs.  A4I3D1 is MLP. 
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