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FIG. S1. Sedimentation analysis of SmD1-P-copurified proteins. An eluate of a standard SmD1-

PTP purification was sedimented through a linear 10-40% sucrose gradient which was

fractionated from top to bottom. Fraction 20 was combined with the resuspension of pelleted

material (20 + P). Proteins from each fraction were separated by SDS-PAGE and stained with

Sypro ruby as described in Schimanski et al. (2005, Mol. Cell. Biol. 25:7303-7313). Marker

proteins with known S-values were analyzed in parallel gradients. Total RNA was prepared from

aliquots of the gradient fractions and analyzed by the primer extension assays specified in the

methods section. Since the RNAs were only partially stable during the run of the experiment,

peak abundances could only be determined for the SL RNA (SL) and the U2 and U4 snRNAs.

Sizes of marker (M) proteins are specified on the right.



  Figure S2 

 

 
 
 
 
PRP4 WD40 repeat domain 
... ... ...................*...*.....**2...........**.......*...*.....**3..........** ... 
Hs. 233 PISYCHFS[.0]PNSKMLATACWSGLCKLWSVPDCN-LLHTLRGHNT[22]ASCAADGSVKLWSLDSDEPVADIEGH 322 
Xt. 217 PLSFCHFS[.0]PNSKMLATGCWSGLCKLWSVPDCN-LIRTLRGHNT[22]ASCAADGSVKLWNLESDEPVADIEGH 306 
Dr. 218 PISYCQFS[.0]PNSKLLVTASWSGLCKLWKVPDCT-LIRTLRGHNT[22]ASCAADGSVKLWSLDSDEPIADIEGH 307 
Dm. 263 PVSSAAFS[.0]EDSSLLLTSSWSGLCKLWSVPDCE-LKQTLRGHAS[21]ASGGHDGAVKLWGFNNEESIADITGH 351 
At. 257 PLTGCSFS[.0]RDGKILATCSLSGVTKLWEMPQVTNTIAVLKDHKE[14]ATASADRTAKLWKTDG-TLLQTFEGH 338 
Sc. 177 PISAVSLS[.0]TDDMVVATGSWAGDLQVLNSQTLQPLTQKLDSHVG[15]ISCAEDGLIKNFQYSNEEGGLRLLGD 260 
Sp. 173 PIAIVRFS[.0]NNGNHFASGSWGGQVKVWNSDNLS-EVQLFRGHTD[23]ATGAADNTVCLWKASQSTPLLRLEGH 264 
Tb. 221 VRHLAAHP[.0]IQPLFFSTTMFDSRIAMWRISTQPLDDTSNAGESG[.0]SSVAGANGGTGAVADTNLFLKRVALS 289 
Tco 222 VRHIAVHP[.0]LVPLFFSVTMFDTRISIWRVTSS---SESIACTTG[.0]GSCADTSTFTDSGAVNDLLLERLPLG 287 
Tv. 224 VQHVEAHP[.0]TQSILFSTTMFDRRITIWRYS---------AAPNS[.0]AAISGQ--NDAVDAT----LERVVMS 277 
Tc. 226 VRHLAVHP[.0]AAPLVFSTTMFDYTIAVWRITGESFVDGDDNKTNN[.0]TVVSASSVKHSARVG----LERVDRS 290 
Lm. 168 VKSVVVHP[10]ATSFAFTASMFQRVVRVWRVTLGGGDSDAPDQDSG[.0]ALLQPLTTSPIKSAET------VDNS 240 
Li. 168 VKSIVVHP[10]ATSFAFTASMFQRVVRVWRVTLSCGDSDAPDKDSG[.0]ALLQPLTTASTTSAET------VDSS 240 

...  ....................*....*.....**4..............**..................*....*.....* ... 
Hs.  T----VRVARVMWHPSGRFLGTTCYDRSWRLWDLEA[.0]QEEILHQEGHSMG--VYDIAFHQDGSLAGTGGLDAFGRVW 392 
Xt.  S----VRVARVTWHPSGRFLGTTCHDRSWRLWDLEA[.0]QEEILHQEGHSKG--VYDIDFHTDGSLAATGGLDAFGRVW 376 
Dr.  S----MRVARVTWHPSGRFLGTTCYDHSWRLWDLEV[.0]QEEILHQEGHSKG--VHDLHFHPDGSLAGTGGLDSFARVW 377 
Dm.  MP---HRVSKVAFHPSGRFLATACYDSSWRLWDLEQ[.0]KTEVLHQEGHAKP--VHCLSYHSDGSVLVTGGLDAFGRVW 422 
At.  L----DRLARVAFHPSGKYLGTTSYDKTWRLWDINT[.0]GAELLLQEGHSRS--VYGIAFQQDGALAASCGLDSLARVW 408 
Sc.  LVGHERRISDVKYHPSGKFIGSASHDMTWRLWDAST[.0]HQELLLQEGHDKG--VFSLSFQCDGSLVCSGGMDSLSMLW 334 
Sp.  L----ARVGRVAFHPSGDYLVSASFDTTWRLWDVHT[.0]GVELLMQEGHSEG--IFSIACQPDGSLVSSGGNDAIGRIW 334 
Tb.  SSKHTAGINRIAVDPTGVWLASASDDTTVRLWDINN[.3]LLPLVSHNGYEDVCGILDVRFHPDSSLLATADKAGRVVAW 368 
Tco  AARHTADINRIAVDSTGGLLASASNDATVCLWDITT[.3]LLQLLSQDGYGDAHSVLDVRFHPDASLLATADRAGRSVVW 366 
Tv.  EEQHSAHINHLAVDPTGTLLASSSNDGTVALWDITS[.3]LCHLMSQDGYEEARGVLSVRFHPDCALLATTDRAGRVVVW 356 
Tc.  EEQHSACIQRLAVDPTGSLLASTSDDSTVCLWDAAA[.6]LRHLLKQDGYEAACGTLDVCFHPDGSLLSTTDKAGRVVTW 372 
Lm.  SGGDAGGLQQLALDPTGALLAATHAAGIVHVWDARA[19]LTHLYAQDGYETAGATLGIAFHPDGSLLTTSDAGGRIVAW 335 
Li.  SGGGVGGLQQLALDPTGALLAATHATGIVHVWDARA[19]LTHLYAQDGYETAGATLGIAFHPDGSLLTTSDAGGRIVAW 335 

...  *5..............**.................*...*.....**6..............**................ ... 
Hs.  DLRTGRCIMFLE----GHLKEIYGINFSPNGYHIATGSGDNTCKVWDLRQRR[.0]CVYTIPAHQNLVTGVKFEPI-HGN 463 
Xt.  DLRTGRCIMFLE----GHLKEIYAVNFSPNGYHVATGSGDNSCKVWDLRQRR[.0]CIYTIPAHQNLTSSVKFQPT-NGN 447 
Dr.  DLRTGRCVMFLE----GHIKEIYSINFSPNGFHVATGSGDNACKVWDLRQRR[.0]CIYTIPAHQNLVSSVKFQPN-DGH 448 
Dm.  DLRTGRCIMFLE----GHLGAVFGVDFSPNGFHIATGSQDNTCKIWDLRRRQ[.0]PVYTIPAHTNLISDVKYQQE-CGS 493 
At.  DLRTGRSILVFQ----GHIKPVFSVNFSPNGYHLASGGEDNQCRIWDLRMRK[.0]SLYIIPAHANLVSQVKYEPQ-EGY 479 
Sc.  DIRSGSKVMTLA----GHSKPIYTVAWSPNGYQVATGGGDGIINVWDIRKRD[.2]QLNQILAHRNIVTQVRFSKEDGGK 408 
Sp.  DLRSGKSIMVLD----EHIRQIVAMAWSPNGYQLATSSADDTVKIWDLRKVS[.0]LAHTIPAHSSLVSDVRYIESGVNR 406 
Tb.  DLRSGAVSFTAAGKHGGHLQACTCLSWSLCGFRFATGGADNNVHVWDARYLC[.5]APCILAGHDDVVTSVEFCRNPSFP 449 
Tco  DIRSGAVAFTAAGKYGGHLEACKCLAWSPCGMRFASGGADNLVYVWDARRLC[.5]SPCIFVGHDDVITSVEFCPNSSFS 447 
Tv.  DVRSGSNAFTAAGQHGGHLNVSTCVAWSPCGVQLASGGADNLVHIWDARRLS[.5]APCILVGHKDVVTSVEFYANPSFS 437 
Tc.  DVRSGMEAFTTAGKYGGHLNACTCVSWSPCGVRFASGGADNVVHLWDARYLS[.5]APCILVGHEDVVTSVSFCANPVFS 453 
Lm.  DTRSGQLAFHTGGRVGGHLRAALCVAWSPCGVRVASGGGDGVVHLYDARKLS[14]APFQLLGHDDAVTSLSFYANPLSS 425 
Li.  DTRSGQLAFHTGGRVGGHLRAALCVAWSPCGVRVASGGGDGVVHLYDARKLS[14]APFQLLGHDDAVTSLSFYANPLSS 425 

...  ......*....*.....**7..........**....................*...*.....** ....... 
Hs   F[.0]LLTGAYDNTAKIWTHPGWSPLKTLAGHEGKVMGLDISSDGQL[0]IATCSYDRTFKLWM 520/522 
Xt   Y[.0]LLTGAYDNTAKVWTHPLWAPLKTLAGHEGKVMGVDISPDGEL[0]IATCSYDRTFKLWA 504/507 
Dr   Y[.0]LLTGAYDNTAKIWTHPGWSPLKTLAGHEGKVMGVDLSPDGQL[0]IATCSYDRTFKLWM 506/508 
Dm   F[.0]LVTCSYDSTTKIWSNKTWQPLKTLQGHDNKVISVDIAPNSQY[0]IATTSFDRTFKLWS 550/553 
At   F[.0]LATASYDMKVNIWSGRDFSLVKSLAGHESKVASLDITADSSC[0]IATVSHDRTIKLWT 536/554 
Sc   K[.0]LVSCGYDNLINVYSSDTWLKMGSLAGHTDKIISLDISNNSHF[0]LVSGGWDRSIKLWN 465.... 
Sp   F[.0]IATSGYDGCVKLWNPLNCSLIKSMVGHEEKVMSVDGYGDR--[0]FISSGYDRTIKLWY 462/463 
Tb   -[.5]LVSTSLDGTVRLWDMNATGASVQVLRGPSPVRGQCWPAEGGQ[4]LFTVAHSKYWSLWS 514/609 
Tco  -[.5]LVTTSLDGTVRLWDLDAAGSCAQVLHGPSPVRGQCWLSGG--[2]LMTVAHSKYWSLWN 509/607 
Tv   -[.5]VVSTSLDGTLRLWDTDALGSCVQVLQGPAPVRAQCRPVDCAG[4]LVTIAHSKYWSLWD 502/593 
Tc   -[.5]VISTSLDGSVRLWDTDTAGVCLHVLHGPFPVRAQCRPAGGTG[2]VLTVAHGKYWSMWD 516/597 
Lm   G[12]LVTTSLDHTVRIWDADTG-LCVRTLDAGMPLYAQCRPQLPPV[9]IMVVGHSKNWLLYD 502/614 
Li   G[12]LVTTSLDHTVRIWDADTG-LCVRTLDAGMPLYAQCRPQLPPV[9]IMVVGHSKNWLLYD 502/610 

FIG. S2. ClustalW sequence alignment of the PRP4 WD repeat domains from H. sapiens (Hs, 
NP_004688), X. tropicalis (Xt, AAH61324), D. rerio (Dr, NP_956049), D. melanogaster (Dm, 
NP_648990), A. thaliana (At, AAM14969), S. cerevisiae (Sc, YPR178W), S. pombe (Sp, SPAC227.12), 
T. brucei (Tb, Tb10.70.7190), T. congolense (Tco, congo928f05.p1k_5), T. vivax (Tv, Tviv89a04.p1k_1), 
T. cruzi (Tc, Tc00.1047053506855.340), L. major (Lm, LmjF21.1120), and L. infantum (Li, 
LinJ21_V3.1360). Numbers above the sequences indicate the beginning of a WD40 repeat and asterisks 
mark key residues of the WD40 motif. Numbers at the beginning and at the end of each row indicate the 
sequence positions. Positions with more than 50% similarity or identity are shaded in gray and black, 
respectively. Parasite-specific identities without similar residues in the sequences of other eukaryotes are 
shaded in red. Numbers of amino acids in stretches of limited or no sequence conservation are denoted in 
parentheses. 
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U5-Cwc21 
 
Tb.  MYNGIAPINVKGTGLSGYVQRSRSAVTQLAKFTPAEYTDDMLTTAKANPLEALRSAKENKELSGQLEHHRSLRAIKLKVL  80 
Tv.  MYNGVAALSVKGTGLSGYVQRSKSTAVQLSKFASSGFGGDAPPECRVNPLEALRSAKENAELASRLEQHKALRSIKLKVL  80 
Tc.  MYNGIESVSVKGTGLSGYVQRSRAAISQLSKFTPVDYTDDVP-TAAVNPLEALRSAKENRELAARLQRHEALRSIKLKVF  79 
Lm.  MYNGVEAAAVKGTGLSGYVQRSRVNVLATGRVPAEEGAAVMEGGASINPLEQRRAQGENREMAARLESHRALREVRLGIM  80 
Li.  MYNGVEAAAVKGTGLSGYVQRSRVNVLATGRVPAEEGAAAMEGGASINPLEQRRAQGENREMAARLESHRALREVRLRVM  80 
Lb.  MYNGVEAVSIKGTGLSGYVQRSRVNVSAAGRAPVEEGTMAAEGGSSINPLEQRRAQGENREMAARLESHHALREVRLRVL  80 
 
Tb.  LYREEREAAGVPPDVISRECATLHGSLLRNYMEEAQEARRLGAAELAQKTAERFASAFQVRPGS[.0]LGDAFDRRHREV 156 
Tv.  LYREERMSAGIPGDVVERECDTLHASLYRNYLEESREARRVGAAEAAHKTAERFAAAFNVRPGA[.0]LGDAFDRQQREA 156 
Tc.  LYREERTAGGVAVDVVDRECQTLRDSLMRNYMEEVGEARRV-EKEAAQKTAEKFAAAFRVKQGA[.0]VGDAFDRAQREA 154 
Lm.  LYREEREAAGVDPVTIDRECGELYDSLL----VAAKRRLKAQQQTENAKTAAKFAAAFGVKATA[10]SGSAFDRSVQEV 162 
Li.  LYREEREAAGVDPVTMDRECGELYDSLL----VAAKRRLKAQQKTENAKTVAKFAAAFGVKATA[10]SGSAFDRSVQEV 162 
Lb.  LYREERQAAGIDAATVERECGELYESLL----VAAKGRLKAQQKAENAKTAAKFAAAFGVKSTT[.6]SGSAFSRSVQEA 158 
 
Tb.  ERQAAEGARKEAIERRIVERVKRIKGE 183....    100% / 100% 
Tv.  ERQAADAARREVMERRVAAKVKRAKSE 183....     66% / 81% 
Tc.  ERRAAEEERRRVMEQKIAERVKRIKGE 181/187     64% / 79% 
Lm.  EKHRTEEERRRHQEAQLVEHLKRMRRE 189/196     43% / 56% 
Li.  EKHRTEEERRRHQEAQLVEHLKRMRRE 189/207     40% / 53% 
Lb.  EKRRSEDERRSRQEAQLVEHLKRMRSE 185/192     40% / 58% 

FIG. S3. ClustalW sequence alignment of trypanosomatid U5-Cwc21 orthologues from T. brucei 
(Tb09.160.2110), T. vivax (Tviv1778d04.q1k_1), T. cruzi (Tc00.1047053504797.130), L. major 
(LmjF01.0190), L. infantum (LinJ01_V3.0190), and L. brasiliensis (Lb, LbrM01_V2.0220). Positions 
with more than 50% similarity or identity are shaded in gray and black, respectively. Numbers of amino 
acids in stretches of limited or no sequence conservation are specified in parentheses. The 
identity/similarity values specified at the end of each sequence were derived from pair-wise comparisons 
with the T. brucei sequence using the EMBOSS program (http://www.ebi.ac.uk/Tools/emboss/align/) at 
default parameters. 


