Supplementary data

H.s.GRF1a   KTTYLEDLPPPPEYELAPSKLEEEVDDVFLIRAQGLPWSCTMEDVLNFFSDCRIRNGENGIHFLLNRDGKRRGDALIEMESEQDVQKALE

H.s.GRF1    GVVRLRGLPYSCNE--------KDIVDFA--------------GLNIVDITFVMDYRG----------RRKTGEAYVQFEEPEMANQALL

H.s.U1A     HTIYINNLNEKIKK--------DELKKSL--------YAIFSQFGQILDILVSRS-------------LKMRGQAFVIFKEVSSATNALR

H.s.U2B"    HTIYINNMNDKIKK--------EELKRSL--------YALFSQFGHVVDIVALKT-------------MKMRGQAFVIFKELGSSTNALR

H.s.RBM7    RTLFVGNLETKVT---------EELLFEL-------------HQAPVIKVKIPKDKD-----------GKPKQFAFVNFKHEVSVPYAMN

H.s.DAZ1    NTVFVGGIDARMDE--------TEIGSCG--------------RYSVKEVKIITNRT-----------GVSKGYGFVSFVNDVDVQKIVG

S.c.NAB4    CKMFIGGLNWDTTE--------DNLREYG--------------KYTVTDLKIMKDPAT----------GRSRGFGFLSFEKPSSVDEVVK

D.m.CYPE    RTIYVGGLADEVTE--------RLLNNAI--------------PFDIADIQMPADYES----------QRHRGFAFIEYEQSEDAAAAID

M.m.PAB1    ASLYVGDLHPDVTE--------AMLYEKS--------------PAPILSIRVCRDMIT----------RRSLGYAYVNFQQPADAERALD

H.s.TIA1    FHVFVGDLSPQITT--------EDIKAAA--------------PFRISDARVVKDMAT----------GKSKGYGFVSFFNKWDAENAIQ

H.s.Pab1    TNVYIKNFGEDMDD--------ERLKDLG--------------KFPALSVKVMTDES-----------GKSKGFGFVSFERHEDAQKAVD

S.cYML7     RTIYIGNINPRSKA--------EDICNVV--------------RGILQSIKYIPE--------------KKICFVTFIEAPSAVQFYANS

S.cYP68     RTVYLGNVPPNLSV--------KELLDHV--------------RSVVEDVKIIPE--------------KMCAFVSFIDESAALLFHSGS

H.s.Prp8    DLTLLNRLVRLIVD--------HNIADYM--------------TAKNNVVINYKDMNHTNS------YGIIRGLQFASFI-VQYYGLVMD

D.m.Prp8    DLTLLNRLLRLIVD--------HNIADYM--------------TAKNNVVINYKDMNHTNS------YGIIRGLQFSSFI-TQYYGLVLD

C.e.Prp8    DLTLLNRLLRLIVD--------HNIADYM--------------TSKNNVLINYKDMNHTNS------FGIIRGLQFASFI-VQFYGLVLD

A.t.1Prp8   DLTMLNRLLRLVLD--------HNIADYV--------------SAKNNVVLSYKDMSHTNS------YGLIRGLQFASFV-VQFYGLLLD

O.s.5Prp8   DLTLLNRLLRLVLD--------HNIADYV--------------TAKNNVVLSYKDMSHTNS------YGLIRGLQFASFV-VQYYGLVLD

S.c.Prp8    DFTLLNRLLRLIVD--------PNIADYI--------------TAKNNVVINFKDMSHVNK------YGLIRGLKFASFI-FQYYGLVID

P.f.Prp8    DLTLLNRLLRLIVD--------HNIADYI--------------TAKNNTNITFKDMNHINS------FGIIRGLQFSSFV-FQYYTIIID

S.p.Prp8    DLTLLNRLMSLLMD--------TNLASYA--------------SAKNNVVLSYKDMSHTNS------YGLVRGLQFSSFI-WQFYGLVLD

E.c.Prp8    DNNLLSKLLKLVLD--------PALADYI--------------ISRNNCKVVYKDMVYTNH------VGFIKGLQLSSFV-YKFYSFIVD

T.b.Prp8    DWNLFRPLLELIMD--------KSLAEYI--------------VSRHDVVVEFKDMAYHCR------KGMLRGFMFSSFL-AQYWGLVID

H.sY682     CTLFIKNLNFDTTE--------EKLKEVS--------------KVTVKSCSISKKKNKAG-------VLLSMGFGFVEYRKPEQAQKALK

S.c.NOP4    KTLFVRSIPQDVTD--------EQLADFS-------------NFAPIKHAVVVKDT-----------NKRSRGFGFVSFAVEDDTKEALA

S.c.IF34    CTLKIMQVNENADE--------NSLREEL-----------LFPFAPIPRVSVVRNKE----------TGKSRGLAFVTFSSEEVAEQALR

H.s.U2AF65  HKLFIGGLPNYLND--------DQVKELL-------------TSFPLKAFNLVKDSA----------TGLSKGYAFCEYVDINVTDQAIA

C.e.U2AF65  RRLYVGNIPFGCNE--------EAMLDFF----NQQMHLCGLAQAPGNPILLCQIN-------------LDKNFAFIEFRSIDETTAGMA

S.c.YFK2    TTVYISNLPFTASE--------RDLHAFL---------NNYASSVLIPTQTVRRFSKRHNSNPR-----KPLGIAFAQFANNTLALKAIQ

M.m.NLFE    NTLYV--YGEDMTP--------TLLRGAS---------------PFNIIDLSMDPP---------------RNCAFVTYEKMESADQAVA

S.c.YBF1    NAIVIKNIPFAIKK--------EQLLDII----------EEMDLPLPYAFNYHFD------------NGIFRGLAFANFTTPEETTQVIT

H.s.CNO4    NLVFVVGLSQRLAD--------PEVLKRP-----------EYGKFKIHKVVINN-------STSYAGSQGPSASAYVTYIRSEDALRAIQ

S.p.UAP2    KIVVLKHIFTLEELDKTPELL-IDLKDDI----------TEEAEKCRVTNVVLYDK-------------EPDGVVTVRFSNNEEAEACVR

H.s.LA      RSVYIKGFPTDATL--------DDIKEWL--------------EDKQVLNIQMRRTL----------HKAFKGSIFVVFDSIESAKKFVE

R.n.SYJ2    DATVIVNLQSPTLE------ERNEFPEDL--------RTELMQTLGNYTIILVR---------------INQGQMLVTFADSHSALSVLD

S.p.CWF5    ASLFLIGVEDELAD--------YKIRKHE--------------QYPLKSVVCSHR---------------AKCAFVNFKTRSSAEIAAAA

A.t.IF39    -NIIVVDHLPVVPK--------EKFEKLE----GVVKKIYNQLVIKENGLWMPVDP----------DTKMTLGYCFIEFNTPQEAQNAKE

The hidden Markov model of Prp8's RRM made using T-coffee and Jalview and shown here in Pfam format. Ten Prp8-RRM  sequences were aligned with 27 different known RRM’s (Interpro database). The model was used in conjuction with Sean Eddys HMMER pagage 2.3.2 to align with protein sequences from the human NCBI database. One hundred and twenty six proteins were identified with e values ranging from 1.5e-62 to 3.7e-10 and all of these contained an RRM. This analysis gives a high confidence value showing that Prp8 contains a conserved RRM. 
