CLUSTAL 2.1 multiple sequence alignment

Dmel trn-PB IRETIKGGLWGNSALGRKEREYQKTFCDEDYMSRHQHHPCSLGIHSTFPNTYTAPHH - -P 58
Dpse trn IREYLKGGLWGSSALGRKEREYQKTFCDEDYMARHQHHPCSLGIHSTFPNTYTAPHH - -P 58
Dvir_trn IREYLKGGYWGNSALGRKEREYQKTFCDEDYMSRLOHHPCSLGIHSTFPNTYTAPHOATA 60
Dgri_trn IREYLKGGLWGNSALGRKEREYQKTFCDEDYMSRLOHHPCSLGIHSTFPNTYTAPHOTTA 60
Dmel caps-PD TREMLKG- - - - HSALGRKEREYOKTFSDEEYMSRPP - PGGGG - VHPAAGG - - - - - - - - YP 46
Dpse caps IREMLKG- - - -HSALGRKEREYQKTFSDEEYMTRPP- PGCGG - VHPAAA - - - - - - - - - YP 45
Dgri_caps IGELFKG- - - - HSALGRKEREYQKTFSDEDYMTRPPAPGCVGGVHPGSG- - - - - - - - - YP 47
Dvir_caps IREMLKG- - - - HSALGRKEREYQKTFSDEEYMTRPP- PGCGG - VHPASG- - - - - - - - - YP 45
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Dmel trn-PB GAT - - - - HHYGMCP - MPYNDLGAT - - DPQOKFQQLVVP- - - - - - - - - - TATMIS-EKK 98
Dpse_trn SAPG- - - HHYGMCTGMPTNDLNAAGGDPQOKFQQLQVP - - - - - - - - - - - TGSLMN-EKK 102
Dvir_trn SAP- - - HHHYGMCP -MPTNDLNAV - - DGOHKFQQLQVP- - - - - - - - - ITATLMH-EKK 102
Dgri_trn AAAAAAHHHYGMCP -MPTNDLNSG - - DGOHKLQOLQVPA- - - - - - - - - MSATLLHTEQK 187
Dmel caps-PD YIAG------- NSRMIPVTELXLEAPPPPOLRGRGG- - - - - - - - - - - GGGASTAS- -GA 85
Dpse caps £S050- - - - YMGSRPIPYTELXLEAPPPPOMRGRGGIASTTTTTTTSSGSGSS55GSTAAP 161
Dgri_caps CPSSYNTTQYLGSRPIPVTELXLEVPPPPOLRGRGG- - - - - - - APTSH--------- GAS 91
Dvir caps CPSGINSSOYLGSRSIPVTELXLEAPPPPOLRGRGG- - - - - - - APSSHNGPMASTTSGTP 08
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Dmel_trn-PB LNNNKALVSOGATDDSASFVLHMKSATMGRDVHO - - - - - ONPQ- - - - weemmmee oo 136
Dpse_trn LNNNKALASQAAIDDSASFVLHMKSATLARDHLO - - - - - QHPHPHPOOHPQQH - - QHOSG 155
Dvir trn LNNNKSLA- - GSVDDSASFVLHMKTATMGREQQQ- - - - - AOLOOOHOLQQQOL - -QOOHP 153
Dgri trn LNNNKALA - - GSIDDSANFYLHMKTATMNRDHQQ - - - - - 000000LQ00NQOLPHOOOQHP 160
Dmel caps-PD VOOLOVPSAVDOAS - - NSFAQLSHTHYMTNNGQQ- - - - - - - - - - 00AQQOQSTSKMHHSQ 133
Dpse_caps LOQLQVPSPYDHAAAASSFAQLSHIHYMTNN- - - - - -« - - OTIASPMTNPOMHHSQ 148
Dgri_caps LOOLOIVPSAIDA- - HAPFAQLSHIHYMTNNPLTTASSAASSAAAASTTATTTPRSHHS) 149
Dvir caps LOOLO-VPSAVDAS - HAPFAQLSHIHYMTNNPQS - - - - - - - - - - AATTTATTTPRSHHSQ 146
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Dmel trn-PB - - - - LNHYTKPQFLSATATVGDSCYS - - - - YADVPMVHGAPLGGP - - NQPQLRLTOEHFK 186
Dpse trn VOSKLNHYTKPQFLSATAAVGDSCYS- - - - YADVPMVHAAPLGAAPQLQPQLRLTHEHFK 211
Dvir trn HOSKLNHYTKPQFLAATATVADSCYS - - - - YADVPMVHAP - - - - - - - - QOLRVTHEHFK 200
Dgri_trn 0SKLNHYTKPQFLAATATVADSCYS - - - - YADVPLVHAP - - - - - - - - - QOLRITHEHFK 207
Dmel_caps-PD ODMRLLACNGGKPLNA-TSLPRHRP - - - PUWQESTLSHYSQP - - - - - LANGIRLTQDHFN 184
Dpse caps ODMRLLANGGGKTLMA-ASLPRHR- - - - - - MQESTLSHYSQPLA- - -LANGIRLTQDHFN 198
Dgri caps QDMRLLANG- - KALGLMNASL PRHMAGROCGVQESTLSHYSQPVG- - - - - - - IRLTODHEN 200
Dvir caps QDMRLLANGGGKVLGLNASLPRHMAGROCGVQESTLSHYSQPLAN- - GHAGIRLTODHFN 204
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Dmel trn-PB QR ELYDOEMGS - EILDHNYTIYSNTHYSMPLE 216
Dpse trn HRVAGT - - - - - <<= s ccommmmmmmoooe GEHYDNEVNS - EILDPNYIYSHAHYSMPLE 246
Dvir_trn QREQRE- - - - <o ssemme e e eeeeeeaes PROFEADATNGEMMDPNYTYSNAHYSLPLE 236
Dgri_trn ORE- - ommmmmmmm oo RDFDNENPLGEMMDPNYTYSNAHYSLPLE 239
Dmel caps-PD e SHNOHYGG- VYAKPCDAMSEPGYTHNNSHYSLPLD 223
Dpse caps HNHSHGHGHGHGHGHGHPHSLGHPHSHTTHNGGGV Y AKACDAMTEPGY THNNSHYSLPLD 258
Dgri caps HN= - e mmmmmm e e mmmmmmene e GGVYAKPCDAMTDPGYTHNNSHYSLPLD 230
Dvir_caps HNGTGG- - - - <<= << wcm e cmmmmmmmooe GAGVYAKPCDAMAEAGYTHNNSHYSLPLD 239
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Dmel trn-PB OLGRSKTPTPPPMPPALPLRNGL - - - - - - CATTGRRSFOOKSASQKQQONNNTLROFTHX 270
Dpse_trn QMGRSKTPTPPPMPPALPLRNGL - - - - - - CATTGRRSFOQKSA- - - - - - NNNTLROFTHX 294
Dvir_trn QMGRNKTPTPPPYPPALPLRNGL- - - - - - CATTGRRSFOQK-TPAHNN-NTSTMROFTHX 288
Dgri_trn QMGRSKTPTPPPLPPALPLRNGL- - - - - - CATTGRRSLOHRPTPATN- - - - - TLROFTHX 288
Dmel caps-PD HDLPP-SPTPTPPPPALPLRNGVGMALTHGNTTGRRSFN- - - - - - - NNNNVSTLSNNNHH 275
Dpse caps HDLPP- SPTPTPPPPALPLRNGVGMAL THGNTTGRRSFNSNSNS - - NNNNVATLSNNNHH 315
Dgri_caps HDMPP - SPTPTPPPPALPLRNGLGMALVHGNTTGRRSFNSSSSNSNNNNNVATLSNNNHN 289
Dvir_caps HDMPP -SPTPTPPPPALPLRNGMGMALVHGNTTGRRSFNS -~ -~ NNNNVATLSNNNHN 292
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L s SSTYRRROLSIYA--- 283
Dpse trn ceeeeeeeeeooooos STVDYRRROLSIYA--- 308
Dvir trn  eeeeeeoos SSEHYRRROLSIYA--- 302
Dgri trn  ceeeeeeeeeoos SSEHYRRROLSIFA--- 302
Dmel_caps-FPD - - - -GIGGGVG-VAVGGTVGNNNGSLRRYH- - - 300
Dpse_caps - - - -GGGGGGGEEEEATLASSNNNGSLRRYH- - - 341
Dgri caps - - - -GLVLANG- - - C5G- INNNNGSLRRYH- - - 311
Dvir caps GVGGGAVLVNGNYNTNGSNNNNNGSLRRYH- - - 322
* .

Figure S2 Conservation of protein sequence beyond stop-codon readthroughs. Clustal alignment
(http://www.ebi.ac.uk/Tools/msa/clustalw2/) of the carboxy end of tartan gene proteins from several Drosophila species (if
annotated with a short read-though extension) and the predicted carboxy end of caps gene proteins (if annotated with a long
read-through extension) from several Drosophila species. The caps readthrough (denoted by 'X') is at alignment position 82; the
trn readthrough is at alignment position 300. Note regions of low complexity, variable conservation and variable length
interspersed with regions of protein sequence conservation.
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