
Suppl. Fig 1. 

Ptiwi16 is GSPATG00013703001 

>Ptiwi16 

MSGTIVVGSNIYETEFLDEIFIHYGNKTADTISFKDGLIISPKKLELPEYKINRSEQGEV 

IMAILKEAMNLLEYSKLSDLGIINMFELQYVNQLKSYPSLRFQFMDKEQPSILMDVRKSY 

FTVHNCYQIIKTLNTEPSAYFKNKFVLLRYPEKKMIVQIKSVVVDQEFTYKGVSLEDYFK 

QKYQLKSKSSVYLETYNTQNIKKQFLIAEFCDLKIDYIEQDATVYCQQLEYWNKIINNSS 

SFIKFLNQYKLIIRNEQVEFKQQYLEPGNLVLNNQTKSIFQIVASRTSSEFEYYYTDFFL 

KNASTFTTSLTINKLIILVTREITELKDNFNIFLEKFDLFIKSRQYKISQPEIYDINNNL 

NEILEKYVTEDSYVLFVGDQKTDFTSARNTLLSKAIPNQLINLPIQDQEINRLLAIMTAN 

LGSVPWSIKEINGQINNKKSAVLGIWKSDNSFSACLSINKYLNKYISSFGDLDQILTLLL 

STYYGTHKTLANQIIIFAEEDYTDIMEQRIQGLIQLIQDQGLAESTQKPEIVMVQVKDAS 

EERYFTYFERNFESYYCKNPQVGCIVPINEKQGRFSFHSQRGEQGCLQAQQLQISSSNRR 

EIAQLYYHLIFLNFDLSSITYLPAPLHYAKKLSKHQLQSEQYKKAIEKGHMLFV 

 

Ptiwi17 is the second part of GSPATP00016985001 as this automatically annotated genes 

was artificially fused with the 5´-upstream ORF 

The corrected amino acid sequence is:  

>Ptiwi17 

MSGTIVVGSNIYETEFLDEIFIYYGNKTNNTIGFKDGLIISPKKMELPEYKMNRSERGEI 

IMAIIKEAMNLMEYSKLSDMGIINMFELQYINQLKSYPSLRFQLMDREQPSVLMDVRKSY 

FTMHNCYQIIKTLNTDPSTYFKNKFVLLRYPEKKMIVQIKSVVLDQEFTYKGLSLEDYFK 

QKYQLRSKSSVYLETYNTQNIKKQFLIAEFCELKIDYIEQDVTVYCQQLEYWNKIINNSS 

SFIQFLNQYKFIIRNEQVEFKQQYLEPGNLALNNQTKSIFQIVASRTSSEFEYYYTDFFL 

KNPTSFTTSLTINKLMILVTREIIELRDNFKSFLEKFDLFIKSRQYKISQPQIYDINNNL 

NEILEKYVTEDAYVLFVGDQNTDFIQARNTLLSKAIPNQIIILPIQDQEINRLLAMMTAN 

LGSVPWAIREINGLITNKKSAVLGIWKSENSYSACLSINKYLNKYISSFGDLDQVLTLLL 

ATYYATHKILANQIIVFAQDDYTQIMEQRILGVIQLIRDQGLAQQILKPEVVMVQVKDAT 

AERYFTYFERNFESYYCKNPQVGCIIPINEKQGRFSFHSQRGEQGCLQAQQLHISSTNTK 

EIAQLYYHLIFLNFDLSSTTYLPAPLHYAKKLSKHQIQSEQYKKAIEKGFLLFV 

 

 

 

 

 

 

 

 



Suppl. Fig 2. 

 

 

 

Suppl. Fig. 2 ClustalX alignment of the 17 Ptiwi Amino Acid Sequences of P. 

tetraurelia. For Ptiwi04 the gene sequence was artificially corrected to a translatable 

orf using the paralog Ptiwi05 as a template. Blue arrows indicate conserved catalytic 

residues of the DDH triad.  
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Ptiwi01 ----------------------------------------------------------------------------------------MFQNIQLKANFHEMRLNP-SRPVYQYKLEITDSSP-----EKVSEALKKFRPQLQTQLILFMSLNQNIYSPKLIQ--EADNGLVLGSLSGNETNQDTATLKLVGKI-ENKAD

Ptiwi02 --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

Ptiwi03 -------------------------------------------------------------------------------------MNQRTQEIQLKTNYHEISLLA-GRPIYEYELEIINSTP-----ELIQAAFRQYRPQILQLLTNYMSIDNKIYSPKIIDGIEKTRSNHLGTLQNQEEAEQIVSIKFINRLSENHIS

Ptiwi04corr -----------------------------------------------------------------MQQQSNTICQLPKRPQRGENLNKDYRMKILDSNHFELQFLK-DIQLHIYSFTIQPEINLNSEKEVKHLFASIKNEIVSQGIQSFCITGANIWSFQLQRN------NIHITKVVD-ETKLIVDIKYVKTINLKDLT

Ptiwi05 -----------------------------------------------------------------MQQKTNTICQLPLRPQRRANLDKDFRIKTVESNHFELQFLK-DVILHIYSFAIQPEPPLDSEKEIRKQFNEFKDEIQKEGIKRYCITGMNLWSYELRKN------AIHLEKVMNKEKKMILDIKYVKTINLKEMA

Ptiwi06 ---------------------------------------------------------------------------------------MIERGQTVFTNFYQIQINP-KSHIYRYQIIFQPTITPEQQISKWRDIFKAAKTGLQENLKVFITNNQILYSPVRAQT-----MGLILGIYEEEGTSYTISIEEKAVLKPGEPE

Ptiwi07 MNIEKSSQKHTTSSNSSRSSSKLRSRSRSNSQRRDRKTEKTESTDDKQGSDQNVKIESNIPQTARGKRQLTYIKDLPKRPPKCPNYPQQFREINLVTNNFSVRSKR-NGIIVVYSVKFLPFIDPQNN-NLKREIIKSQEDALREYLGPFVYYSNTIIGSKESSTFN----FKLEKPIKFEDYDYYLEIKKVKVINMQDLE

Ptiwi08 ---------------------------------------------------------------------MQKISDLPKRPARSQRLEQISRRINLISNHFPMKFIQQNQAINIYAVEFDPPIADDARKLRDEIVRLATKDLQIQGLQEFTLRGKNIWSSFNVKD------RLIAKASFQ-ELEYVVIAQHKKEYTLSDLS

Ptiwi09 ----------------------------------------------------------------------------------------MFQNIQLKANFHEMRLNP-SRPVYQYKLEITDSSP-----EKVSEALKKFRPQLQTQLILFMSLNQNIYSPKLIQ--EADNGLVLGSLSGNETNQDTATLKLVGKI-ENKAD

Ptiwi10 ---------------------------------------------------------------------------------------MIERGQTVYTNFYQIQINP-NSHIYRYQLSFQPFLSPEQQISKWRDIFKIAKSGLQENLKVFITNNQILYSPVRAQT-----MGLLLGVYEEEGTSYSISIEEKAVLKPGEPE

Ptiwi11 ---------------------------------------------------------------------------------------MIERGQTVYTNFYQIQINP-NSHIYRYQLSFQPFLSPEQQIAKWREIFKVAKAGLQENLKVFITNNQILYSPVRAQT-----MGLLLGVFEEEGTSHSISIEEKAVLKPGEPE

Ptiwi12 ----------------------------------------------------------------------------------MHQQDKQFKTVKVKSNFHQFQLLP-NRQINRYKIELTNYSD-----INAQNAITTYRQKLTESLITFYCINFNIYSPVKIA------TQVLGGLNEGNEVQNVVTLKYIESI-DNGTK

Ptiwi13 -------------------------------------------------------------MQQTNLKICDKISQLVNRPKRSEQVNKICRPVKVLSNHFPFEFKDKSAGLNIYAVSFSEDVPQDSREVISQLINLSKEQFKKAGLERFSIRGLNIWSPQYVKE------RIISEVTLD-GKKHCVYLNFTKAIDFQYLE

Ptiwi14 ---------------------------------------------------------------------MQKISDLPKRPARSQRLEQISRRINLISNHFPIKFIQQNQAINIYSVDFDPPIADDARKLREEIVKLATRDLQTQRLEEFTLRGRNIWSSINIQD------RLIATVTFQ-GQEYRVLVEHKKEYTLQDLS

Ptiwi15 ----------------------------------------------------------------------------------MQQQDQQFKTVKVKSNFHQFQLLP-NRQIHRYKIELTNYSE-----IFAQKAITTYRQKIIECLITFYCINLNIYSPTKLA------TQVLGALNDGEEIQNVASLKLVESV-DGGPK

Ptiwi16 ----------------------------------------------------------------------------------------MSGTIVVGSNIYETEFLD----------------------------------------EIFIHYGN----------------KTADTISFKDGLIISPKKLELPEYKINRSE

Ptiwi17 ----------------------------------------------------------------------------------------MSGTIVVGSNIYETEFLD----------------------------------------EIFIYYGN----------------KTNNTIGFKDGLIISPKKMELPEYKMNRSE
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Ptiwi01 -----------LNIIISRLFKQVIRSQMQMVSVGNKGQKLFWSS---RAQQFKDQNLEIWPGVECIFRPGEGGAQNPTLVIDCAFKMLRYR---SALEELNQTR---------NPACIQDQIVMTTYN-KKFYKVEAVDVNLKPASTFTNEKGET-----ISFAQYYEQRYKVKVDGN-QPLIRATVRSKQDKTEKTIHL

Ptiwi02 ---------------MNAILSQIYQERNLKQIFRK--GQFFD-----KDKIEKINDVQILQGFTSVLQMGQSSP---LLLIDFKTKVFNKQTVLHFIKENKKS-----KSPVDLQTFFENKTFMTIYS-KRMYRIKSIDFKSNPTC---KMESLD-----VSYEQYYYQRYKITLSDLTQPLLVHEDRKTKQT----IRL

Ptiwi03 -----------KNQIIARLIKQVVRNQFQMVSIGKTGSKLFWNS---KTIKQQENNLEIWPGVECIYQPSAFQNFKPKLIIDCAFKILRYR---TALEELDSLKP--------HTELIIGQIVMTTYN-KKFYQISGLEIGMNPKSTFQNQNGEA-----ITFESYYSTKYNQKIIPN-QPLLKAIVTGKKDESQKEIYL

Ptiwi04corr QYNDQQSIN-ISKQAINAILKQIHEKRNMKEFFGK--GKFYESVMNCNQKFQE-FQIAYLKGFRNVYCPGQNTP---LLQIDYSTKLINTDSILNFIYNFQGN-------RKQLQEQLQHTSGYAMYS-KRFYRILGIDFSKTPQS---LMENGK-----MTYYQYYQQKYKITIYDQTQPLLVHN-KKGEE-----IRL

Ptiwi05 QFDDQSSIN-VTKQAINAILKQLYESRNMKELFGK--GKFYESKMNEEKNLQKNYNIGYMKGFRSAFCSGQSSP---LLQIDYSVKLINTYPISRIISDMEWNYDK-HELQLQIRKKLIGQSGLAKYS-NRFYRIDDIDFSRNPQS---MMEDGK-----TTYRLYYQQRYNITINDISQPLLVHQTKKGQK-----IRL

Ptiwi06 -----------YTGLIGRFFKMLLK-QQKLLQIGR---KYFNTK---NLINFDQFGLKVLPGVTCSLIKQEELG-KYYINIDSSFKMLRCT---TMYEELRNSR---------DYSLIEGAIIMTVYN-YKFYRVNKINREMNPKSEFENQNGSK-----MSYMQYYSEKYKINIKDTTQPLIEVLEKSRKKQEEKIIYL

Ptiwi07 --NPNPIEADKPLMFFNYLIKDFFKNLKYQEHGKT--RKFHDIS---RRQPIPETELSVIPGFAVNFQTNEQGFS---FKIDISHRIIRTTTVLQYIDQIWKEQSNKQCREKYVTHVMTKQLVLANYGTYRTYSVDNLLFDQNTAEYSIELADSKGKQQFITMDQYFKQRYNYDIKNKKAPLLVIEDTKTNRK----VYL

Ptiwi08 ETTTN-----PVTQSINVAVKRSLKEMGMIEIGRQ--SKFYDPK-NIECNRINEHGLKVWRGVKTSFQFYQGMP---FLQIDFASRVLRDQNALEFMLSLNSRN------IQDIKNEMIGLSVLAAYGNCRIYKIDDIDFSLSPVHSFQLQDGKS-----ITYQEYYKQRYNIQIKDLQQPLLVFKDKRNQDKI---SYL

Ptiwi09 -----------LNIIISRLFKQVIRSQLQMVSVGNKGQKLFWSS---RAQQFKDQNLEIWPGVECIFRPGEGGAQNPTLVIDCAFKMLRYR---SALEELNQTR---------NPSCIQDQIVMTTYN-KKFYKVEAVDVNLKPASTFTNEKGET-----ISFAQYYEQRYKVKVDGN-QPLIRATVRSKQDKTEKTIHL

Ptiwi10 -----------YTGLIGRFFKMLLK-QQKLLQIGR---KYFNTK---NLINFDQFGLKVLPGVSCSLIKQEEQG-KYYINIDSSFKMLRST---TMYEELRNSR---------DFSQLEGAIVMTVYN-YKFYKVNKVSREMNPKSEFENLKGEK-----MSYMQYYQDKYKIAIKDVTQPLIEVLEKSRKKQEEKIIYL

Ptiwi11 -----------YTGLIGRFFKMLLK-QQKLLQIGR---KYFNTK---NLINFDQFGLKVLPGVSCSLIKQEEQG-KYYINIDSSFKMLRST---TMYEELRNSR---------DFSQLEGAIIMTVYN-YKFYKVNKISREMNPKSEFENLKGEK-----MSYMQYYQDKYKIAIKDVTQPLIEVLEKSRKKQEEKIIYL

Ptiwi12 -----------LQQILAKIVKQIISTQQGMVQIGR--DKLFWPK---KSHSFHEHKFEIWEGVQIVQKQFG-------VVIDCAYKILRQN---TLLDDLLITK---------EVDRYDGMIVMTKYN-QKFYKVDLIETGMSPKDLFITENGQE-----TTFKEYYKQRYNIKLTDK-QPLIKTMLKIKGKQEEKVIYL

Ptiwi13 GDNQDPALMQPLQQAVNVQVKKALKDMGLRELNRL--SQFFDPK-SIDANPVKGFPLKVWLGYKTSLKLTSTKP---QLLIDYASRVLSTQSALNFIRSFN-QN------IGQIKDELEGKSVLATYGNYRLYKISAVDFKKTPKSSFQLEDGKQ-----ITYAQYYQDRYKIKIQDMNQPLLESLDRRNPDKK---FYL

Ptiwi14 ETTVN-----PVTQSINVAVKRSLREMGMIEIGRQ--SKFYDPR-DIDCN---RHGLKVWRGVKTSFQMYQGKP---YLQIDFASRVLRDQTALQFMMSLNTRN------IQDIQNEMIGLSVLAAYGNCRIYKIDEIDFTVSPLHSFQLQDGKS-----ITYQEYYKQRYNIQIRDLQQPLIVNRDKRNQDKI---IYL

Ptiwi15 -----------LQQILARIVKQIMSTQQGMVQIGK--DKLFWPK---KSHSFHDYKFEIWEGVQIVQKQFG-------VVIDCAYKILRQN---TLLDDLSVTK---------EADRYEGMIVMTKYN-QKFYRVDLIEIGMSPKDIFITENGEE-----TTFKEYYKQRYNLKLNEK-QPLIKTTLKIKGKQEEKVIYL

Ptiwi16 -----------QGEVIMAILKEAMNLLEYSKLSDLGIINMFELQ--------YVNQLKSYPSLRFQFMDKEQPS----ILMDVRKSYFTVHNCYQIIKTLNTEP----------SAYFKNKFVLLRYP------EKKMIVQIKSVVVDQEFTYKG-----VSLEDYFKQKYQLKSKSSVYLETYNTQNIKKQ------FL

Ptiwi17 -----------RGEIIMAIIKEAMNLMEYSKLSDMGIINMFELQ--------YINQLKSYPSLRFQLMDREQPS----VLMDVRKSYFTMHNCYQIIKTLNTDP----------STYFKNKFVLLRYP------EKKMIVQIKSVVLDQEFTYKG-----LSLEDYFKQKYQLRSKSSVYLETYNTQNIKKQ------FL
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Ptiwi01 IPQLCQLTGLTDAIRNDFNAMKNLAELTK-----EMKMAQEFANQLASTEIVNKGSGTKRQIFKEWGVEINPGSMDVPARRIHPGNMLMGNGLKLDLSSPQTNLDRQTQTQMFSTPPQQLILGIIYN--KKTGQQTMDSLMQNFQAACNDFKFQAFMA-PKVFPIEQDRDEDLERVLDGFQKQAEANKAKVGFLLFLLPG

Ptiwi02 IPELLYMIELTTAQKNNFKVMNNIKQQTTLDPLERSNKIENERTLLDKY-------------FSNHSISISNNSATPAYKIVKP-ALIPEA--SIKQTDG----ACFNIRGKLIEQSNINNWILIHYN---EEQQVASLFTQEFIRATKELGNQISPP--RKVVMNNLDPAAWSQALLNNFNTNGKPQ-----IVVSILD

Ptiwi03 IPSLCQMTGLTDEMRNNFNAMKKISEITKPSADTRMRTAQDFIQQLQATKIINKKENTSKEVLKEWGLEIKKDCIQVQAQRLDPGNMLMGRDLKLNLRDSNTNLERQTQTQMFYTPPQKLITGIIYN--SKFGQQNLKSFLQHFKSACQEFQFDAFLT-PKAKEMQNDKEDELSRQLRDLKLEADQNQSRVNFLIFLLPG

Ptiwi04corr IPELLWKTGLNDTQTSEQRIKQLTRSTLVVDPLDRKDKIIKERIELEQF-------------LKNQQIKFNPNSATLAYEIKKP-DILCKG--ERKFFSG----GQFQITSQIEQ-TQLKNWALIYHV---ENEKYKEDFL--ISKNGYRCGLNSQIP--HQLSVRSNSCQDWISCLQQHITKNGKPQ-----LVISLLG

Ptiwi05 IPELMMLTGLSQAQKTNTNIKKFLRPILIVNQNERQQRIMDERGELEYL-------------MKQQNIVLKSNSKTQAYEIRKP-EIYAEG--IINSFPG----GCFEIKNKFYQQSKLENWVLIYND---QEEQLANYFLRQLISSGNRYGLILSQP--LRQKVKSDQSQDWISCLEQNFSEKGRPK-----LVVSLID

Ptiwi06 IPELCVLTGLSNEMRNNFQTMKQLSTVTKPRGVDRVKQADQFIQCFHNK--------ESEELIKKWNIQLESKCLQIQSSKVKPGNIIMGNNTQINIETG--NLDRDTQTAMLRGVG-LENWAILYG---DRDSRQAEDFMSCLRESIEYCKFQCKAP--RTFTIHSSRIEDWIKQIDFIVQQSQGPQ-KVTLLLLILNG

Ptiwi07 VAELCIMAGVPDN--LNEFTRKQIQKECQTNPKDRFEKIKKMLFDLINRQ--PQTGLTMQKLKEEFGIDINSTPQYVKAKQLRPPNIVFGNQNVMPQGDKE-NFSFNCNNQSAFIKRYEVRIAIISPY-----DFDCEEFTQNIHELIQKYGIKMGVQ--TKCHYLSGQRQNYIAEIEQTIMRNVPHT----TNMIVIVL

Ptiwi08 VPELLTMTGLTDRQRCDQRCMQSVAKYTKLTPQQRDDEIYGFYQKLKKQ-------------LSKQNIQLSDDQNVCGFQLQAP-LIYMGN-KEYQTDQS----GFFMIKDPVFQGSHIQDWFMVYHSRGKNDDDDVDFIVSELQKQGERIGIRIEKP--YFVMLKDNNIQNWLQRLTAEIG-DKPPQ-----LIVTFVN

Ptiwi09 IPQLCQLTGLTDAIRNDFNAMKNLAVVTKPGADQRMKMAQEFANQLANTEIVNKKAGTKRQIFKEWGVEINPGSMDVPARRIHPGNMLMGNGLKLDLSSPQTNLDRQTQTQMFSTPPQQLILGIIYN--KKTGQQTMDSLMQNFQAACNDFKFQAFMA-PKVFPIEQDRDEDLERVLDGFQKQAEANKAKVGFLLFLLPG

Ptiwi10 IPELCVMTGLSNEMRNNFQTMKQLSTVTKPRGVDRVRQADQFIQCFHNK--------ESEELIKKWNIQLEPKCLQIQSSKIKPGNIMMGNNTAINIETG--NLDRDTQTAMLRGVG-LENWGILYS---DRDGRQAEDFMSCLRESIEYCKFQCKAP--RTFVLHSNRIEDWIKQIDQIVQQSQGPQ-KVTLLLLILNG

Ptiwi11 IPELCVMTGLSNEMRNNFQTMKQLSTVTKPRGVDRVRQADQFIQCFHNK--------ESEELIKKWNIQLEPKCLQIQSSKIKPGNIMMGNNTSINIETG--NLDRDTQTAMLRGVG-LENWGILYS---DRDSRQAEDFMSCLRESIEYCKFQCKAP--RTFVLHSNRIEDWIKQIDQIVQQSQGPQ-KVTLLLLILNG

Ptiwi12 IPELCQLTGLNDTVKNNFSVMREVAKITKPNAYDRIDLSEKFAKQINST----VKKGTDANLLDTWGLKLNNVSMNVEAKTVLPGTLMMGND-HIDLSSQNLNLDQQTQKKMYQMPDKKLVWVLIHHY-KEKGQEAKKLLLENIKLAISEYQFYGFYSQPMIKQLQEEREKALIQLCDEIKQECEQKQQNIEFIIFLLPG

Ptiwi13 IPELVYMTGLTDDQRSDFGLMKELAYYTKKEPGERLQIIQSLLSKLQKQ-------------LNAQQMTLKSDSSTHAYIVQQP-QLTFGNGRRLDADPT----GFFILKDPVFQSAYIKDWVLIYQSRGRQDDELADDLVADLNQQGGRLGIKFDKP--FFINMKGNKPQEWIKELQAEFK-NGLPS-----LVVSLTD

Ptiwi14 VPELLTMTGLTDRQRSDYRCMQSVAQYTKLTPQQRDNEIYGFYQNLRKY-------------LNKQNIQLSDDQNVGGFQLQAP-RIFMGN-KEYQTDQS----GFFMIKDPVFQGSHIRDWFMVYQSRGKNDDDDVDFLVSELQKQGDRIGIRIEKP--YYVVLKDNNIQNWMQRLTAEIG-DKPPQ-----LIVTFIN

Ptiwi15 IPELCQLTGLSDTVKSNFSVMREVAKITKPNAYDRIDQSEKFAKQINST----VKKGSNINLLDTWGLKLNSVSMNVEAKTVRPGTLIMGND-NIDLSQQNLNLDQQTQKKMYQVPDQKLVWVLIHYY-KEKGQEAKKLLLDNMKQAISEYQFYGFYSQPLVRPLQEERDKALLLLCDDINKECQQKQQKIEFIIFLLPG

Ptiwi16 IAEFCDLKIDYIEQDATVYCQQLEYWNKIINNSSSFIKFLNQYKLIIRN-----------EQVEFKQQYLEPGNLVLNNQTKSIFQIVASR---TSSEFEYYYTDFFLKNASTFTTSLTINKLIILVT------REITELKDNFNIFLEKFDLFIKSR---QYKISQPEIYDINNNLNEILEKYVTED-----SYVLFVG

Ptiwi17 IAEFCELKIDYIEQDVTVYCQQLEYWNKIINNSSSFIQFLNQYKFIIRN-----------EQVEFKQQYLEPGNLALNNQTKSIFQIVASR---TSSEFEYYYTDFFLKNPTSFTTSLTINKLMILVT------REIIELRDNFKSFLEKFDLFIKSR---QYKISQPQIYDINNNLNEILEKYVTED-----AYVLFVG
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Ptiwi01 QKKKARLYKTAKKISMQK--FGCASQVVVEKTLAKN---TRSIVNKILIQLNAKVGGTPWAIDSLPTTFQNQPTMICGTDCFVKSG--RKNQLAFCSTVDRNLSRYYSQVVTSG---EFS-QHLQQVFKASLLAFKEQ-NGIFPKLIIIYRDGVGDGQQAVVLANELPQYKQALEELQIT-----DTKISLVVCNKRVSA

Ptiwi02 RHEDSKLYNELKKFLISV--QGVLHQNVSIQTVDSK--KFSKIAQQIVKQVHSKIGKQLWNIQKITE--ISEKIMIIGIDVYHKTLANNKSCVGFNAQFGQQSEKHFTKTIIVEKGKELNKGVGQLLNLSLQQYQKQN--KQYPDTIVIFRDGVGNSQINDLIEIELKAMKSVIQQTYNI----KLPQFAYIVVNKRISD

Ptiwi03 QKKKARLYKACKVISMAT--FGCASQVIVEKTLQRN---TRSIVNKILIQLNAKIGGTPWALDGMPDMFTNQPTMICGVDIFTKAG--RKSQLAFCSTINRQFSRYYSQVITSG---EFC-SHLQLCLKAALLAFKQE-LSVYPKNVIIYRDGVGDGQQVAVLGTELPQYKQALKELELK-----DVSITLVICNKRVSA

Ptiwi04corr EKNNKSIYQAN-QYLIAK--VGVSHQNITLKLIKKT--KFIIIIPKIILQIHSKLRNSSWMISKMKE--ISDEIMIIGIDVYHKTEKKINSCVGFNAQFGQQGDTNFTKTIIVDQGKEINKDIANLLEQSLEEYQNQN--YKLPETIVIFRDGVGNSQINKLYQEEVETMKQIIKNKYNF----KLPQFAFIIVNKRIND

Ptiwi05 QEKDKQIYQQLKQYLIAE--EGVSHQNVTLQLIENQ--KFGAIVPKIIQQIHSKLGNQTWNIQKIQE--ISDNIMIVGIDVYHKTVLGLDSCVGFNAQFGQQGYANFTKTIIVRKGKEINKDVAMLLEQSLEEYQNYN--KKLPDTIIIFRDGVGTSQINRLYQEEVETMKEIINNKYNL----KLPEFAFIMVNKRIND

Ptiwi06 PKKNAPLYTDLKRYLIND--CPIASQVILSSTLNQPKGKVKTICNKLLVQICAKVGGTPWGISDLP--FTDQPTMICGMDVYHSTAKGRKSMLSFVSTEDEFFSKYMTQSIEMDSGVEFSFSLCPILVKSLESFTSDN-RTPLPSRIIIFRDGVSNSQAKTVIETEVAQFRQAIEQVKKAKNHNKPIKLVVLSVNKKVGA

Ptiwi07 NRYMKNCYAPLKKMCMSEK-FGVLTQMVSSDSISKQKKGLFSIIQKLAIQMMDKVGNCLWTVQLPQK--WPDNIMIVSVIIE------KGKFAGMLSSLDKTYSRYYSQMSTKIVEKCLIKDIGDMMKQSFLQFKQEN--GCFPQKIIYFRDGLSEESISHLLQYETREIVLAANQLCQFG-----DQIIIINIQNTNIT

Ptiwi08 ERDKDRIYGHIKKYCFQD--QGISHQNILSKFLKTK--NPSSVASKIAQQMSMKLGNPLWAIPKPNG--ISDKTMVVGIDIYHKLLTNRKSCMGFVAYLESECLNTFAKPIIMREGQEMSQEVGRVIVEAISAYFERNGRKYLPDTIIVFRDGVGNAQIEALKQTEIQQMKNAIKSINKN----YNPQFAVIMINKKIND

Ptiwi09 QKKKARLYKTAKKISMQK--FGCASQVVVEKTLAKN---TRSIVNKILIQLNAKVGGTPWAIDSLPLTFQNQPTMICGTDCFVKSG--RKNQLAFCSTVDRNLSRYYSQVVTSG---EFS-QHLQSVFKASLLAFKEQ-NGIFPKLVIIYRDGVGDGQQAVVLANELPQYKQALEELQIT-----DTKISVVVCNKRVSA

Ptiwi10 PKKNAPLYTDIKRYLIND--CPIASQVILSSTLNQPKGKVKTICNKLLVQICAKVGGTPWGVSELP--FTDQPTMICGMDVYHSTGKAKKSMLSFVSTEDEFFSKYMTQSIEMETGVEFSFSLCPVLVKSLQSFCGDR-NGPLPSRIIIFRDGVSNSQAKTVIETEVAQFRQAIEQVKTEKNSDKPIKLIVLSVNKKVGA

Ptiwi11 PKKSAPLYTDIKRYLIND--CPIASQVILSSTLNQPKGKVKTICNKLLVQICAKVGGTPWGVSELP--FTDQPTMICGMDVYHSTGKAKKSMLSFVSTEDEFFSKYMTQSVEMETGVEFSFSLCPVLVKSLQSFCGDR-NGPLPSRIIIFRDGVSNSQAKTVIETEVAQFRQAIEQVKTEKNSDKPIKLIVLSVNKKVGA

Ptiwi12 QKKNSRLYRCAKFISLQK--IACPSQVVLEDTLTKN---TRSIVNKIMVQICAKLGGVPWAIDKLPKLFQQQHTMICAAECYDRIH--QIKHLAFCSTVDKNMTKYHSQILKGA---DYKGDNLKKCLIAAMQVYKEK-NTAFPQIVIIYRDGVSDGQIPVVLGDEFPQYDQAIKQINP------QTKLILVVCNKRVAG

Ptiwi13 KNRDTSLYIGLKDFLLSQGGAGVIHQNVTTKSCKNK--NKQSIASKIAQQISVKLGNPLWVIPKVKG--ISEKIMIIGMDIYHKLVTGKQSCMGFVAHFDLECKTSFSKTIIMKSGQEFNQAVGQTFKEALQAYFLHYGKKQLPDTILVYRDGVGDSQIQTLMQTELEQIKKVISTYTAG----YNPQFAYITINKKISD

Ptiwi14 EKDKDRIYGQMKKYCFQE--HGISHQNILSKFLKSK--NPSSVASKIAQQMSMKLGNPLWAIPKPNG--ISDKTMVIGIDIYHKLLTNRRSCMGFVAYLESECLNTFARPIIMKEGQEMCHEVGRITVEAISAYFERNGKKYLPDTIIVFRDGVGNAQIEALKQTEILQMKNAIRSINKN----YNPQFAVIMINKKIND

Ptiwi15 QKKNSRLYRCAKFISLQK--IGCPSQVVLEDTLAKN---TRSIVNKIMVQICAKLGGVPWAIDKLPKLFQQQHTMICAAECYDRLH--QIKHLAFCSTVDKNMTKYHSQILKGA---DYKGDNLKKSLITAMEVYKEK-NNVFPQIIIIYRDGVSDGQIPVVLGDEFPQYDQAIKQINP------QSKLVLVVCNKRVAG

Ptiwi16 DQKTD--FTSARNTLLSK---AIPNQLINLPIQDQE-------INRLLAIMTANLGSVPWSIKEINGQINNKKSAVLGIWKSDNSFS---ACLSINKYLNKYISSFGDLDQILTLLLSTYYGTHKTLANQIIIFAEEDYTDIMEQRIQGLIQLIQDQGLAESTQKPEIVMVQVKDASEER----------YFTYFERNFE

Ptiwi17 DQNTD--FIQARNTLLSK---AIPNQIIILPIQDQE-------INRLLAMMTANLGSVPWAIREINGLITNKKSAVLGIWKSENSYS---ACLSINKYLNKYISSFGDLDQVLTLLLATYYATHKILANQIIVFAQDDYTQIMEQRILGVIQLIRDQGLAQQILKPEVVMVQVKDATAER----------YFTYFERNFE

810 820 830 840 850 860 870 880 890 900 910 920 930

....|... .|....|.. ..|....| ....|.... |....|.. ..|....|. ...|.... |....|... .|....|. ...|.... |....|... .|....|. ...|....| ....|... .|....|.. ..|....| .

Ptiwi01 KFYTGGN--------ARPDNPQPGTCVDNPKVVEQSNPNFYLISQVTRQGTVTPSLYKIIHSDQAG---LDDDIKVLTFKLCWLFYNFTGSIKIPAPVRYAHCLCNFIGDNYD-DRDQVKFLPLPDLVKQKVLFYI

Ptiwi02 KFFSSN-------------NENNGMIFPER--VTSKEFDFFLIAQQVNQGTPIPTHYTVIENTTNWN---EDTFWRFTYFQCFNYRNWSGPVKIPACLQNAHTVAYRVGEVIQSDAHVSLESLLYFL---------

Ptiwi03 KFYSGGQ--------GRAENPPPGTVIDNKIITNEEAIKFYLISQLSRQGTVTPTLYKVLYSDLQG---IEQTIKILTFKLCWLYYNFTGSIKIPAPVRYAHCLCNFIGDNYD-DRDQMKFLPQSDLIHQKVLFYI

Ptiwi04corr KYFSKR-------------QRNFGVVIADR--VVSSHFDCFMIAQQVHQGTATPTHYTVLENTTNWK---EELFWKFTYYQCYNYKNWCGPIKILACVQNAHTAAYRTGEVIQDNACSSLESKLFYL---------

Ptiwi05 RFFSQS-------------KENFGMIVADR--VVSSHFDYFLIAQQVNQGTATPTHYTVLENSTKWN---EDLFWKFTFYQCFNYRNWCGPVKIPACVQNAHTAAYRVGEVIKTNASYYLETKLFFL---------

Ptiwi06 KFYAGE---------RNLDNPSQGTLIDSEICNGKD--GFYLIAQKTTQGTVQPTYYHVLVNDLIDEPNITNKLQALAYKLCYMYYNFSGAIKIPAPIQYAHVCSNFIGDRFDPRKPQTLIRPNQILNQRRSLFFI

Ptiwi07 KLFREER--------DQYFNAPAGTVVDSE--ITTKNYEFILVPVYSSRGCPRPILYRIIYDTIKIP---MEQLQDFVYGQCYNYQNWTGSIKLPAIVKNCQKMIKFLVEILQTEPINKLRSSFYYL---------

Ptiwi08 RFFMVNGGGGQNQQKQQLSNPPSGSVIADK--ITSSNFDYFITAQYVTQGTCTPTHYRVLENNTNWS---EELFWQLTYYQCFNYQNWTGAVRVPSCVQYAHKLAYLIGDTYQGNIHKRLAHLQCCL---------

Ptiwi09 KFYTGGN--------ARPDNPQPGTCVDNPKVVEQSNPNFYLISQVTRQGTVTPSLYKIIHSDQAG---LDDDIKVLTFKLCWLFYNFTGSIKIPAPVRYAHCLCNFIGDNYD-DRDQVKFLPLPDLVKQKVLFYI

Ptiwi10 KFYAGE---------RNLDNPPQGTLIDTEISNGKD--DYYLISQRTTQGTVQPTHYHVLVNDMSDEPNILKKLQSLSYKLCYMYYNFSGAIKIPAPIQYAHVCSNFIGDRFDPRKPQSLIKPNPILNQRRSLFFI

Ptiwi11 KFYAGE---------RNLDNPPQGTLIDTEISNGKD--DYYLISQRTTQGTVQPTHYHVLVNDLFDEPNILKKLQALSYKLCYMYYNFSGAIKIPAPIQYAHVCSNFIGDRFDPRKPQSLIKPNPILNQRRSLFFI

Ptiwi12 KFYQAG---------HRPDNPASGTIVDSKEICEGQQPNFYLISQITRQGTSQPTLYKILHSDLPN---IEDDIKVLTYKLCWLYYNFAGPIKIPAPVRYAHCLCEFIGSRYQ-RNDKDPFIPVEELVKKGVLFYI

Ptiwi13 RFFMTR-----KNNKSPYINPVSGLVVADR--VTSKYFDFFLAAQYVTQGTCTPTHYQVLDNNTQFT---EEMFWQITYYQCFNYWNWTGAVKVPACVQYAHKLAFLVGDTFQKAVHQNLQKQHFYL---------

Ptiwi14 RFFMVNGGGGQNQQKQTLSNPPSGSVIADK--ITSSNFDYFITAQYVTQGTCTPTHYRVLENDTNWS---EELFWQFTYYQCFNYQNWTGAVRVPSCVQYAHKLAYLIGDTYQGTLHKRLAHLQCCL---------

Ptiwi15 KFYQAG---------HRPDNPASGTIVDTKEICEGQQPNFYLISQITRQGTSQPTLYKILHSDIPN---IENDIKVLTYKLCWLYYNFAGPIKIPAPVRYAHCLGEFIGSRYQ-RNDKDPFVPVEELVKKGVLFYI

Ptiwi16 SYYCKN--------------PQVGCIVPIN----EKQGRFSFHSQRGEQGCLQAQQLQISSSNRRE-------IAQLYYHLIFLNFDLSSITYLPAPLHYAKKLSKHQLQSEQYKKAIEKGHMLFV----------

Ptiwi17 SYYCKN--------------PQVGCIIPIN----EKQGRFSFHSQRGEQGCLQAQQLHISSTNTKE-------IAQLYYHLIFLNFDLSSTTYLPAPLHYAKKLSKHQIQSEQYKKAIEKGFLLFV----------



Suppl. Fig. 3 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

Suppl. Fig. 3 Validation of antibody specificity. A) Dot blot assay using custom made 
antibody directed against P. tetraurelia Ptiwi13 and Ptiwi14. Different amounts of 
each indicated peptide were spotted on the membrane. Hybridization with the 
respective antibodies showed the reactivity with the corresponding peptide. B) 
Competition assay. 0 – 100 pmol of each peptide were spotted. The antibodies were 
mixed with the corresponding peptide in 100x excess in advance for 1 hour, then the 
mix was used to decorate the membrane. Blocking α-Ptiwi13 with Ptiwi13 peptide 
results in loss of antibody binding on the membrane, while blocking with the Ptiwi14 
peptide does not have an effect on the signal (mock). Same is true for validation of 
Ptiwi14 antibody (bottom right).C) Localisation of Ptiwi proteins in vegetative 
Paramecium cells. Cells were analyzed by indirect immunofluorescent staining using 
custom antibodies directed against Ptiwi13 and Ptiwi14 labeled with secondary 
Alexa594 - conjugated antibody (red). Representative overlays of Z-stacks of 

A 

B 

C 



magnified views are presented. Other panels show DAPI (in blue) and brightfield. 
White arrows point at micronuclei while asterisk is indicating position of the 
macronucleus. Scale bar is 10 μm and exposure is 2 s. 

  



Suppl. Fig. 4  

 

 

 

Suppl. Fig. 4 Prediction of protein sub-cellular localisation of Ptiwi13 and Ptiwi14 
using ngLoc method. 
 
 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 



Suppl. Fig. 5  
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Suppl. Fig 5 Analysis of 3´- modifications of siRNAs. A) Northern blot analysis of 
transgene siRNAs. Untreated RNA and NaIO4 treated RNA (pTI -/- + NaIO4) was 

blotted. Next to the marker on the left, the blot was hybridized with a transgene vector 
probe (outside ND169 region, upper blot), a ND169 probe (middle) and a as probe 
against the 3´- unmodified spike in oligo (lower blot). B) Simplified scheme of ND169 
regions and normalization procedure visualized by arrows. Light grey regions are not 
part of the transgene and account for production of secondary sRNAs. C-E) Figs. 
show results of sRNA seq of untreated and NaIO4  treated RNA normalized to the 

total number of 1°-ND169 mapping siRNA. Data of two replicates were merged. 
  



Suppl. Fig. 6 
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Suppl. Fig. 6 Sequence logos 1° and 2° siRNAs. Sequence logos of 23nt siRNAs in 

A) ICL KD and B) ICL KD periodate treated RNA are shown. Heat maps show log2 of 

number of reads from each sample used for plotting the different logos. 

 

 

  



Suppl. Fig. 7 

 

 

 

 

Suppl. Fig. 7 Sequence logos of 23nt siRNAs in Ptiwi IPs. Sequences were 

separated by their direction (sense, top; antisense, bottom). Heat maps show log2 of 

number of reads from each sample used for plotting the different logos. 

 

 

 

 

 

 

 

 

 

 

 

 

 



Suppl. Fig 8. 

A      B 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

Suppl. Fig. 8. Analysis of Ptiwi IPs for presence of endogenous sRNAs. Samples 

used for this comparison are S (sonified lysate), P1 (dounced lysate with intact but 

permeabilized Macs) and P2 (dounced lysate with subsequent sonficiation for Mac 

destruction). A) shows a Venn diagram indicating the number of SRCs (endogenous 

small RNA clusters) appearing in ≥1TPM in IP libraries. Below the percentage of 

covered SRCs is indicated. B) Set intersection plot of the same data.  

 

 

 

 

 

 

 


