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Supplementary figure 1 : Photomap showing the standard form of the 3Li region in the IndInt
strain, supporting 52% homozygous for the standard form of 3Li.
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8bp Reverse Complement :

Supplementary figure 2 : Pairwise alignment using BLASTN showing the validation of 2Rb
breakpoints between the IndCh and IndInt strains.



Supplementary figure 3a : Conserved domain structure of  IndInt g22432



Supplementary figure 3b : Conserved domain structure of  IndInt g22212



Supplementary figure 3c : Conserved domain structure of  IndInt g22118

Supplementary figure 3d : Conserved domain structure of  IndInt g22089



Supplementary figure 3e : Conserved domain structure of  IndInt g22220

Supplementary figure 3f : Conserved domain structure of  IndInt g22349



Supplementary figure 3g : Conserved domain structure of  IndInt g23051



Supplementary figure 3h : Conserved domain structure of  IndInt g22565

Supplementary figure 3i : Conserved domain structure of  IndInt g21982



Supplementary figure 3j : Conserved domain structure of  IndInt g22147

Supplementary figure 3k : Conserved domain structure of  IndInt g22088



Supplementary figure 3l : Conserved domain structure of  IndInt g22941

Supplementary figure 3m : Conserved domain structure of  IndInt g22536



Supplementary figure 3n : Conserved domain structure of  IndInt g22843

Supplementary figure 3o : Conserved domain structure of  IndInt g22150



Supplementary figure 3p : DALI functional annotation of IndInt g22118

Supplementary figure 3q : DALI functional annotation of IndInt g22810



Supplementary figure 3r : DALI functional annotation of IndInt g22301

Supplementary figure 3s : DALI functional annotation of IndInt g23001



MODELS WHICH DID NOT FOLD WELL-

Supplementary figure 3t : Alpha fold predicted structure of IndInt g22846

Supplementary figure 3u : Alpha fold predicted structure of IndInt g22224



Supplementary figure 3v : Alpha fold predicted structure of IndInt g22323

Supplementary figure 3w : Alpha fold predicted structure of IndInt g21978



Supplementary figure 3x : Alpha fold predicted structure of IndInt g22197

Supplementary figure 3y : Alpha fold predicted structure of IndInt g22416



Supplementary figure 3z : Alpha fold predicted structure of IndInt g22689

Supplementary figure 3a1 : Alpha fold predicted structure of IndInt g21989



Supplementary figure 3a2 : Alpha fold predicted structure of IndInt g22713

Supplementary figure 3a3 : Alpha fold predicted structure of IndInt g23157



Supplementary figure 3a4 : Alpha fold predicted structure of IndInt g22302

Supplementary figure 3a5 : Alpha fold predicted structure of IndInt g22313





Supplementary figure 4a : MSA for IndInt gene g22432.t1 across other Anopheles species
shows high conserved homology.







Supplementary figure 4b : MSA for IndInt gene g22212.t1 across other Anopheles species
shows high conserved homology.



Supplementary figure 5: (a) transmembrane prediction for eiger (b) transmembrane domain

prediction for wengen (c) transmembrane prediction of grnd (d) signal peptide prediction for

grnd.
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Supplementary figure  6: TmHMM analysis of the eiger gene in the UCI and STE2 strains
and the An. gambiae PEST strain, respectively.



Supplementary figure 7: BLAST result of eiger-wengen-grnd proteins from IndInt against
NR-protein database at NCBI suggesting diversity in eiger gene across vectors across
arthopods.

***************************************************************************



>ANSTEP-UCI_TRAN_00009302-RA protein Name:"Similar to litaf
Lipopolysaccharide-induced tumor necrosis factor-alpha factor
homolog (Xenopus tropicalis OX=8364)" AED:0.00 eAED:0.00
QI:437|1|1|1|0|0.33|3|1007|126
MTKDGPPPYGFVAPPSAPPSYAQAVGGVPPSSPFTPQQPVLTSAQIVTTVVPIGPQSTHMVCPSCH
SEVVTKTTTSPGMIAYVSGFLIALFGCWLGCCLIPCCIDECMDVHHTCPHCKAYLGRHRR

>ANSTEP-UCI_TRAN_00010133-RB protein Name:"Similar to Litaf
Lipopolysaccharide-induced tumor necrosis factor-alpha factor
homolog (Mus musculus OX=10090)" AED:0.14 eAED:0.14
QI:206|1|1|1|0.66|0.5|4|598|158
MNPSGKGSGPEGFQAQPLNQPPYPAQSPPYPGQMPAATGGYPHPSANVPNYAHPPPPPPYDANSNV
IPPPQNAGTTYVQVVTSPQVGPDPASMVCPSCTKHVITRLDYETSTKTHIAAGLLCLFICWPCFWI
PYIIDSCKNANHYCPNCGAYIGTYRG

>ANSTEP-UCI_TRAN_00010132-RB protein Name:"Similar to Litaf
Lipopolysaccharide-induced tumor necrosis factor-alpha factor
homolog (Mus musculus OX=10090)" AED:0.01 eAED:0.01
QI:206|0.5|0.66|1|1|1|3|787|124
MDPPPYDQINRPVPAAYPHQQTPTADPFKSASLHTQEPPSLQTTVIVTSPQVGPDPTTIICPSCRA
TVVTRLEYETTTKTHLCAGLLCLFLCWPCAFVPYCSTACRDANHYCPNCGSFIGTYRK

>ANSTEP-UCI_TRAN_00010131-RA protein Name:"Similar to FV3-075L
Uncharacterized protein 075L (Frog virus 3 (isolate Goorha)
OX=654924)" AED:0.00 eAED:0.00 QI:483|1|1|1|1|1|2|936|82
MTTIIVTNPQVGPDPMTITCPSCRATVRTKVKHESTTSTHACALLLWIVCWPCLCLPYCC
NSCRDANHYCPRCNTFLGSYKH

Supplementary text 1: FASTA sequences of the LITAF genes from
the UCI strain

>g6300_ADAM17_TACE_IndInt
MSLPSIMLTVVLVVSFAVLIVPLQGQLHKNLKYYETLHAKDLSHRIEKRGTKHSTHPFNTIKEVEF
KVLGRKFRLILHPHASVLHSNFRAYSVDGNGSESIVHLDRSNFFKGRVFGEMESHVNAHIDDGVMT
ASVVLPDETYHIEPSWRHLPHLSDKHMIAYRTSDIKFSWDQVDAISGDLGVPRTCGYVKEGLELEG
QPDDGDEAADGGQAFADGGVDAYENDRDPTPETVWHAEDSQDARKSRRKRQADQYEYTPTKTRCPL
LLVADYRFFQEMGGSNTKTTINYLVRAPPPTGSFGAPFVVPFSNRFLPFYQISLIDRVHKIYNDTI
WQDRSDQEGFKGMGFVIKKIVVHSEPTRVRGGEAHYNMVREKWDVRNLLEVFSREYSHKDFCLAHL
FTDLKFEGGILGLAYVGSPRRNSVGGICTPEYFKNGYTLYLNSGLSSSRNHYGQRVITREADLVTA
HEFGHNWGSEHDPDIPECSPSASQGGSFLMYTYSVSGYDVNNKKFSPCSLRSIRKVLQAKSGRCFS
EPEESFCGNLRVEGDEQCDAGLLGTEDNDACCDKNCKLRRNQGAVCSDKNSPCCQNCQYMMAGVKC
REAQYATCEQEARCTGNHAECPKSPPMSDGTMCQERGQCRNGKCVPYCETQGLQSCMCDIIADACK
RCCRQSINETCFPVEPPDVLPDGTPCIQGFCNKGMCEKTIQDVVERFWDIIEEININKVLRFLRDN
IVMAVVMLTALFWIPVSCVIAYFDRKKRKEDWKEYEWSQKLDLIHPSDRRRVIHIRVPRQKITVAR
M



>g22826_Eiger_IndInt
MTAETLKPFLNLPNATANDLKAHCAQRSTVKRGLVALGCILAAALCCGLIGVQIWHLNKTAILQQE
VDDLKLQLYLRAREFTDYEASASARPSSLTITTPDRMIMCADGVRRTPVESQRDLFMMGLVDACKN
IQTLVSLICPSFDNELFDSPDEYVYEPEDLDPDVSDDGHREQETNESGLSSSGMQGDDLELDDSEE
KENLGIEDLRETNDDDDDDDDIIIDDRVDIGVPAGGKRRARSISGVTRQGVPIVDEPYVPRRNRTR
HPHRIFEQLRQRPEELVTPPTSAEMFRWDVDSRKTSHTAARHQSYGSISIRPYQHEAHSLREHHST
TPMPVAYRSHGGVRHHSRNELHAGNPTKPPAQILNRMSRVQATGDSMRKQLQQTQRFPKVVGNPGT
QKEIVMAPESRVRLRQRKGGAVQPAEPVAKGVHLVELSTMDAVHSDSRYQEWSANDNASKQAIQSS
SFAFDGERLTVNEPGLYYVYAQVTYSNEFEANGYKVLINGRKHLSCTVNTAQQGENTNTCFTAGLA
EIAHAGTTIAVEDVAHGRQHVMYPEKTFFGAFKIGRLAAPTVTHRRARKVA

>g1129_Wengen_IndInt
MTHVPDIRCGMAQVGRRRSHPRTGRGVIPTTTLVLLAILLQLMDLGDGPGGGRSMLVRAACESRKS
WWDPTLGECAPCLICADHQVVLRPCQDYMNTVCGTMKDLTASVSRPYPHLPEGNGNGIGSVGRTRA
HHWKEERRKEGDGVEGYRRVVPAISTEEILWDWQVASLLIAIIGCLLFLLAAGCVALNQSRQWRRI
EKHFDAAQNISKPINNERAPYGILAVGFAVVDMEALSAQLVNHLASMQHLESGPILLENFDHGRLR
TTGHHPIEVRCVYLDQLLDEKCSQKAHSVQPTAGNLYIEESIDTPRLQSPIPSARSPPPPPISLIR
HY

>g18030_Grnd_IndInt
MTVRWTSSVLVPVVILVAWSIPSAFGCTRKCDRFEYCDENSNACRNCSALCEKDEYSCYHKCQTLR
QNITTLQESVLTMKTIVLVFSVVAFVLICTALALLIKKYVHCIREFCRWRPQNKNTTTPPVAYTHE
NPNTKSPKTVPKNGANGPKQTSTSVSIYPETEVDHSVQTGTTSISHRYPAEDSTESYSYDNAACNV
TPTSNNPMPKF

>g5130_TRAF2_IndInt
MSRPVKREVSAEENCLQSAAKVDDDLLEARYECPICSCWLNEPILTKCGHRFCRKCITDWLNGKNS
ICPLDNEPLDIKCDIFPDNCTRREISQIKKPCPNSIRGCVDQFSPTEIDSHLRQCPFAMSRQSQPC
PFARIKCKFIASDEDALNAHIASDCQQHLQLLLETYTGSNDRYKFWDPPAKNSVPEMSTNELVRSM
YERIVILEQEVHILGIKLSKQELQLTKINQEVDPRYSGGVLLWKLEDFSNKIDSMVANSNCMFYSG
QAYTSPHGYKFCARINVSPRTKDSIGLHVHLMQSENDYHLEWPFKGRIKITLLNVRSPELSQHDTI
MSKPEILAFHRPHQDISPRGFGFLEFAKIKEILAKFADNNTVVLKIQMNIV

>g13550_TAB2_IndInt
MCSDLGRYDYQFSIRLRVATAKGAAVRTNCGWLREENERTENRESERSDEAEFDDRTVLRCDGEKK
DDFVSGYQGVWWWFLQTPAIPSTTQSNNTQHYYDEPATAVFTSNSSAATSGSGSNAADSSSILKQR
ATCACSNISIMQLFHEMKQKYPTVPDTVVSELVTQNCHDRPACIGKLEEAVLGTPAQTTYPSQSIH
SGSLKRRSGDRKLAGNRSDGSNSYSSSNSSSNSSRESSVDSSRLQSASYPTTHQQQQQQGVPTTGG
GTGYSDNRFIGESRISSSCANRPTTLAVRPAAAGTGVGNFGATPPPPPMRPNRIAPPCPPNNVPLG
TSTITTTTTASSSTELGETVNLQVNVTVSPKAGGPMIAGQRHTSTISLQPEPPYSRELAQVSSTFS
GGNPLVMGSPTAGTVAGSTPGGSSRTGSASVGIGAGGNGGRSSTSVNLTLRQPTDGRPRTPIHIHA
SPLKYTAKNFNAQSGIQSKLEVTFRDGFGSFSAMRAQVPGYEPQREMMASPQQPEREPCAVALPDG
HSGWYQSPSSAGSRVPYGGLSGFPPPLSSSSPLPNLAAHQMVSSRGMNGQSLFADGQLENDRLTKE
MRYQNFVVAEMAVSQQLEQKQRLSLEVERKRTQFESICREIFVLQQPLRFIDAELLDREVLVLAAE
VEQLQKEVDSCDEEEARIQAAAAAAATGSSITDGLSALSVEGGSPLMLPPSMVSGASGGGTVVNRP
PRPPRPPPPRAPTQSPSRGSSGSVTPSTPHLAPSLAVIGGTSSPVPTPTSSVSSSCSTSSSFQSNG
GGVGDPTAPNRLQPSATTGPNQPWTCSLCTFQNHELMPACEVCSLPKASGSRTAVAAPMTNSNPAF



AVAGDVRDGVGGSPHAAGVLLRRQHHLSVDTGVAAAAAAAAAAAAAAVVGASVAGPSTAPPYPGVA
EMPPPTFASLTTGHTSTSMPLQPIPLSHGQQQQQQQQQQQQPTQTVQQQSQQSNPPPPLQNAQYQK
SSIEC

>Intsfg5795_Hep_IndInt
MSDDQSSLSSPATTPSSARPFMPLPLELNGERRKPSKKLSFQGCQGGQAPMIPDPTRERIRMQAAA
GKLQIAPNQTYDFTSDDLLDEGEIGRGAFGAVNRMKFTHTGTVMAVKRIRSTVDEKEQKQLLMDLE
VVMKSNDCNTIVTFYGALFKEGDCWICMELMDTSLDKFYKFICECQQSRIPEPILAQITFATVRAL
NYLKEELNIIHRDVKPSNILLKRNGDIKLCDFGISGQLVDSIARTKDAGCRPYMAPERIDPQRAKG
YDVRSDVWSLGITLMEVATGKFPYPKWGSVFEQLSQVVEGDPPRLCTTYNGMEFSIDFVNFVNTCL
IKEERDRPKYGKLLQHAFIQHAEKSDTDVAAYVSEVLESMANNGITQFTTNLPAEGWNESFN

>g5319_MKK4_IndInt
MSDDQSSLSSPATTPSSARPFMPLPLELNGERRKPSKKLSFQGCQGGQAPMIPDPTRERIRMQAAA
GKLQIAPNQTYDFTSDDLLDEGEIGRGAFGAVNRMKFTHTGTVMAVKRIRSTVDEKEQKQLLMDLE
VVMKSNDCNTIVTFYGALFKEGDCWICMELMDTSLDKFYKFICECQQSRIPEPILAQITFATVRAL
NYLKEELNIIHRDVKPSNILLKRNGDIKLCDFGISGQLVDSIARTKDAGCRPYMAPERIDPQRAKG
YDVRSDVWSLGITLMEVATGKFPYPKWGSVFEQLSQVVEGDPPRLCTTYNGMEFSIDFVNFVNTCL
IKEERDRPKYGKLLQHAFIQHAEKSDTDVAAYVSEVLESMANNGITQFTTNLPAEGWNESFN

>Intsfg11051_PI3K_IndInt
MKQEQTNTTMKRTAHSTLPGNDPSWQVPHRIYLQQQHQQHLHQQQQQQPMQQRPLFDYEFWKNPDE
LTELHFLMPNGVMITMCIPIHITLEELKTDVWEEAERYPLYCHLGDKNKYCFSTLASGRTNCNTTH
ENEATRLMDVQPALGILRFVERTNVSEDTKLMENISILLDSKLPMKTLVNPEVNDFRAKMSLLSEE
IGSRRAAMTRMERIAYQYPAKLVSGSHVPDQISRRLANVDGHFCVVAISTDMQVTVKVPCRATPDE
VLNRILEKKRISMKARMDNSSDFILKVCGREEYIYGAYPMISFQYVQDCLSRDETPTFVPRLVRSV
EVFKNDIYDARDDFTQWSSTTATTNTTSSALVSTSSSVSTMSLVSVGKHNSSIASTGSSSVYSSSS
QSQQSHTLRKVKYVTSWEVDTKLQCTVQEIRGLNIESDKELGVQLGLFHGGKSLCKTARTRTVTVN
SGKAVWNETICFDINVSNVPRMARLCLVVYENMRTTKSTGIRTRRTKDGLINPIAWVNTMVFDYKN
QLKSDSVTLYTWDYAEDAQSEDILHPLGTVEPNPNRDNNMFVSMLLSFGPYGPEGRIIVYPGEEEL
LAHAAKMSHRNEHLNRESAEDTRSIKAIMSAYMYNDRLNDIHEQDRNAIWAKRRECMLQMPQGLPC
LLYCVEWNNRDEVSEIVSLLQEWPKLLIERALELLDYAYADKYVRRYAVDCLRTIEDDELLLYLLQ
LVQALKHESYLNCDLVYFLLQRALHNQHIGHYLFWHLRSELSVPSVQVRFGLILEAYLLGSPEHVG
VLLKQMQCLRYLQICSDNVKKGSKEKGRALLMEQLAKEGHLTSDLISPLNPSFRCKAVRTERCKVM
DSKMRPLWIVYENSDPNGDDIHMIFKNGDDLRQDMLTLQMLRIMDRIWKSHGFDFRMNPYSCISTD
HKLGLIEVVLNAETIANIQKERGMFSATSPFKKGSLLAWLREHNNTDELLAKAIQEFTLSCAGYCV
ATYVLGVADRHSDNIMVKKTGQLFHIDFGHILGHFKEKFGFRRERVPFVLTHDFVYVINNGRTDRE
AQEFCHFQTLCEEAFLILRQHGCLILSLFSMMISTGLPELSSEKDLNYLRETLVLDKTEEEARTHF
KHKFSEALANSWKTSLNWASHNFSKNNRQ

>g17575_NIK_Brun_IndInt
MLSQGPGDPIMAHPDYEQHHYHHGCLLILVRGIGSSKPRSLQRVFERVQRVNNVKIPADSTGTPRD
IWVRYIRDHPVENNDWGDFQTHRRLLGLITVGKFEAQSELNELCRVHESLKVKYTHTLSRCLLFGP
STDELQKLNGAAAGTAVAPDGGSKATLEKCFQTPSNFKSRAFFYPENDPCSNLETKISEFITSIYY
ILELKRMEKTREKLEKAPLLLAPFEKKDFVGLDLESRNNKKRCIGRMTKHLGDLTLQAGLVAESLN
FFHAASETLRAISDSLWLGAANEGLCAASAILLYPNFRYTMSIQRNSSLQENSSSPQKFNLARNQL
YTGSYNGADSSTLKHKKSDMVINLSASDTATILGADKTSASSNSSASSISSSLSSGSGGSGTASGS
SSSDSGTLVNRAGSGVAAKFPSNILQPDEITVRYRDAIINYSKYRNAGIIETEAALKAARICIEQG



KNLDVAMFLQNVLYINLNMTEQQRVRRFEVLTDLYQKIGYNRKAAFCQRLAAWRHVAQSNSNPDWG
QSYRLMLESFSGHKLSLEPNEVLENNMGWPVLQIDLLQQLVGTARRLGQSALATRHMTFLLQTMWK
HLTAQEQREMALQLQNLSAQCEGAPVPLVLENGIVIPPANLTDLPHCSQLLVKDLAPHLKPVKIVV
NKVDSGPFLFTPIHFSSLDRRGIEKDDSKITFNWVQHDVCEVSVSLMNPLPFELQVTDMRLLTTGV
VFEAFPQTVTLQPNVSTNVSLHGTSIECGELEIQGYSTHTLGVKSNCRLKHMLHRRERHLPPCYKV
KVIPALPKLETKTSLPQTATFSGMPNADFVTTSASITLYNGERGECTITLTNSSNIPIEYVDATFH
STLEASLQSRIFQLATDELHRKLPIQPNASIDFKLVIFGEADFLGALTAGPGQTAGYSLPHNPDGM
NSAGPQSLTVSHGGGGGPLGGGMLSAGGGSGNPSIPSRISSPTNTHRRNELLTSSFRSSHSGHSSL
ATLSVGISTGHVPRQLDAQLRFKYSGGEGLQEGFCRQCAISFNVELLPSAQITNWDVLSAEIPSQF
YLVLDVVNLTAQEMSLNYTSNKTILIEAKESCRVPVPVQRCPLERIFAAVAEHQQQHHNHLHQHHH
HHSIGSGSADHHNMPSILSGGAGTSTSDSSDLTERVCSEHISENVNLKWSLPGIDCHGTASLRGIT
LSPAMLDLVTVPPLEWEVKVDDQVVAPQSEVTCVTGQFLSFSISICNLSASVLHQVQLSVQFYQDY
QNGVQNYRLETRVTMSGPNHILIPSLNKDEKAFHKCSVLFFT

>g8096_AIP1_IndInt
MHPERNPDALAKLHKNGFEKVEIAVYNVLAREFIYATLPRTQRGQPIVLGGDPKGKNFLYTNGHSV
IIRNIDNPEIADIYTEHSCAVNVAKYSPSGFYIASGDQSGKIRIWDTVNKEHILKNEFQPIGGPIK
DISWSPDSQRIVIVGEGRERFGHVFMAETGTSVGEISGQSKPINSCDFRPARPFRIITGSEDNTIG
VFEGPPFKFKMTKQDHTRFVQAVRYSPSGHLFASAGFDGKVFMYDGTTSELVGEVGSPAHSGGVYG
VAWKPDGTQLLTCSGDKSCKLWDVETRTLISEFPMGSTVDDQQVSCLWQGNHILSVSLSGFINYLD
VNNPTKPLRVVKGHNKPITVLTLSDDRSTIYTGSHDGAVTNWNSGSGTNDRVAGVGHGNQINDIRA
AGDFVYTAGIDDSIKQISVEGNTYTGVDSKLACQPRGMDILKESNTIVVGCVKDITVLQDNRKVSS
VPISYESSSVSINPETMDVAVGGDDSKVHVYTLHEGQLTHKLDLEHLGPVTDVRYSPDNKLLVACD
ANRKVILYSVAEYKPPHNKEWGFHNARVNCVAFSPNSELVASGSLDTTIIIWFVNKPAQHTIIKNA
HPQSQITGLVWLDNETLISTGQDCNTKVWNIENVA

>g24355_IAP_IndInt
MDHQYDKGSLLLCLAIFVHKLTIVFHWTQNYLKVLALARVQQRKAGGEVVSSSESAAPSSTPKAPG
DADDDMREMAHALSLPAPIDLPDNKQKDDDLACMSPEYFHIEENRLRTFGRWPVAFISPNVLARYG
FFFVGTDDTVKCYFCRVEIGLWEPQDDVIQEHLRWSPFCPLLKKRPTNNVPLNANYLDAVPEPSYD
TCGISVRQHSYAENVNDRARPDLDRMSGDSWSGASDISLSSSGSSSHNGGDAEPMSGVSGLSSGGG
GVGGGGGLQQDRASMTAAEWNNGVLMGEHSLMRRPEYPNYAIEADRLKTYEDWPTSLKQKPQQLSD
AGFFYTGKSDRVKCFSCGGGLKDWEQDDEPWEQHAIWYSNCHYLQLMKGREFIEKCNELKEAAASA
TSGTSSSMSSASSQPSTSGISSASSSVMSTSPASSSGFSSPTPAADEERTLRCTDHYSSGSDEGGE
DDAGHNRKVPSDGKICKICFVNEYNTAFMPCGHVVACAKCASSVNKCPLCQQPFINVLRLYLS

>g17640_JNK_IndInt
MSSRHAFYTVEVGDTKFTILKRYQNLKPIGSGAQGIVCHTKAKDRTKPLTKEPRQGQPPPQQQQQQ
QHTVANMNRRANNYVRVQFGDTEFEVPDRYINLEAKGFGAQGTVCAAYDTVTQQNVAIKKLSRPFQ
NVTHAKRAYREFKLMKLVNHKNIIGLLNAFTPQRTLEEFQDVYLVMELMDANLCQVIQMDLDHERM
SYLLYQMLCGIKHLHSAGIIHRDLKPSNIVVKSDCTLKILDFGLARTAGTTFMMTPYVVTRYYRAP
EVILGMGYKENVDIWSVGCIMGEMIRGGVLFPGTDHIDQWNKIIEQLGTPSQSFMARLQPTVRNYV
ENRPRYTGYPFDRLFPDVLFPTDSNEHNRLKASQARDLLSRMLVVDPEHRISVDQALVHSYINVWY
DESEVNAPAPGPYDHSVDEREHTVEQWKELIYQEVMEYEARNNLADATDEAMAAAAEAAEASSTTA
AAAAAAEDLQPPSEEPPDAMSPAEE

>g11102_p38_Bsk_IndInt



MANFYRTEINKTEWEVPDKYQALTPVGSGAYGQVCSAMDTVHNVKVAIKKLARPFQSAVHAKRTYR
ELRMLKHMNHENIIGLLDVFHPGDNKLESFQQVYLVTHLMGADLNNIIRTQRLSDEHVQFLVYQIL
RGLKYIHSAGIIHRDLKPSNIAVNEDCELKILDFGLARPTENEMTGYVATRWYRAPEIMLNWMHYN
QTVDIWSVGCIMAELLTGRTLFPGTDHIHQLNLIMEILGTPNDEFMAKISSESARHYIKSLPKTEK
RNFSDVFRGANPLAIDLLEKMLELDADKRITAEQALAHPYLEKYADPSDEPTSSLYDQSFEDMDLP
VERWKELVFKEVLNFVPQQHAHIGGEPQA

>g21984_AKT_IndInt
MTATDNTVRFSDHTLDKATKAKVTLENYYSNLITQHGERKQRQAKLEASLKDETLSESQRQEKRMQ
HAQKETEFLRLKRSRLGVEDFEALKVIGRGAFGEVRLVQKKDTGHVYAMKVLRKADMLEKEQVAHV
RAERDVLVEADHQWVVKMYYSFQDSVNLYLIMEFLPGGDMMTLLMKKDTLSEECTQFYIVETALAI
DSIHRLGFIHRDIKPDNLLLDARGHLKLSDFGLCTGLKKSHRTDFYRDLSQAKPSDFIGTCASPMD
SKRRAESWKRNRRALAYSTVGTPDYIAPEVFLQTGYGPACDWWSLGVIMYEMLMGYPPFCSDNPQD
TYRKVMNWRETLIFPPETPISEEARDTIVKFCCEAERRLGSQRGIEDLKLVQFFRGVDWEHIRERP
AAIPVEVRSIDDTSNFDEFPDVALEIPAHPQPEGEVLKDWVFINYTFRRFESLTQRARAADTEAKQ
QQQQHIVSPNPQSIDRPTNGMMAQDRVTG

>g17088_IKK_IndInt
MSGLHSATFIVRGCAVNRLNIAQPAAFFRYIKTQLSVLCALLQESNRGVSLLVNVLANMIKPFEDP
PLIGDWCREKRLGNGGFGVVSLWRNKQTQQAVAIKKFHILQDRSEITDKHCERWRNEVKLMTETVQ
NENIVRTVNVQPTSFIQELLRSSANGLPVLCMEYCEGGDLRRVLNRVENCSGLREQDVRDVLRSLR
NAVAYLHSLKITHRDIKPENLVLKQQGERFIYKADLGYAKALDKQSLNASLVGTVEYIAPDLIYCD
RYNCSVDYWSMGVIGYEIITGVRPFIPHAPITRWMMHVQQKKSADIAITEDNRENYTYHTDIFPEN
HISDCLRKELESWFRLALEWNPKKRGYVPYTKAEPSLANGENGTKGVKQTEDNKPSTVLKIFSLLD
QILEKRILVLFSLYDCRWIDLEVTPETGMETLRDHVYRVTGIPVDDIEFVLPLEQKQPAVGNDTRP
YDLYLPDFYGKPMVYVVHRGSRDSIVQRDLKPRIPKSITDVFQNIKVKLKPHMLRQFIANSYYFIA
QEQRLYGQVLDGIRNYGLMLNDNIARRKDEIGRMNKIVYAILGGVEYHKLTVCHARDALNVERRIP
SATFEMASKRWIENGARIESNVRKLAEMADTITKRYESVLKRSRDALRHALLHPQLDQHDTFGLRN
VECRYEQTRARLMEKILNEKSHMDMSQAVYECLKQRDVLLRELGFLELQQQILDVRREIQEIEKVV
CKVIDVTEKYKRDLARLKLEHQDEVWKMLSDYGRSAAAGSCENGVVHLDNILPLGVAHTDPPVINK
PNFLVGGPTTPQLQSTVSNESFDANQVCCLGYTDPNVEDLIAANETLIHTTTDLLSNSFSLLKLAD
GAE

>g13192_Caspase1_IndInt
MEEFALSASLRHSTDELDANAVNRSTNSAIPSALSTSNDVTAQGSDHYDTSHPRRGIALIINQVNF
KDLRKRDGSDKDRDCISAALQGIGFEIRTLDDPNRKELLAMLEKVANEDHSQHDCLVVVVMTHGKE
NNFLYARDKSYEADRLWEPFLGNACPSLRGKPKLFFVQACRGKQLDQGVRLVNMSIDENVSVDSVP
EPVSYVIPTMADLLVMYSTYDGHYSWRNPVNGSWFIQSLSIVLTATAHREELLHILTAVSRRVAFH
YQSDVPQNVKMDAMKQMPCIVSMLTKLLYFPKKS

>g22865_NFkB_IndInt
MSLDHCSIALDVLLLQLQQQQQQQQQPPPRLDVPYSLQTEQQQQLLGASPNQYTILSMDAPSAAAA
VVSVGDYTLGSSRSYASALSPSSSSASPSSPSSVASPNSRASNMSPQSSASDHSASYTLQNLNLSS
STSSMGYPGMSYQQQQQHQPQHQQHHQQQHQQHHQQQHQQQIQPQQQHYYAPQLLNLDQEHLQTAS
FSYTTSSNEAFASPDADYGKPHLVILEQPVDKFRFRYQSEMHGTHGSLMGSRTEKSKKTFPTVELR
GYSGEAKVRCSLYQVDPQRRAPHSHHLVIKSGELDLIDPHDLDVGGPTGESSDGGGGGGGGGSYVA
TFQGMGIIHTAKKFIAEELYKKLRKHRLCELNREPTEREEQQMQKDATVMARTMNLNQVCLCFQAY
RVEPGTGRWVPICEPVYSNAINNMKSALTGELKICRLSTTVSGVDGGEEVFMFVEKVCKNNIKIRF



YELDEYDQEVWQEMAIFSEADVHHQYAIAFKTPPYRNKDITEPVEVHMQLYRPRDRCQSEPVLFKY
KPRSGMMVPGSSGSGSRKRLRISSGNISSEIPTVIQNDPNAGGGGGGGGVPGAGGGGGAGGGGAGS
TTRLPPLHQPFPMLANHDGSIPEGHEPSSAATINAGTATGHQQDIMSGIGSVTTISKELTKASIIQ
EILNIPTTIASDVAFDSSDFPCNSEEFNKLIQEIGNQQDLVKLETDSEAAAGDTTESVLGRAIADL
VASGDDARQGEMLRKLLALIKLFAGDVNRSRQLLASHWTAANQQQLNCLHAAIRRNDTTIACKLIE
LLDEFRLTDELLDLPNDRNETALHLAVSTNNESIVRELLKAGAKLTFCDYRGNTALHRAVVENVPA
MVRLLLRHGQAGRSRLDCTNDDGLTALQAAVYARNLKITRILIDAGASVREKDLKHGNNILHIAVD
NDSLDIVNYVLEHVNRELGLEQNNAGYTPLQLADAKSATGQGNNKLIVRELLRHFPDGLEKRTAGD
DSQEQEEDIDEDEEEEEEEEEDEEEREGEAIEQDKEQKNETVLDSINLNCDRVNIARLLEEHEPEA
EPQRKATKRSDATTATERKEPAAASAPLFDDQCMEELCELLSGSETWRALGSLLDFHPFFTVWEQG
PSPARMLLGYYEMQQLNMDRLIDMLRALELRDCIRSIDEMICRRMK

>g376_MKK3_IndInt
MYGSVSPDLLLIVLRFLLGAARDAVPFWRFGLVWTFTLYDDDVQVKDVFSQRSTGELSLEAHGAGP
GLKWHDQTLAATSTNRGEQEEKEGGSQQPTNNNNTNEARKVFLLSVGVSLVWAVAAAEYRLHCRAT
PPPPSPSAPKMPRKNKPIIKLKLDGDTGGGSTVPDSAEGATPRNLDKRGTLTVGERSFVVEADHLR
KLADLGRGAYGIVEKMLHQPSGTVMAVKRITVTSGMGAGGGLGGGGVQSQEQKRLLMDLDVSMRAS
DCRHTVQFYGALFREGDVWICMEVMDTSVDKFYPVVYKRPGRTIPERILGRIALAIVRALHYLHTE
LRVIHRDVKPSNVLMNRRGEVKMCDFGISGYLVDSVAKTIDAGCKPYMAPERIDPSSCSRTAGYDI
KSDVWSLGITMVEIATGRFPYATWRTPFEQLKQVVNDEPPRLPKSAAPDSEEFSAEFHAFTASCLQ
KKFQQRGNYEQLLAMEFLQRYGAGDVQADTSDMAEYVCAILDERDGVPAAEDGGGELAN

>g20745_JUN_IndInt
MRNNVLNSKHTNNNTMESFYEDNNAQFVPSTTTTNGVTTGNGNGLKRPATLELNLAPGKARKTRYN
ASVTMPSVLPSPDMQMLKLVSPELEKIISTNATLPTPTPSAIIFPPSATSEQQQFAKGFEDALLSI
HKKDTTSKLNTNNNNNNNSNTSNNNNGPSANIGGAPAERLCPPTTAAPTTVVPVVGGTTTNNLAST
VLASGHNNGMSGGEITYTNLDYPGVVKEEPQATSSNQSPPVSPIDMESQERIKLERKRLRNRVAAS
KCRRRKLERISKLEERVKELKTQNSELSGVVCSLKQHIFQLKQQVIEHHNNGCTITLVGKF

>g7769_RAC1_IndInt
MSSGRPIKCVVVGDGTVGKTCMLISYTTDSFPGEYVPTVFDNYSAPMVVDGVQVSLGLWDTAGQED
YDRLRPLSYPQTDVFLICYSVASPSSFENVTSKWYPEIKHHCPDAPIILVGTKIDLREDRETISVL
AEQGLSALKREQGQKLANKIRAVKYMECSALTQRGLKQVFDEAVRAVLRPEPLKRRQRKCVVIEMQ
TMASGVAGNAEKETATINPREACKVNNEATKRLTNVGKS

>g4935_MAPK_IndInt
MSMNEGIAVVTKVVSTSVRRAPEPTAVLTREDFNAGPISLDEIEPGLWLGNASAAADMGTLEKHTI
RSILSIDSVPLPVHITDHPNLRVRHIQAADVPREDLIRHFEDSNRFIVDSLAEGRHVLVHCYFGVS
RSATIVIAYVMQKYRLNYEAAFQRVKAKRIFVMPNPGFVNQLKLYGRMAYRIDRTNERYKLFRLRL
AGDNVRKAKRLPTECMDVVKTDPGVTQESPEPYVYRCRKCRRVVASRSNLLLHKPKSATLAQSPAK
VGREPEATLEEEGTSDEAECDGQPQMNADGENVADHVTHVQTAVATGSSPSSGGGMNELAEQVRRS
SISSEHSNRSSEKDTPMCNKIFFIEPLAWMTDIYRNTQGRLYCPKCTVKLGSFNWVMATKCPCGAE
IYPAFYLVPSKTEYSTVVQNVQVTV

>Intsfg7581_Erk_IndInt
MAEAASSGAAAAAAAASAAGPAAGSTSATNPNAEVIRGQVFEVGPRYTNLAYIGEGAYGMVVSATD
TVTKTKVAIKKISPFEHQTYCQRTLREIKILTRFKHENRLSNDHICYFLYQILRGLKYIHSANVLH
RDLKPSNLLLNTTCDLKICDFGLARVADPEHDHTGFLTEYVATRWYRAPEIMLNSKGYTKSIDIWS



VGCILAEMLSNRPIFPGKHYLDQLNHILGVLGSPSQEDLECIINEKARSYLQSLPYKPKVPWSRLF
PNADLNALDLLGKMLTFNPHNRISPVAEEPFRIAMELDDLPKEMLKRLIFDETLRFNHNDNNLPGG
M

>g14460_TRAF4_IndInt
MKFPLLVRLCPGVAPSHDHLGSVSPRSKILGALVPAVCELAVRKSDVIYPDPESEKAIMGSLVFCI
HHKQGCKWSDELRKLKAHLNTCKHDAIQCPNKCGSQIPRVMMTDHLAFTCILRRAICEFCNVEFTG
IGLEEHAGTCSSEPIYCESKCGTRVLRGRMSIHRAKDCAKRLRRCPHCGREFSADTLAAHGATCPR
SPIPCPQRCDAGPFARADLDAHLRDECKALTVPCTFKEAGCRFKGPRHLLEAHLETNTSAHLSLMV
ALSGRQGQQINMLKSAMAKLSTNYTGTLLWKITDWSVKMQEAKTKDGLELVSPPFYTSQYGYKLQA
SMFLNGNGPGEGTHVSVYIKVLPGEYDALLKWPFSHSVTFTLFEQGTLGSGGGGQGGVAESFVPDP
TWENFQRPSTEPDALGFGFPRFVSHELLNRRPFVRDDTVFLRVKVDPSKIVAV

>g488_FOS_kayak_IndInt
MRSVRGSTLYGLGIIAFAWLAPATHHNIHKAVQGACPLAVAWWRFASFDGIGVHSGVPTRTTPTLT
PTTLKNIEQTFMEATNAQINLPYQAGFVPPSYPMEDHSQDGGVSQESLSSNSNGSWAVSGSHGYTG
DDHDSKSSASLEQPSSGTRSRRSATGTDENAKNETVTFAIGTGGSGTGARTGGRRNVGGRRPHKPS
NLTPEEEEKRRIRRERNKQAAARCRRRREDHTNELVDETDQLEKKRQSLAQEIQQLQQEKDDLEFL
LETHREHCRLQARRSPIDLKPVDLDTGGFENTGTFVLPKIKTEPEDEFAAAAAAAAAATQQHHQQP
PPNQLQEQLAIEAAEHGTISKKLKLSHAHSDSLETPTPTSSAFAPLAGVGLAGNSGNKLSATPAGS
NGSRPTRPDSLDVKSAAQYPLIARGDAAGSLAISTPSSGLFNFDSLMEGGTGLTPIAAPISFPPNR
NPLELITPTSTEPSKLCSL

>g17088_IKBK_IndInt
MSGLHSATFIVRGCAVNRLNIAQPAAFFRYIKTQLSVLCALLQESNRGVSLLVNVLANMIKPFEDP
PLIGDWCREKRLGNGGFGVVSLWRNKQTQQAVAIKKFHILQDRSEITDKHCERWRNEVKLMTETVQ
NENIVRTVNVQPTSFIQELLRSSANGLPVLCMEYCEGGDLRRVLNRVENCSGLREQDVRDVLRSLR
NAVAYLHSLKITHRDIKPENLVLKQQGERFIYKADLGYAKALDKQSLNASLVGTVEYIAPDLIYCD
RYNCSVDYWSMGVIGYEIITGVRPFIPHAPITRWMMHVQQKKSADIAITEDNRENYTYHTDIFPEN
HISDCLRKELESWFRLALEWNPKKRGYVPYTKAEPSLANGENGTKGVKQTEDNKPSTVLKIFSLLD
QILEKRILVLFSLYDCRWIDLEVTPETGMETLRDHVYRVTGIPVDDIEFVLPLEQKQPAVGNDTRP
YDLYLPDFYGKPMVYVVHRGSRDSIVQRDLKPRIPKSITDVFQNIKVKLKPHMLRQFIANSYYFIA
QEQRLYGQVLDGIRNYGLMLNDNIARRKDEIGRMNKIVYAILGGVEYHKLTVCHARDALNVERRIP
SATFEMASKRWIENGARIESNVRKLAEMADTITKRYESVLKRSRDALRHALLHPQLDQHDTFGLRN
VECRYEQTRARLMEKILNEKSHMDMSQAVYECLKQRDVLLRELGFLELQQQILDVRREIQEIEKVV
CKVIDVTEKYKRDLARLKLEHQDEVWKMLSDYGRSAAAGSCENGVVHLDNILPLGVAHTDPPVINK
PNFLVGGPTTPQLQSTVSNESFDANQVCCLGYTDPNVEDLIAANETLIHTTTDLLSNSFSLLKLAD
GAE

Supplementary Text 2 : FASTA sequences of the genes from the IndInt strain involved in eiger
mediated TNF pathway.


