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FIGURE	S1	1	

	2	

Figure	S1.	S.	gregaria	embryonic	stages	used	in	this	study.	3	

Images	of	live	embryos	dissected	out	of	the	eggs;	imaged	under	a	4	

stereomicroscope.	Eggs	and	embryos	of	S.	gregaria	typically	slightly	vary	in	size.	5	

Numbers	indicate	age	in	days.	Scale	bar:	1	mm.	Background	in	photos	was	6	

cleaned	(see	Methods).	7	

	8	

FIGURE	S2	9	

	10	

Figure	S2.	External	features	of	developing	hind	legs	and	pleuropodia.	11	

Compare	the	sizes	of	the	appendages;	imaged	under	a	stereomicroscope.	12	

Numbers	indicate	age	in	days.	Scale	bar:	0.2	mm	for	all	pleuropodia	and	for	legs	13	

at	days	4	and	5;	0.5	mm	for	legs	at	days	6-14.	14	

	15	
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FIGURE	S3	16	

	17	

Figure	S3.	Cross-sections	through	developing	hind	legs	and	pleuropodia.	18	

Toluidine	blue	stained	semithin	sections	of	appendages	embedded	in	epoxy	19	

resin.	Numbers	indicate	age	in	days.	20	

	21	

FIGURE	S4	22	

	23	

Figure	S4.	Ultrastructure	of	epidermal	cells	in	developing	hind	legs.	24	

TEM	micrographs.	Compare	with	pleuropodia	in	Figure	3.	Note	the	three	25	

different	cuticles	and	appearance	of	ecdysial	droplets	(ed)	during	embryonic	26	
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moulting.	EC1,	EC2,	EC3,	the	first,	the	second	and	the	third	embryonic	cuticle,	27	

respectively	(EC3	becomes	the	cuticle	of	the	first	instar	larva).	Scale	bar:	2	μm.	28	

	 	29	
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FIGURE	S5	30	

(A)	31	
	32	
Sg-nag1	33	
MSVISTTVLVFALYGIFSCFATQAEEERPVWTWECRESRCEKVAAGEGEAQSLGACRLSCDPWATLWPRPRGGLQRTPGRLLA34	
LNPYSVSVEAAGRDLQPGVRQLLQEAGRIFHRKVERKARTGAKLRSAGERRSLFVTLTVSDGQTRSFHTDTSEAYSLSISEVTAG35	
RVNAAVTADTFFGARHALETLYQLIVYDDINKQLLLLSEINLSDSPAFPHRAIALDTARSYFSVASIKRTIDAMAANKLNTFHW36	
HITDSHSFPFVSETFPKLSQYGAYSPEKVYTPDEIKSVVEYARVRGVRIIPEFDAPAHVGEGWQWVGDNATVCFKADPWSQYCV37	
EPPCGQLNPTSEKMYQVLAGIYKDMLNVFDSDVFHMGGDEVNMNCWNTSEVITDWMDANGIPRTEEGLHELWDRFQSRAY38	
SLLAEANGKKELPVILWTSTLTDVAHVDKYLDNKRYIIQIWTRGTDLVIPELIRKGFRVIFSNYDALYFDCGFGAWIGSGNNWCS39	
PYIGWQKVYDNNVWDLLSAFGIDVGEGSEARKLVLGSEAALWSEQADEFALDGRLWPRAAALAERLWTDPVEGWMSAEHRF40	
LIQRQRLVDEGIAADTIEPEWCLQNQGHCYA*	41	
	42	
Sg-nag2	43	
MAPAPPAPHLLALTLLLTLLPSPPVVWANSPRWQWTCDSGLCVRSEAPPEPRLDAELEETVVQRSVHRLRPPWPSHELCRLT44	
CGPYGALWPRPTGHTLIADALVPFNPATARFDLSAVAGEQGRELVDAASRRWVRDLQHALAASGGHGGGGEVAGAAAGAGT45	
DVLVTVLTRDSPQALSWETDETYTLDVASSGHEVRVTVSAQTVWGALHGLTSLRQLVGCCSEDGAALMVAEARIVDGPVYAH46	
RGLLLDTARNFLPVETMMATMDAMAASKLNVLHWHATDSQSFPLLLPRVPQLARWGAFSARETYSSQQVSALLGYAHARGI47	
RLLLELDAPAHSGQGWQWGEAEGLGALALCVGQQPWRRLCIQPPCGQLNPANPRLVGVLADVYRDVVDLWPPGQPLHMGG48	
DEVSYSCWNSSAEVLEYMSKRRWDRSQDGFLRLWAEFQQAALEALDAARGSSDVPAILWSSHLTRPGNIERFLNSSRYVIETW49	
VEGGDPLPQQLLALGYRLVVATKDAWYLDHGFWGSTRYHDWKAVYSNRLPGSMAQGVLGGEVASWGELVDDQSLDARLWP50	
RAAALAERLWSNPGASAREAEPRLHAHRARLVAAGVRPEALAPRYCVLNEGACQ*	51	
	52	
Sg-fdl	53	
MSRQRLLWRLLGAALALTVAGLAAPPLFRLLVSPHSAANSVAGRRVYSSDPGPWTWSCESGRCVRALWQGGTQVSLDTCQW54	
TCAGWEAPLWPRPTGALRLANSTAALPEDLDVRLRLSGPQHEDTRGLLAAATERLARHLQLVRPAWAGRVACDAARGATVA55	
RLTVFVKLDADGSRPTGQLTLDTDESYRLQVRRESQDLQAEIDARSFFGARHALETLSQLAWWDPVSGCVHILDSAIVKDAPKF56	
RHRGLMVDTARNFIPLEALQRTVDAMASNKLNTLHWHLTDSTSFPYLSRALPTMARYGAYSPEQVYSMEDVSRLAEFARERG57	
VRLVVELDVPAHAAAGWPTEQVSCSEQRGSAANAPLVQQQQHRQNEDNGLQYRQEERRERRAQHGGEQQPAWWELCGQPP58	
CGQLPPADEAAFGTLRTLYQELRQASGASDVAHLGGDEVSAECWGGVRGERLWSLWGGFMRRAHRELVAASQGNPPTAVLV59	
WSSELTAPHNLRRYFDPSTHVVQVWGGSKWNETLPVLLAGFRAVVSHVDAWYLDCGWGDFRSGGPGPCGPVATWQTVYSH60	
RPWAAFPPGARSRLLGGEACLWSEKVDDQTLDVRLWPRAAALAERLWSDPPAGVHPDLPPPGSPQRDEPTLRRAYQRLSHH61	
RERLVARGVRAEAMWPRYCHLNPGACF*	62	
	63	
Sg-hex	64	
MGKKVEVVLCACVCVGLLLTVTAAEPLPRYITEPGPTVKATQGAVWPKPQNEQRFGGSVLIVPGNFTFQVEGPECDILSEAVSR65	
YEAILKEEAAIKGPRNASEASTQLSALLVRLDGECGDRPVFGMDESYELRINSPDLPGAMLLTSASVWGILRGLETFSQVATRVK66	
TADALILDNLAIADIPRFSHRGLLLDTSRHFIPVSYIKKTLDAMAYNKMNVFHWHIVDDQSFPYQSAAFPLLSEKGSYDPERFVY67	
SPADVAEVIEYARVRGIRVVPEFDTPGHTRSWGEAYPDLLTPCYNATGSPDGTYGPIDPTKNFTYEFLQTLFEEIVNVFPDEYFH68	
LGGDEVGFECWESNQDILDFMSEHNITESKDLESYYIQKIVDIASNLNSKSIVWQEVFDNEVRLSADTVVHIWTGDRNEELDSV69	
TAAGHYTLLSQCYYLDRFRYFGGDWHKFYNCEPLDFSADNVYQYDLVIGGEAAMWSEFVDESNVESRVWPRASAVAERLWSP70	
MNVTDIDEAATRIEEHYCRLRRRGINAQPPNGPGYCV*	71	
	72	
(B)	73	
	74	
Sg-cht5-1	75	
MRTSAAWFLAVAGLCVVFCPPLVSGNVGDRGRVVCYFSNWAIYRPGIGRYGIDDVPASMCTHLVYSFIGVSNVTWGVLVIDPE76	
NDVENHGFANFTALKSKYPGLKTQLAIGGWAEGGRKYSAMAAVPARRRSLIASVVEYMKRYGFDGFDLDWEYPGAADRGGSF77	
SDKNHFKCFVQELREAFDAEGQGWEITMAVPLAKFRLQEGYHVPELCELVDAIHVMSYDLRGNWAGFADTHSPLYKRPHDQ78	
WAYEKLNVHDGLKLWQDMGCPAHKLVVGVPFYGRSFTLSAGNKDYKLGTYINKEAGGGKPGNYTQAKGFLAYYEICLEIQEVG79	
GWTEKWDEAGKVPYAYKGTQWVGFENPKSVQIKMDFIKAKGYGGAMTWAIDMDDFRGVCGPKDALISVMYNNMKDYIVPD80	
IQYSTTKRPDWDRPPPCDGKKPGAAPASTTTRRPTAAPTQSTTRRPAPTTTAAPSSSSSTTTTRRTTTASRPSTQPPPPPAAPD81	
DNELPPAAIDCSDGDFVPHHDCSKYYRCVYGKPVEFSCYEGTVWNPQLRVCDRPNDVHRTDCSMAKLHS*	82	
	83	
Sg-cht5-2	84	
MRAATQVGLLLAVALALAAASDEDTTPLDSSTGSPTNSVDEESSSSENAAVLSGGQRRGRVTCYFESWAVYRKRLRYGIEDIPG85	
DMCTHIIYSFVGLNNVTWELQVLDEKLDVQDGGFENFTALRQEFPGVRLQVALGGWAEGGHNYSAMVGDPARRASLVRSAVA86	
FLHRYGFDGFDVDWEYPGNAPRGGVPEDKDDFLCFMQELRVAFDAEGLGWELTMAVPLTEDKLRDGFHVPQLCSIVDAVHV87	
MAYDLRGEWDHFADVHSPLYRRPHDTGAYAKINTHDGLLLWEQLGGSSWGCHSTATPTNCVPTSPTTLPVLASFRAPEMTSA88	
E*	89	
(based	on	alignment	with	homologous	sequences	this	transcript	might	be	misassembled	and	the	amino	acid	90	
sequenced	prematurely	terminated	by	introduction	of	a	stop	codon)	91	
	92	
Sg-cht10-1	93	
MWRPVALSLWLLLATSRGLHVPPADEPSFVRDAVEAPPGQSLALRRSATASRPRLPAFGTRQLPLRQAVESPPMAARLRSSER94	
LPLRDAVEHVPYEALPGAPTASEAFSLWRGFGDWLPENLPSTRQFNHSFAWWHDAIIAKLSLGGPRTKPPSLQAPSTHTSGIR95	
QFKVVCFVEGWAGYRRDPMRFTTADIDPFACTHIIYAFAVMDPHDLHIKPQDEQYDIIQGGYRSIVGLKRQNPQLKVMISVGG96	
WPEERRKFAEMTASASTRREFIRSVLHFIDEYGFDGIDLDWEYPGAADMGGSAREKEHFSLLVEELAEAFAPRGSVLSASVSPS97	
RFRVEDGYDVPRLARRLDFLNLMAFDLLTEQDAAADHHAPLTQRKHDYGLAVFYNVDYAVRYWLRKGARRDQLVVGIPFHG98	
HSFTLQDEAKNSPGAPVKGLGKEGPYTQEKGFLAYFEILQLLEEGHWMKATDDVGSPYMVKGNQWIGYEDQRSIATKVMYIK99	



	 5	

KNLLGGAMVWALDLDDFEGAYGQKWPLLSVVKKGLLETTPQSDQQQASQEPTHVTPPIAGVPVSVDSSQYNCSGRGYVRDSA100	
SCQIYHRCEWGMKHTYICPEGLHYDSRTQLCDWPQIANCPMDNSSQRIEQENQSEVACNEEGLMEDPKDCNRYYMCHKGVA101	
QHYSCMLGQYFNVQKGICEYGSCMPKAPQDNIPSSQTRNLVGEDHYKVVCYYASWAWYRKEGGKFVPEHIDPTLCTHIVYAYA102	
SLDPNTLTMKYFDERADKENNFYERLTELPKKSGHHQQHASDVTVMIGLGGWTDSAGDKYSRLVSEGSARRRFVSKAVEFLH103	
RHQFGGLHLDWDYPRCWQSNCGRGPTSDKPNFTKLVQELRQAFKKQNPPLALAISISGYHEVIDEAYDLAELGRNTDFMSVM104	
TYDYHGSWEKSTGHVSPLYHRNGDIFPMYNTNDTMEYLVNKGAPRDKLLVGIPFYGQSYTLENPSNHDIGAPATGPGLAGEFT105	
MQPGMLAYYEICDRVRNNFWKIGRDRFGATGPFAYAGNQWVSFEDTKSVKEKAKYIKNMGYGGAMTFTLDLDDFENRCCRG106	
AFPLLRSINRVFGRIPDSAEPSGDDCTRPPPPVTPPPPTYTTGVDSGDHRPTTPISTTHQHPTSPKPSTTEYPWW	107	
	108	
Sg-cht10-2	109	
PSTTTSTTTSTTTTTTTTTTSTTTTPRPTTRPTTMSTTEYPWWTPSTTSTTRKPPTTRPTTTSTTEEYPWWTPPSTTKKPTTS110	
STTEQPWWTPSTTSTTSTAAPTTTMTTTEKPWWSTTPQKPLPPDSGPCEAGVYYPDPTNCNAYYRCVLGELRKEFCAGGLH111	
WNPDKKVCDWPSESKCDTKEPSETTVGSTTSSTTENPWWTPSKPSETQATTTTTEVPWWSTTRPPRPPTTEGNSEWVTTSR112	
PTTTQQPSEEVSECMNGQYYPVAGSCKSFYICVNGRLIKQTCAPGLVWNQDQTMCDWGFNVKCADDSEREAVHKAQPDDPC113	
NQGALNPYPGDCTRYLYCQWGRYHEADCAAGLHWNEMEKICDWPENAKCTDMESGSEAPAASSQKPVTEMSTSWTTAAPT114	
TKPPWTWATTTTVKPVTTTSTRAPPAQGPPISGYFKVVCYFTNWAWYRRGLGKYVPEDIDANLCTHIVYGFAVLDYENLIIKA115	
HDSWADFDNKFYERVVAYKKKGLKVSLAIGGWNDSAGDKYSRLVNSPSARRRFIKHVLEFLEKYGFDGLDLDWEYPVCWQVD116	
CAKGPASDKSSFAALVKELRQAFEPKGLLLSSAVSPSKTVIDAGYDVKTLAENLDWIAVMTYDFHGQWDKKTGHVAPLYFHPD117	
DDFYFFNANFSINYWISEGAPRRKIVMGMPLYGQSFQLEKASTNGLNARSTGPGQAGEFTRAAGFLAYYEICDRIKNKGWTVV118	
QDPERRMGPYAFKGNQWVSFDDVAMIQQKSEYIRKMGLGGGMIWALDLDDFRNRCGGGTHPLLNTIRTVLAAPPGGDGATE119	
MPPSWSTPGGGQPTMSTEEWMSSTSISSTEITDSGHHSTQDSGGEVTSVSPAITTTNRPAHPGTSSSPPPPPSQGEFKVVCYFT120	
NWAWYRQGVGKYLPNEIDPDLCTHIVYGFAVLNGDRLTIKPHDTWADYDNKFYEKVTEYKKKGIKVLVAIGGWNDSAGDKYS121	
RLVNSPGARRRFIEDVIDFIEQNNFDGLDLDWEYPKCWQVDCKKGPDSDKEAFAAFVRELRAAFNPKGLLLTAAVSPSKAVVD122	
AGYDVPTLSQNLDWIAVMTYDFHGQWDKITGHVAPMYTHPEDVDVTFNANFSIHYWIQKGASPKKIVMGMPMYGQSFSLAD123	
NSDHGLNAPTYGGGEAGESTRARGFLSYYEICTNIQKKGWRVVKDPEGRMGPYAYLRDQWVSFDDTSMIRYKSNFIRRMGLG124	
GGMIWALDLDDFRNVCSCEKYPLLKTINRVLRGYPGPGPNCDIEATEKPGSEETDNRIHPTIPPTSSTNNWNVISGGGGIVPKDP125	
TCGNRLFAPHDKDCNKYYLCQYGDFMEQSCPQGLYWNKDHCDWPSNTDCSKEDSSVINPAPIASTQEPEMSSTTENIHMSES126	
TVTTSIRPSEPGTSTVMTPSGDYMVVCYFTNWAWYRQGLGKYLPSDIDTSLCTHIAYGFAVLDGNSLTIKPHDSWADLDNEFY127	
TKVSGLKKKGIKVLLAIGGWNDSLGDKYSRLANNPSARRKFVEHVVKFIEKYGFEGLDLDWEYPKCWQVDCNAGPDSDKQGF128	
ADLVKELSMAFKPRGLLLSSAVSPSKVVIDSGYDVPVLSQYFDYISVMTYDFHGHWDKQTGHVAPLYYYPGDTYDYFNANFTM129	
HYWIEKGADRKKLIMGMPMYGQSFSLADAKNHGLNAKSYGPGEAGEFTRAGGFMAYYEICYNVKSKGWTTVRDPEGRIGPYA130	
YRGNQWVSYDDVSDIRRKTQFIKELGLGGGMIWALDLDDFRNRCGCGTYPLLRTINSELRGLTANTHDCT*	131	
	132	
Sg-cht7-1	133	
MIAPRCVWRAALWCVVIILLADLVYSASSTGRRRLRRPGGSSSSSTTSSSSSTSTKVRTRDQETSASVNRFRVRNRLTPPGANRK134	
SGSGSAVAAASDKSGGYKVVCYYTNWSQYRTAHGKFLPEDITPDLCTHIIYAFGWLKKGKLTSFEGNDETKDGKVGLYERVMA135	
LKKANPKLKVLLALGGWSFGTQKFKAMSETRYTRQTFIYSAIPYLRKHDFDGLDMDWEYPKGTDDKKNFVLLLKELREAFEA136	
EAQEVKQSRLLLSAAVPVGPDNVRGGYDVPAVASYLDFINLMAYDFHGKWERETGHNAPLYAPSSDSEWRKQLSVDHAATM137	
WVKLGAPKEKLVIGMPTYGRTFTLSNPSNFKVNAPASGGGKAGDFTKEGGFLAYYEVCDMLKKGATYIWDDEMKVPYAVMG138	
DQWVGFDDERSIRHKMKWLKEGGYGGAMVWTVDMDDFTGTVCGGGVKYPLIGAIREELRGVSRGPNAKDVDWSKVARTVS139	
LEATTKPAPIKIDVSEVLNRVRKPTKQAPADLSNEVIDLNSRPAQVFCYMTSWSGKRPGAGKFSPEDVDPSLCTHVVFAFATLK140	
DHKLAPANDKDDGLYERVIALREKNPQLKVLLAIGGWAFGSTPFKELTSNVFRMNQFVYDAIELLRDFKFDGLDVDWEYPRG141	
ADDRAAYVSLLKELRMAFEGEAKTAEQPRLLLSAAVPASFEAIAAGYDVPEISKYLDFINVMTYDFHGQWERQVGHNSPLYPLE142	
SATSYQKKLTVDFSAREWVKQGAPKEKLLIGMPTYGRSFTLVDTSKFDIGAPASGGGAAGRYTAEAGFMAYYEVCDFLHHDNT143	
TLVWDNEQQVPFAYRGDQWVGFDDERSLKTKMGWLKELGFGGIMVWSVDMDDFRGQCGAGKYPLLTSMRQELRDYRVQLE144	
YDGPYESRGPLGAYTTKDPTSVSCEEEDGHISYHPDKADCTMYYMCEGERKHHMPCPSNLVFNPNENVCDWPENVEGCMHH145	
TQAPPAARRR*	146	
	147	
Sg-cht7-2	148	
MTWPPPPLLLSLLVLLATSASARFVSTHDVTPCAVEALAPSDKALLCYYEGRLSVYQLDPCLCTHIVFKDAAVVSDNFGLKIVSD149	
VSGASLLRARSPSLRTVLGLRLSGAVARAALASPSRRLALARDAARRLYAHHLDGIELSVDDDEAASAAAADAAPAATARQGLV150	
ALLKALRTALDSHGREKRDYLVSEQVFDDFTTQEYEPTWSDGSSRKSRRRATTTTTTTSTTESPEETAARYLELERDAQNAQL151	
LLSLPTKPETIAKRYDVKNITRYVDYVVLRTQAMTDDSERGLVYHPSRLMGLDDMLNADAVVDLVTSLGASPAQLVITLPGQA152	
TAFELRREDRTEPRSPASGAPRTISQPELCRALSRGNWTLERDEDQTAPYAYSGRRWIAFDDALSASIKGKYAVVRGLAGTAVD153	
AADALDWQGTCGAPASQLRALHSALAQLRRSSRGALLHGLE	154	
	155	
Sg-cht7-3	156	
DKGMPKNKIIVGIPTYGHSFRLINAENHGWSAPASGYGKIGSKGFVSYPEVCQFLHSTGSKYIFDKNFEVPYAYQGLEWISYDDE157	
CSVMYKAKYIASSSYGGAMVFSLNVDDHQGVCAGTTFLLTTQIRNILGVSWQ*	158	
	159	
Sg-cht2	160	
MQQLAPLAFVLAFLAAAFAASPLGHNKAVVCYVSSWAVYRPGNGVFTVSDINPNICSHLVYAFAGLNATDNTIITLDKYNDLEE161	
DYGKGNYKKITGLKNQYPHLKVSIAIGGWNEGSANYSHMASTPTTRQQFIRSVVNFLRKYNFDGLDLDWEYPTQRGGVPSDRE162	
NFVALVRELRQEFDKNGWLLTAALGASTAVIEKAYDVPMLGKYLDYMHIMCYDYHGTWDKMTGANAPLYGSSPSDTLSVDN163	
SIRYYLKLGAPAKKLLMGVPLYGRTFMSDANANMGGLGAPAEEKSFQGPYTKEDGYMGYNEICLELKTNSSMWTIMWDDKSS164	
TPYAVSTNKVIVYDNAKSLTEKVNLAMKLELGGIMVWPLDTDDFRGECSEGIYPLMHTINKAIVQSSQQKSDSSGMKVPDSTA165	
AASCGCASLIFLSFLYLFQL*	166	
	167	
Sg-cht6-1	168	
VCYYTNWSVYRPGTAKFTPQNINPYLCTHLIYAFGGLSRENGLRPFDKYQDIEQGGYAKFTGLKTYNKDLKTMLAIGGWNEGS169	
TRFSPLVADAERRKEFVKNVLRFLRQNHFDGLDLDWEYPAFRDGGKSRDRDNYALLVKELREEFDRESEKTGRPRLLLTMAV170	
PAGIEYIDKGFDIASMNKHLDFMNILSYDYHSAFEPAVNHHSPLYSMEEDDEYNFDAQLTIDHTVNHYMKSGADRNKLVLGIP171	
TYGRSYTLFNPLATELGSPADGPGEQGDSTREKGYLAYYEICENLQSDDWKVVQPNPSAMGPYAYKGNQWVSYDDMDIIKKK172	
AQYVNDNGLGGIMFWAIDNDDFRGKCHGRPYPLIEAGKEAMLKGVKRSNNEIETTPVQNNRQSSRKRNRNRSKGNARGRTRT173	
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TASTSTVVTTTTTTTTTTAAPLITPSYTTPEPPTTPDPGSDFKCKDEGFFPHPRDCKKYFWCLDSGPSNLGIVAHQFTCPSGLFF174	
NKAADSCDYARNVVCNKKSKSQGGSSSTLPPIKAATSSTTRFSTSPSTKLTTKLTTTTTTEPPPVLDDDDDDD	175	
	176	
Sg-cht6-2	177	
MNIRVKQPVIIGNCYRGQPNRLWEVFILKWFLVAVACLIAAGAVTVYLAHYFMKTRYTSTNVTGVTGQHSDLNTYKGQLQDM178	
GDGYSLFKQEDMTQICKTDELTGSQQMRKQSTKLVCYYTFPGPGGLVPDKIDPFLCTHINIAAVGINNSKLEPLCEERKEVIKSL179	
VGLKTRNKNLKVILSVIGMPGGFGDMVSKSSSRRMFIKDL	180	
	181	
Sg-cht8-1	182	
MSHFWLRLAVILGVSLSICGAEDKKVVCYHGSWSAYRNGNGRFEIEYIQPELCTHLIYTFVGITSAGEVRILDEWLDLPSGKNAY183	
NRFNALKSSNTKTLVAIGGWNEGSATYSAVMNDASLRAKFVQNVVNFVKTYGFDGFDLDWEYPANRGGSPGDLTAFVELIKE184	
LRTEFDKYGYLLTAAVGVGRYLIGTAYDVPQISKYLDFINLMTYDLHGSWDGKTGQNAPLYASSADKTEAERQLNVDSSVRYW185	
IQNGADPSKLVLGMGTYGRTFTLSSAANTGVGAPATAPGTNGPYTMESGMMGYNEICEKINAGGWTVVWDEEQKVPYAVNG186	
NQWIGYDNEESIRLKSQYVLDMGLAGGMIWSLETDDFKGLCGSKTYPLLSTINEVLRGITSTNSGSSSSSSSSSSSSSSSSSSSSSSS187	
SSSSNTAASASSSSGVCSSAGYVRDPSDCGVFYLCTASGSGYTASKFTCPGDLVFDESSSACNYKSLVAC*	188	
	189	
Sg-cht8-2	190	
MSPFLSGLLLLLGVLNICGADEKKVVCYHGSWSAYRNGNGRFEIEYIRPELCTHMIYSFVGITSAGEVRILDEWLDLASGKNAYN191	
RFNKLKSSNTKTLVAIGGWNEGSATYSAVMNNAALRQKFVQNVVNFVKTYGFDGFDLDWEYPANRGGSPGDLRAYVELLKEL192	
RAEFDKHGFILSAAVGVGRYLIGSAYDVPQLSKYLDFINL	193	
	194	
Sg-cht8-3	195	
ESGMMGYNEICEKIKAGGWKVTWDDEQKVPYAVSGNQWVGYDNEESIKLKSQYVLDMGLGGGMIWSLETDDFKGVCGAGTF196	
PLLSAINQVLRGAAATSSAGSSTSGSSSGSSGSSSSSSASSGGSSSGTSSGSSTTSSGASADSSGSSASSGSSSSGSSATSVSSGSNSSG197	
VCNSAGYARDPSDCGV	198	
	199	
Sg-idgf-1	200	
MAELPLLLLLLAAAATCWTSAAALGATRVVCYLDGGALRRPEPHRMLVSEIEPSLTYCTHLIYGYATIDTDSYKAVPRHEGEGT201	
NYTSVVALKRRFPALNVLLSIGGGSADSGQREKYLHLLESDEHRRTFVKSAKDLLKQYHFDGIDIAWEFPMNKEKKERSTLGSF202	
WHGFKKVIGLAHSHKDEKADEHRREFSSLIQELKTSLKTENALLTLSVIPYINHTLYYDCSALSPHVDHLHLLAYDYHTPQRTP203	
NTADYPAPLYVAGKRDPDLTADGNVRWFLERGFPSRKIILGIPTFARTWKLDDDSRVSGVPPIEADGAGDTDNIANTAGIMAF204	
QTVCMLLPNAGNAGYKTTLSRVTDPTDRLGSYGFRLPSGEVTGLWVGYEDPDVAQYKAAYAKIKSLGGIAFSDLSLDDYHGICT205	
GDKYPIVRAGTLKLRYK*	206	
	207	
Sg-idgf-2	208	
MQSFARLLLLSACCWSAALAATTKVVCYFNTSALKRPESSRMLLSQIEPSFSYCTHLVVGYATINTETYKAVPPSEDEHTTYTNI209	
VALKRRFPSLKILLSIGGGAADTDTREKYFELLESDEHRTTFVSSAKSLLKQHGFDGIDIAWEFPKNKAKKDRGTFGSIWHGIKK210	
AVGAAHSHTDEKADEHKSQFSALIRELRTSLRNENALLTLSVIPYINQSLYYDPTALNQQIDELHVLAFDYRNPERDSQGGRLPC211	
AALPSRAEGLRPLGRREHPLVPRELIPS*	212	
	213	
Sg-idgf-3	214	
TDSYKAVPRYQDDTTKYTSLVALKERFPSLKVLLSIGGGGADADQRKKYLELLESDEHRRTFVDSVKELLQQNRFDGIDIAWEFPFSK215	
EKKDRGNVWHGVKKVLGYAHSHRDENPDEHRRQFSALIRELKSSLKTQNALLTLSVIPYINHSLYYDCASLSPEIDQLHLLAYDYHSP216	
TRTPKKADYPAPLYRAGERSADLTVDGNVRWFLEKGFPSRKIILGIPTFARTWKLTKDSRITGVPPIDADGPGVAGSIANISGLLAYQT217	
VCTLLPNDANAAYRTTLRRVTDPTDRLGSYGFRLPTREVSGLWVGYENQHSAEYKAAYARKKSLGGIAFSDLSLDDYNGVCTGEKFP218	
IVRAGTLKLLSTSV*	219	
	220	

Figure	S5.	Amino	acid	sequences	and	conserved	domains	of	S.	gregaria	221	

chitin	degrading	enzymes.	222	

(A)	NAGs,	(B)	CHTs.	Signal	peptide	and	transmembrane	region	identified	by	223	

Phobius	(http://phobius.binf.ku.dk/index.html)	and	conserved	domains	224	

identified	by	SMART	(http://smart.embl-heidelberg.de/)	are	underlined	and	225	

coloured.	In	(A)	and	(B):	signal	peptide:	magenta,	transmembrane	region:	dark	226	

blue.	In	(A):	Glycohydro	20b2	domain	(N-terminal	domain	of	the	eukaryotic	227	

beta-hexosaminidases):	light	green,	Glyco	hydro	20	domain	(glycoside	hydrolase	228	
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family	20	catalytic	domain):	grey.	In	(B):	Glyco	18	domain	(catalytic	domain):	229	

light	blue,	Chitin-binding	domain	type	2	(ChBD2):	green;	catalytically	critical	230	

consensus	sequence	in	the	Glyco	18	domain,	FDG(L/F)DLDWE(Y/F)P,	is	231	

highlighted	in	yellow	and	amino	acid	changes	from	the	consensus	are	coloured	in	232	

orange.	233	

	234	
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FIGURE	S6	235	

	236	
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	237	

Figure	S6.	Phylogenetic	trees	of	chitin	degrading	enzymes	in	S.	gregaria	238	

and	other	insects.	239	
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(A)	NAGs,	(B)	CHTs.	S.	gregaria	sequences	are	in	bold.	Amino	acid	sequences	240	

were	extracted	from	NCBI	GenBank.	The	numbers	above	the	branches	are	241	

bootstrap	support.	The	markers	show	a	branch	length.	Both	trees	are	unrooted.	242	

The	tree	in	(A)	was	prepared	using	the	SeaView	software	(version	4.6.1;	Gouy	et	243	

al,	2010;	http://doua.prabi.fr/software/seaview):	alignment	with	default	244	

parameters,	tree	using	the	Neighbor	Joining	method,	Poisson	distribution,	5000	245	

bootstrap	replicates.	The	tree	in	(B)	was	prepared	using	the	CLC	Sequence	246	

Viewer	(version	7.8.1;	https://www.qiagenbioinformatics.com/products/clc-247	

sequence-viewer/):	alignment	with	default	parameters	except	gap	open	cost	3.0	248	

and	gap	extension	cost	3.0,	tree	using	Neighbor	Joining	method,	Kimura	model,	249	

1000	bootstrap	replicates.	250	

	251	

FIGURE	S7	252	

	253	

Figure	S7.	Real-time	RT-PCR	expression	analysis	of	Sg-cht7-1	and	Sg-cht10-254	

1	on	cDNA	from	parts	of	S.	gregaria	embryos.	255	

cDNA	was	prepared	from	mRNAs	isolated	from	parts	of	embryos	at	the	age	of	8,	256	

10	and	12	days:	H,	head;	T,	thorax;	A+,	abdomen	with	pleuropodia;	A-,	abdomen	257	

without	pleuropodia.	Analysis	of	3-4	technical	replicates	is	shown.	Expression	in	258	

A+8	(abdomen	with	pleuropodia	when	they	first	become	differentiated)	was	set	259	

as	1.	Numbers	above	A+	expression	is	fold	change	from	A-	of	the	same	age.	 	260	
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