
Ce-COMP-1      -MTLVESKHDFEMTEKSMENDDDIKDAI----FNNVPITFIEAFVLKNPGDFSMSKSLDG--AYYLSIVPGNNKMKKETS  73 
C. briggsae    -MTLVESKSNVEITKRSMSDDEEIKDAL----FVNVSIPFIENFVLKNPGDFCVSTNLEG--ILYLSIVAHPNKTKKEGP  73 
C. sinica      -MTLVESKSDFQITKKSLEDNEEVEDAL----FLNVTLPFIESFVFKNPGDFCVSRTLDD--IAYLSIVAHPKKNKKEGP  73 
C. tropicalis  -MTLVESKHEFETTKKLIENDRDITESM----FSNVTIPFIETFVLKNPGDYCVYKTIDG--VTYLSIVAKPNKNKKGTP  73 
C. remanei     MMTLVESKAEFEITKRSMEDESEIKDAV----FYNVTVPFVETFVLKNPGDFCISRTIDG--AYYLSIAANK-KDKKGEV  73 
C. japonica    -MTSLFASTQNSLETTVPRPDMFDDFHIENATIFDVTTEFIETFVLQKPGDFCVSQTLKG--QLFLSMLAES---AKDGD  74 
C. angaria     -MASVKNSAEIDEKQMIIYDVPLNCIQL---------------FVLQKPGEYCITQSKTDKTMLFLTIMLESEHGELILT  64 
H. contortus   -MAAVECRVTE-RNADAELDADLLTMNINRVSLGNIPEDFI-SFILKKPGDFCISTNSFA--SYVLSIQSDK-------D  68 
N. americanus  -----------MNTICKESNVDRFQMDVNKVCLGEVPSDFI-SFILDKCGDFCISTNALN--SYVFSIKSDG-------Q  59 
A. ceylanicum  MLATVASEVAEKRRADAELDADLLTMNVNKVCLGEIPSDFV-SFILERPGDFCISTNALN--SYVFSIKSDE-------H  70 
 
 
 
Ce-COMP-1      R-AIHLRIDHSENEYAIQGMLFARSQTLEQLVYHLKNDFTDILGGVLDENISMNRLLGLSSTNVHNICKTGKRIKDKKIQ 152 
C. briggsae    R-VINLRIEQSGKEYVIPGLIFARASSMRKLIYQLKNENIDILCGVLDENLSMDCLLGQSSTVMHNIHLTDKLITNQKSL 152 
C. sinica      R-IINLVIEATGKDVGVPGLIFARAETVGKLIYQLKNENTDILSGVLEEKLSLNRLLGPSSTVMHNIHPTGKLVSNQKML 152 
C. tropicalis  Q-MVHLPIETSKKEVEIKGMLFASAKSIGQLIYQLRHEHIDILSGVLDMKISMNHFLDTNSTVMHNIHWKGNIVKDKMHH 152 
C. remanei     R-VVNLRVDDLEKEVGIPGMMFARADTLPQLIYQLKHENMDILSGVLEEKLTMNRLLGPQVTAMHNILQTGKSVKVQRKL 152 
C. japonica    R-IVHLQVRAYDDGYGFRGMLFARGKTLGQLIFQL-HENIDILCGVLEKQLRFAHMMTASSIEVHNIHFEKKVEKVKVI- 151 
C. angaria     RLNIQKILENDMKLYEIQGIIFSKSSTIHGMINKITSDSINLLSGILEQNIELNKLIINTSLAQNNIYENEIEIRNKIII 144 
H. contortus   K-IFHLTLENTEDGFRIRSMLFATGTTIGELIYNIRDSSLDVLSGVLGCPVYPRRMIIKDVLGQFRIFEAEHIIS-KKLV 146 
N. americanus  K-TFHLTLETLGRGFRIRGMLFATGATIGELIYNIRDSSLDVLSGVLGCRVYPRRLITKRILPSFQIYGEDCIVS-KRLT 137 
A. ceylanicum  K-TFHLTLEKLRKGYRIRGMLFATGATIGELIYNIRDSSLDVLSGVLRCRAYPRRLITKEVLPCFRIYSDECIIS-KRLS 148 
 
 
 
Ce-COMP-1      SQDFFHLVYTGEMKFADGKIKKALFEELHNPT--ISDLKVFYENLVEGKALAARNLPIRLPIGAIL--NPPTLIYEHQEN 228 
C. briggsae    YRDIQTMIYTGEMKFADGKIKEAIFEQILHCRPGSTDHKVFFEKIVNGKALSNKNLPIRLPIGAIL--TPPTLIYEN-KV 229 
C. sinica      SVDIDLTIYTGEMKFADGKIKEALFEQITHPDMSISERKVLFEKLVNGKNLANKNLPIRLPIGAIL--SPPTLIYENNKV 230 
C. tropicalis  FQDVFITIYTGEMKFADGKIKEVLFEEITSPD--KTKYKVFFEKLVNGKALSTKNLPIRLPIGAII--NPPTLIFEQNGT 228 
C. remanei     SQDTASPIYIGEMKFSDGKIKEGVFEEFPGGGQNPTELKTFFEKLVNSKSLRGKNLPIRIPIGAIM--NPPTLIYENNKL 230 
C. japonica    DRSLHFTKYTGEMKFADGRVKEAMFEEAKNVD--NEYMEKFFSKMVTVAALIEKHLPVRLPIAAFI--SPPTLIYDLQKE 227 
C. angaria     ANDHKTMTYKGEITLFDGTKQEVEIVEPSPAM----DSDDFRKKIFEEFRFKMRQLPVRLPIAAVL--STPALMFPAG-- 216 
H. contortus   NEDSRFKYYESQVLM-NDTYTNVLLKGSRRMS-PAEWREQMYDELRVSFVARELHLPMRTVHGILRA-ENGYVIYDNK-- 221 
N. americanus  HEDLDFRYSHANIII-DQKFINVILKENKRLN-ETNWQMHMYDELRVSYLAKELHLPVRIILGLIRARNEQYIIYDNN-- 213 
A. ceylanicum  YEDVDFRYFRGNIFI-NQEFTDVILKENKRLT-DANWKMHMYDELRVSYLAKELHLPVRIIIGLIRA-NNGYIIYDSN-- 223 
 
 
 
Ce-COMP-1      QVGCSLKDFLKNFDTHLDLAQRIKLCSAAVRILSELHRFDIYHGASKVDNFYV--LGYKNEKTMNYELVFNGASGLLYEG 306 
C. briggsae    ELGSLLESFLKTRQSELDLTQRIKFCSSAVRILSELHQCDIYHGASQMENFYVEFAGFKPKTMKNYELVFSGANGLLIQG 309 
C. sinica      ELGNTLEKFLKNREEQLDLTQRIKFCSSAVRILSELHQSDIYHGASQMENFYVEFAGLKPKTMKNYELIFNGANGLLVQG 310 
C. tropicalis  EIGCSLEHFLKFNYIDLDLSQRIKLCSSVVRILSELHHMDIYHGASRIENFYVEQNGNKNSKTKNFELVFNGANGLIFEG 308 
C. remanei     EVGCNLEDFLFFHQNRLDLTQRIKICSSAVRVLSELHHADIYHGASQLEHFYVDFVGFKNEDIKNYELVFNGASGLIREG 310 
C. japonica    NSGFPLSYILKHHDNLLDLTQRVKLCSSAVRVMSELHQADIFHGALIAKNFFLNFIRI-NDGVKEYELVFNGPSGLLFLG 306 
C. angaria     -KGYNLCYILCNYQHSLDFVQRIKICSSICRVFSEVLADDFYHGGILAEHFYCQQIDESETGVKTMELMFASADGLVDS- 294 
H. contortus   -PGCEFSRFLEEYDDKLDLGTRIKLCRALASVMSGLYNADIYCGAVKLDNFYAYYVGALPYS--RIQLVFTGGADLTPL- 297 
N. americanus  -PGCDFSRFMEENADRFDCGVKIKICRALASVMSELFNADIYCGTVKMENFFVYYVDAVPCG--QIQIVFAEGRDLTPV- 289 
A. ceylanicum  -PGCDFARFMEENGDRMDCGLKIKLCRALASVMSGLFNADIYCGAVKMENFHVYYVAQRGLR--KRLRKSSLFIFPEQL- 299 
 
 
 
Ce-COMP-1      KSDNTVTMVDYDSNAPEVAFTRKLSKESGVFTLGRLFEQILESEILKSYSEPPQEEPRVLNDMRRLIGRATRANPSQRPT 386 
C. briggsae    KSDNTVHVVDYDSTAPEVAFTRKLTKESGVFNLGRLFEQILKPDLIQSYKEES-EEPRALNEMRHLISRTTHPNPTRRPT 388 
C. sinica      KSDNTVRVVDYDSTAPEVAFTRKLTKESGVFNLGRLFEQILRPDLIKSYKDC-QEEPRSLNEMRHLVARATHPNPTRRPT 389 
C. tropicalis  ITDNTVSIVDYDSNAPEVAFTRKLTKESGVFNMGRLFEQILKPDLIKAYKDQP--EPRALEEMRHLIARATHPNPSRRPT 386 
C. remanei     KSDNSVSVIDYDSTAPEVAFTRKLTKESGVFNLGRLFEQILKPDLFKSYSESNEGSPESLTEMRRLISRATHPNPTRRPT 390 
C. japonica    KSDCSVSLIDYDLNAPELAFTRKLTKESGVFNIGRLFEQILKTEILKTYQKNAPEDPPALREMRQMIARATRPNPYHRPT 386 
C. angaria     RIEKRTNMIDYDQYAPEVSFTRILNRPSGVFNTGKLFARILQPDLVKEEKS----WPGALKAMKVLIDKSVRPNPYDRPT 370 
H. contortus   EKTKPIDSGDFSQMAPEVSWTRLLTPEAGVHSMGLVLRRVLGHLPELPSQDPN---ASLLPRINALISKCLHPRPSERPS 374 
N. americanus  DQLRPVDSGDFTRMAPEVTWTRILTPEAGVFSMGLLLREVLEFGPRLSSKDPN---FELVTRVEALIRKCMHSRPSERPS 366 
A. ceylanicum  SQLRPVESGDFTRMAPEVTWTRILTPEAGVYSMGLVLRAVLESGVRPSSKDPN---FEMLTRVEALIQKCTHSKPSERPS 376 
 
 
 
Ce-COMP-1      MNGIVMLIRELLMALPKSTSPINV---VHYDQFQRK 419 
C. briggsae    MHGVVMMIRDILQKNTQSTSPINI---VHFDQFTKN 421 
C. sinica      MHGVVIMVRDILQKAPQSTSPINV---VHFDQFTKN 422 
C. tropicalis  MHGIIIMIRDVLLLTPDSSSSVNI---VHFNQFSTE 419 
C. remanei     MHGIVMMIRDVLLKAPKSNSHICM---VHFDQFTN 422 
C. japonica    TNGIVMMIRETLKILPPSSAPVNF---VHYDQFAI 418 
C. angaria     IDGMVIMCRHILTLLELSPKSDCKFNFVHYNQYD 404 
H. contortus   MNGIFLELDNAAGS------------VRHTRQPRWTPI 400 
N. americanus  VHGIFIELDSIASFIK--------QTRHHFWQPV 392 
A. ceylanicum  VHGIFIELDAITKHLK-----------QTKYQFWQPL 402 
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Figure 1 - figure supplement 1


