
Figure S1.  Mass spectrometric coverage of immunopurified bands.   
 
Regions identified as peptides hits are colored orange and boxed.  For band 1, turquoise 
marks the site of the first amino acid of each exon.  Yellow marks amino acids that differ 
from the genome strain ME49.  Pink marks a mass spec peptide annotated in ToxoDB 
Genome Browser that was not identified in our peptide sequences, but was identified by 
the Einstein high throughput proteomics project.  The RH amino acid sequence is shown 
in Band 1 and the ME49 sequence in the others.  
 
Band 1 
MAPDSCRPDP VGAPNGRGSL KEVSSSFCTT SSLFSRLSLL FLLFSLFASP RQLSLTSAIS 
LEPSPGSPAA AQVSSGVAPK PVEKESGNGG QVKVHLKRDE AGRPLPVSAA SLFAAEKPHE 
EEEREVLRVG VDAGDSRREK RAVEPTRMLA SIDPQHPSVS AQVVSPPPSS SLTAPPTARP 
RDEGNNTCVR NNETCQRRER YAEKSIQRHR HDSTSSRESV AFASFGSSKN SFATAYAPFD 
DEDEEGALAH LKNKVKTAVS CPAAKILLGI SGVVALGTLG IKYTRNVLRR RRREGLQRPP 
TPFTDLLGHV LLKRERGKHA AETRELATGD VLGKPGSVTA LYFSGRGVEE MLQTRGYQPF 
TPRLERIVEG CRERGQELNV VYLSADADSS DAEKHFSDMS WYALPFDDAP GQARIHRLFR 
KFRVSTLPHV VLLDSNARVL NSHAYASMIV RPTAFPWKKQ TPAELLGDAF VSGEGQKVGK 
DALDNNVVGI YFSASWCPPC QAFTPKLVEA LKGWKEQGKD VSVVFVSNDR DEKAFEEYFK 
KMEGFVAIPF ADTTRRALLQ EALNVRSLPT LVWLSKEGEV LTRRGVPHVL EDPEGRNFPW 
KDKDVNDVSD SVEGIADEPA LILFMEHLDE KAKEEQEKAL EEAMQALQSQ KNDGGVPPLV 
RLFTAKSLSP RSIALRRICR QDPPDADKEK KGPILTIVDL LDQSYFTALQ EPGRIFSADE 
IVAFINKFRR EELERNSLAV PE 
 
Band 2 
MAPDSCRPDP VGAPNGRGSL KEVSSSFCTT SSLFSRLSLL FLLFSLFASP RQLSLTSAIS 
LEPSPGSPAA AQVSSGVAPT PVEKESGNGG QVKVHLKRDE AGRPLPVSAA SLFAAEKPHE 
EEEREVLRVG VDAGDSRREK RAVEPTRMLA SIDPQHPSVS AQVVSPAPSS SLTAPPTARP 
RDEGNNTCVR NNETCQRRER YAEKSIQRHR HDSTSSRESV AFASFGSSKN SFATAYAPFD 
DEDEEGALAH LKNKVKTAVS CPAAKILLGI SGVVALGTLG IKYTRNVLRR RRREGLQRPP 
TPFTDLLGHV LLKRERGKHA AETRELATGD VLGKPGSVTA LYFSGRGVEE MLQTRGYQPF 
TPRLERIVEG CRERGQELNV VYLSADADSS DAEKHFSDMS WYALPFDDAP GQARIHRLFR 
KFRVSTLPHV VLLDSNARVL NSHAYASMIV RPTAFPWKKQ TPAELLGDAF VAGEGQKVGK 
DALDNNVVGI YFSASWCPPC QAFTPKLVEA LKGWKEQGKD VSVVFVSNDR DEKAFEEYFK 
KMEGFVAIPF ADTTRRALLQ EALNVRSLPT LVWLSKEGEI LTRRGVPHVL EDPEGRNFPW 
KDKDVNDVSD SVEGIADEPA LILFMEHLDE KAKEEQEKAL EEAMQALQSQ KNDGGVPPLP 
RLFTAKSLSP RSIALRRICR QDPPDADKEK KGPILTIVDL LDQSYFTALQ EPGRIFSADE 
IVAFINKFRR EELERNSLAV PE 
 
Band 3 
MAPDSCRPDP VGAPNGRGSL KEVSSSFCTT SSLFSRLSLL FLLFSLFASP RQLSLTSAIS 
LEPSPGSPAA AQVSSGVAPT PVEKESGNGG QVKVHLKRDE AGRPLPVSAA SLFAAEKPHE 
EEEREVLRVG VDAGDSRREK RAVEPTRMLA SIDPQHPSVS AQVVSPAPSS SLTAPPTARP 
RDEGNNTCVR NNETCQRRER YAEKSIQRHR HDSTSSRESV AFASFGSSKN SFATAYAPFD 
DEDEEGALAH LKNKVKTAVS CPAAKILLGI SGVVALGTLG IKYTRNVLRR RRREGLQRPP 
TPFTDLLGHV LLKRERGKHA AETRELATGD VLGKPGSVTA LYFSGRGVEE MLQTRGYQPF 
TPRLERIVEG CRERGQELNV VYLSADADSS DAEKHFSDMS WYALPFDDAP GQARIHRLFR 
KFRVSTLPHV VLLDSNARVL NSHAYASMIV RPTAFPWKKQ TPAELLGDAF VAGEGQKVGK 
DALDNNVVGI YFSASWCPPC QAFTPKLVEA LKGWKEQGKD VSVVFVSNDR DEKAFEEYFK 
KMEGFVAIPF ADTTRRALLQ EALNVRSLPT LVWLSKEGEI LTRRGVPHVL EDPEGRNFPW 
KDKDVNDVSD SVEGIADEPA LILFMEHLDE KAKEEQEKAL EEAMQALQSQ KNDGGVPPLP 



RLFTAKSLSP RSIALRRICR QDPPDADKEK KGPILTIVDL LDQSYFTALQ EPGRIFSADE 
IVAFINKFRR EELERNSLAV PE 
 
Bands 4/5 
MAPDSCRPDP VGAPNGRGSL KEVSSSFCTT SSLFSRLSLL FLLFSLFASP RQLSLTSAIS 
LEPSPGSPAA AQVSSGVAPT PVEKESGNGG QVKVHLKRDE AGRPLPVSAA SLFAAEKPHE 
EEEREVLRVG VDAGDSRREK RAVEPTRMLA SIDPQHPSVS AQVVSPAPSS SLTAPPTARP 
RDEGNNTCVR NNETCQRRER YAEKSIQRHR HDSTSSRESV AFASFGSSKN SFATAYAPFD 
DEDEEGALAH LKNKVKTAVS CPAAKILLGI SGVVALGTLG IKYTRNVLRR RRREGLQRPP 
TPFTDLLGHV LLKRERGKHA AETRELATGD VLGKPGSVTA LYFSGRGVEE MLQTRGYQPF 
TPRLERIVEG CRERGQELNV VYLSADADSS DAEKHFSDMS WYALPFDDAP GQARIHRLFR 
KFRVSTLPHV VLLDSNARVL NSHAYASMIV RPTAFPWKKQ TPAELLGDAF VAGEGQKVGK 
DALDNNVVGI YFSASWCPPC QAFTPKLVEA LKGWKEQGKD VSVVFVSNDR DEKAFEEYFK 
KMEGFVAIPF ADTTRRALLQ EALNVRSLPT LVWLSKEGEI LTRRGVPHVL EDPEGRNFPW 
KDKDVNDVSD SVEGIADEPA LILFMEHLDE KAKEEQEKAL EEAMQALQSQ KNDGGVPPLP 
RLFTAKSLSP RSIALRRICR QDPPDADKEK KGPILTIVDL LDQSYFTALQ EPGRIFSADE 
IVAFINKFRR EELERNSLAV PE 
 


