
Figure S1 – Section of the multiple sequence alignment of the FP_oengus (AUV56548.1) gene product annotated as “putative RNA polymerase. 
Signature motifs shared by RDRPs and DNA-dependent RNA polymerases are highlighted in red. The signature metal-binding DxDxD motif is 
thought to be part of the primary catalytic loop for these RNA polymerases. 
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YP_009797581.1     ILP--INRIKETEAYCPTYENGTQLALIRYPHAGTFEIPIVTVNN-KNVSGKRNLGQ-----IQDAIGINAKVAERLSGADFDGDTVMVIPVSDKVPIKSTRPLEQLKGFDPKT-AYAVPEGNPNN----------------VRLMKKEEKQREMGVISN  

AWN03321.1         ILP--IPSLKDGEVYAPNFRDGERVVLVRHPHGGTFEIPELVVNN-KNREALAVLKQ-----AQDAVGINPKVAARLSGADFDGDTVLVIPNNS-KKIKTTSPLQGLKNFDPQV-EYAMPKGPNGE------------KISNG--MTPKGKQKEMGVVSN  

QCG77580.1         ILP--IPSLKDGEVYAPNFRNGERVVLVRHPHGGTFEIPELVVNN-KNREALSVLKQ-----AQDAVGINPRVAARLSGADFDGDTVLVIPNNS-KKVKTTSPLAGLKNFDPQK-DYAMPKGPNGE------------KISNG--MTPKGKQKQMGDVSN  

QED11734.1         ILP--INSLKDNEIYAPNFRPGEKVVLVRYPHGGIFEIPELTVNN-QNREARAVLSDKEQGHARDAVGINSNVAARLSGADFDGDTVLVIPNNS-RSVKTKSPLAELKDFDPQK-MYPGYEGMKVM----------------------SDKQKQMGDVSN  

QFP95066.1         ILP--INSIKENEIYAPNYNNGERVVLIRYPHGGKFEIPELVVNN-RQPEARSLLGR-----ATDAVGINAKVAERLSGADFDGDTVLVIPNDR-KAIKNQAPLEKLKNFDPKI-TYKGYEGMKVM----------------------SDTQKQMGDISN  

YP_009300783.1     ILP--INSIKENEIYAPNYNNGERVVLIRYPHGGKFEIPELVVNN-RQPEARSLLGR-----ATDAVGINAKVAERLSGADFDGDTVLVIPNDR-KAIKNQAPLEKLKNFDPKV-TYKGYEGMKVM----------------------SDTQKQMGDISN  

ASR80353.1         ILP--INSIKENEIYAPNYNNGERVVLIRYPHGGKFEIPELVVNN-RQPEARSLLGR-----ATDAVGINAKVAERLSGADFDGDTVLVIPNDR-KAIKNQAPLEKLKNFDPKV-TYKGYEGMKVM----------------------SDTQKQMGDISN  

ASR80058.1         ILP--INSIKENEIYAPNYNNGERVVLIRYPHGGKFEIPELVVNN-RQPEARSLLGR-----ATDAVGIHAKVAERLSGADFDGDTVLVIPNDR-KSIKSQAPLEKLKNFDPKI-TYKGYEGMKVM----------------------SDTQKQMGDISN  

ASR80152.1         ILP--INSIKENEIYAPNYNNGERVVLIRYPHGGKFEIPELVVNN-RQPEARSLLGR-----ATDAVGIHAKVAERLSGADFDGDTVLVIPNDR-KSIKSQAPLEKLKNFDPKI-TYKGYEGMKVM----------------------SDTQKQMGDISN  

ASR84679.1         ILP--INSIKENEIYAPNYNNGERVVLIRYPHGGKFEIPELVVNN-RQPEARSLLGR-----ATDAVGIHAKVAERLSGADFDGDTVLVIPNDR-KAIKNQAPLEKLKNFDPKI-TYKGYEGMKVM----------------------SDTQKQMGDISN  

AIE38387.1         LLP--MPHLKKGEVYAPNYRDGDVVSLVRYPHGGTFEIPTLTVNN-RGKKSRSILGN-----ARDAIGIHPSVAERLSGADFDGDSVLVIPNKGKTRIRSTAPLKGLKGFDPKR-TYPGYPGMKRM----------------------SDTQTQMGKVSN  

AXH44232.1         ILP--INSIKENEIYAPNYNNGERVVLIRYPHGGKFEIPELVVNN-RQPEARSLLGR-----ATDAVGINAKVAERLSGADFDGDTVLVIPNDR-KAIKNQAPLEKLKNFDPKV-TYKGYEGMKVM----------------------SDTQKQMGDISN  

QDH48007.1         ILP--INSIKENEIYAPNYNNGERVVLIRYPHGGKFEIPELVVNN-RQPEARSLLGR-----ATDAVGIHAKVAERLSGADFDGDTVLVIPNDR-KSIKSQAPLEKLKNFDPKI-TYKGYEGMKVM----------------------SDTQKQMGDISN  

YP_009859493.1     ILP--VNSLKDTEIYAPTYKNGDRVALVRYPHGGTFEIPELTVNN-KHPDAKRLLGN-----AVDAVGINSKVAERLSGADFDGDSVVVIPNNH-GKIKSTPALEGLKGFDPKT-SYPAYEGMKPM--------------------TSRQTQLEMGNVSN  

YP_009853658.1     ILP--VNQMKDTEIYAPTFKNGERVALVRYPHGGTFEIPELTVNN-KNPSAKKLLGN-----APDAVGINSKVAERLSGADFDGDSVVVIPNNS-GKIKSTPALEGLKGFDPKR-QYPAYEGMKPM--------------------TSRQTQLEMGNVSN  

QBZ73618.1         ILP--VNSMKENEVYAPNYRDGEPVVLVRFPHGGIFEIPELRVNN-RHPEARKLIGT----NAPDAIGIHAKVAERLSGADFDGDTVLVIPNRD-RKVKTAPALEGLKGFDPKT-AYPAYEGMKVM--------------------DARTKGIQMGLVSN  

QBZ73484.1         ILP--INSMKPTEVYAPNYKDGEPVVLIRYPHGGIFEIPELTVNN-KHPEARRLLG-----NAPDAIGIHHSVADRLSGADFDGDTVLVIPNRD-RKVKTKPPLEGLKDFDPMQYKLPDDSPIKRM--------------------DARTKGIQMGLVSN  

AVO25331.1         ILP--VNQMKDTEIYAPTFKNGERVALVRYPHGGTFEIPELTVNN-KNPSAKKLLGN-----AVDAVGINSKVAERLSGADFDGDSVVVIPNNS-GKIKSTPALDGLKGFDPKR-QYPAYEGMKPM--------------------TSRQTQLEMGNVSN  

QEQ93947.1         ILP--VNSLKDHEVYAPTFNDGERVVLVRFPHGGIFEIPELTVNN-RHRDARRLIGT----DAIDAIGINSRVAERLSGADFDGDTVLVIPNNH-GKIQTHPALKQLEGFDPKS-AYPAYEGMPQM--------------------TPKQKGREMGDVSN  

YP_009615401.1     ILP--INSMKPNEVYAPNYKDGEPVVLIRYPHGGIFEIPELRVNN-QHPEAKRLLG-----NAPDAIGIHHTVAERLSGADFDGDTVLVIPNRD-RKVMTKPPLEGLKGFDPMQYKLPDDSPIKRM--------------------DARTKGIQMGLVSN  

YP_009852926.1     ILP--VNQMKDTEIYAPTFKNGERVALVRYPHGGTFEIPELTVNN-KNPSAKKLLGN-----AVDAVGINSKVAERLSGADFDGDSVVVIPNNS-GKIKSTPALDGLKGFDPKR-QYPAYEGMKPM--------------------TSRQTQLEMGNVSN  

AWN05956.1         ILP--VNSMKPDEVYAPNYRDGERVVLIRYPHGGIFEIPELKVNN-RQTDAKRLLGN-----APDAIGIHHSVAERLSGADFDGDTVLVIPNNS-GKIRTAPALEGLKGFDPQS-AYPGFEGMPRM--------------------TAKQKGREMGDVSN  

AWN05492.1         ILP--INSMKPTEVYAPNYKDGEPVVLIRYPHGGIFEIPELTVNN-KHPEARRLLG-----NAPDAIGIHHSVADRLSGADFDGDTVLVIPNRD-RKVKTKPPLEGLKGFDPMQYKLPDDSPIKRM--------------------DARTKGIQMGLVSN  

YP_009852833.1     ILP--VNNMKDTEIYAPTFNNGERVALIRYPHGGTFEIPELTVNN-KQPDAKRLLGN-----AVDAVGINSKVAERLSGADFDGDSVVVIPNNS-GKIKSTPALEGLKGFDPKT-RYPAYEGMKPM--------------------TSKQTQLEMGNVSN  

AWN06015.1         ILP--INSMKPTEVYAPNYKDGEPVVLIRYPHGGIFEIPELTVNN-KHPEARRLLG-----NAPDAIGIHHSVADRLSGADFDGDTVLVIPNRD-RKVKTKPPLEGLKGFDPMQYKLPDDSPIKRM--------------------DARTKGIQMGLVSN  

YP_009853751.1     ILP--VNSMKDTEIYAPTFKNGERVALVRYPHGGTFEIPELTVNN-RQKDAKRLLGN-----AVDAVGINSKVAERLSGADFDGDSVVVIPNNS-GKIKSTPALEGLKNFDPKT-RYPAYEGMKPM--------------------TSRQTQLEMGNVSN  

YP_009843680.1     ILP--VNSMRDTEIYAPTFKNGERVALIRYPHGGTFEIPELTVNN-RQKDAKRLLGN-----AVDAVGINSKVAERLSGADFDGDSVVVIPNNS-GKIKSTPALEGLKNFDPKT-QYKAYDGMKVM--------------------TSRQTQLEMGNVSN  

YP_009843588.1     ILP--VNSMRDTEIYAPTFKNGERVALVRYPHGGTFEIPELTVNN-KQKDAKRLLGN-----AVDAVGINSKVAERLSGADFDGDSVVVIPNNS-GKIKSTPALEGLKNFDPKT-QYKAYDGMKVM--------------------TSRQTQLEMGNVSN  

QFG11797.1         ILP--INKMKEDEIYAPNFNNGEKVVLIRYPHGGRFEIPELTVNN-RSRPAIEPIKG-----AKDAVGIHSKVAERLSGADFDGDTVLVIPNSK-GAIKTAKALKDLEGFDAKK-QYSLPEGVDGI---------------RGMKNPTGYTQRIMGDISN  

YP_009849523.1     ILP--VNSMKDTEIYAPTFKNGERVALVRYPHGGTFEIPELTVNN-RQKDAKRLLGN-----AVDAVGINSKVAERLSGADFDGDSVVVIPNNS-GKIKSTPALEGLKNFDPKT-RYPAYEGMKPM--------------------TSRQTQLEMGNVSN  

QFG10229.1         ILP--INKMKEDEIYAPNFNNGEKVVLIRYPHGGRFEIPELTVNN-RSRPAIEPIKG-----AKDAVGIHSKVAERLSGADFDGDTVLVIPNSK-GAIKTAKALKDLEGFDAKK-QYSLPEGVDGI---------------RGMKNPTGYTQRIMGDISN  

QFG09377.1         ILP--INKMKEDEIYAPNFNNGEKVVLIRYPHGGRFEIPELTVNN-RSRPAIEPIKG-----AKDAVGIHSKVAERLSGADFDGDTVLVIPNSK-GAIKTAKALKDLEGFDAKK-QYSLPEGVDGI---------------RGMKNPTGYTQRIMGDISN  

YP_009853953.1     ILP--VNSMKDTEIYAPTFKNGERVALVRYPHGGTFEIPELTVNN-RQKDAKRLLGN-----AVDAVGINSKVAERLSGADFDGDSVVVIPNNS-GKIKSTPALEGLKNFDPKA-RYPAYEGMKPM--------------------TSRQTQLEMGNVSN  

YP_009852193.1     ILP--VNSMRDTEIYAPTFKNGERVALIRYPHGGTFEIPELTVNN-RQKDAKRLLGN-----AVDAVGINSKVAERLSGADFDGDSVVVIPNNS-GKIKSTPALEGLKNFDPKT-QYKAYDGMKVM--------------------TSRQTQLEMGNVSN  

AWN03453.1         ILP--INSLKDNEIYAPNYRDGETVVLVRHPHGGIFEIPELTVNN-RNREANRVIKN-----AADAVGINSRVAARLSGADFDGDTVLVIPNNA-KQVKTSAPLAGLKNFDPQA-QYKMDR-------------------PNG--LTSKGKQKQMGDISN  

QFG09186.1         ILP--SSKLKDDEIYAPNFNNGEKVMLIRYPHGGLFEIPELTVNN-RSRPAIEPIKG-----AKDAVMINHKVAERLSGADFDGDTVLVIPNNS-RALKNKAALPELKGFDAKG-QYALPEGVDGI---------------RGMKNPSGMTQRLMGDISN  

YP_009017720.1     ILP--VSGLKDTEIYAPNFRNGERVALIRYPHGGTFEIPELTVNN-RHPEARKLLGT----SPKDAVGINSKVAERLSGADFDGDTVLVIPNSS-GKIKSTPALEGLKNFDPKA-RYPAYEGMKPM--------------------TAKQKQQEMGSVSN  

QAY17202.1         ILP--VNSMSPREIYAPTLANGDRVALVRFPHGGLFEIPELIVNN-RHADAKKLLGN-----APDAVGIHHSVAERLSGADFDGDTVLVIPNNH-GKVKSRPPLEGLKGFDPQS-AYPPYDGMKTMDGGTYNAATRKTEFKEGQKPSPKTKGLEMGKISN  

QHJ79861.1         LLP--FPDMKPTEVYAPNYKNGEKVVLVRYPHGGTFELPELTVNN-KQKTAKGVLGN-----ALDAIGIHPSVAQKLSGADFDGDTVYVIPNNQ-KKIKTSRSLKELANFDPNSYHV-DY---KTI--------------------TPERKQKLMGQVSN  

QEQ93577.1         ILP--VNSMSPREIYAPTLDNGDRVALVRFPHGGLFEIPELVVNN-RHPQAKKLLGN-----APDAVGIHHSVAERLSGADFDGDTVLVIPNNH-GKVKSKPPLEGLKGFDPQS-SYPPYDGMKTMDRGVYNAKTKKVEFPEGTKPDPKNKGLEMGKISN  

AXQ61319.1         ILP--IESLKQTEVYAPNYKDGERVVLIRYPHGGKFEIPELVVNN-KNPEARRIIGR----NAPDAIGIHHKVAERLSGADFDGDTVLVIPNKD-GKIKTEPALEGLKGFDPQR-DYKGYEGMPEM--------------------SPKTKAMQMGLVSN  

ASR84080.1         ILP--SNSMKDNEIYAPNFRNGEKVVLVRYPHGGTFEIPELTVNNSRANKFIDAVRG-----AKDAVVINSKVAERLSGADFDGDTVLVIPNND-RSIKTRPPLKQLEGFDAKA-QYALPDDAIGI---------------KHAKNPNGLTGRLMGDISN  

YP_009603460.1     ILP--SNSMKDNEIYAPNFRNGEKVVLVRYPHGGTFEIPELTVNNSRANKFIDAVRG-----AKDAVVINSKVAERLSGADFDGDTVLVIPNND-RSIKTKPPLKALEGFDAKA-QYSMPDDAIGI---------------KHSKNPNGLTGRLMGDISN  

ASM62363.1         ILP--SNSMKDNEIYAPNFRNGEKVVLVRYPHGGTFEIPELTVNNSRANKFIDAVRG-----AKDAVVINSKVAERLSGADFDGDTVLVIPNND-RAIKTKPPLKALEGFDAKA-QYSMPDDAIGI---------------KHAKNPNGLTGRLMGDISN  

AWN05224.1         ILP--INSMKPTEVYAPNYKDGEPVVLIRYPHGGIFEIPELTVNN-KHPEARRLLG-----NAPDAIGIHHSVAERLSGADFDGDTVLVIPNRD-RKVKTKPPLEGLKDFDPMQYKLSDDSPVKRM--------------------DARTKGIQMGLVSN  

AXC38708.1         ILP--SNSMKDNEIYAPNFRNGEKVVLVRYPHGGTFEIPELTVNNSRANKFIDAVRG-----AKDAVVINSKVAERLSGADFDGDTVLVIPNND-RAIKTKPPLKALEGFDAKA-QYSMPDDAIGI---------------KHAKNPNGLTGRLMGDISN  

YP_009612611.1     ILP--VNSMSPREIYAPTLDNGDRVALVRFPHGGLFEIPELVVNN-RHPQAKKLLGN-----APDAVGIHHSVAERLSGADFDGDTVLVIPNNH-GKVKSKPPLEGLKGFDPQS-AYPPYDGMKTMDRGIYNAKTKKVEFPEGQKPDPKNKGLEMGKISN  

QFP95482.1         ILP--SNSMKDNEIYAPNFRNGEKVVLVRYPHGGIFEIPELTVNNSKANKAIDPVRG-----AKDAVVINSKVAERLSGADFDGDTVLVIPNNN-RAIKTKPPLKDLEGFDAKA-KYKMPDDMPGI---------------RDAKNPNGLTGRLMGDISN  

YP_009603549.1     ILP--SNSMKDNEIYAPNFRNGEKVVLVRYPHGGTFEIPELTVNNSRANKFIDAVRG-----AKDAVVINSRVAERLSGADFDGDTVLVIPNND-RAIKTKPPLKALEGFDAKA-KYSMPDDAIGI---------------KHAKNPNGLTGRLMGDISN  

AYD87291.1         ILP--SNSMKDNEIYAPNFRNGEKVVLVRYPHGGTFEIPELTVNNSRANKFIDAVRG-----AKDAVVINSKVAERLSGADFDGDTVLVIPNND-RSIKTKPPLKALEGFDAKA-QYSMPDDAIGI---------------KHSKNPNGLTGRLMGDISN  

ASD52307.1         ILP--SNSMKDNEIYAPNFRNGEKVALVRYPHGGTFEIPELTVNNSRANKFIDAVRG-----AKDAVVINSKVAERLSGADFDGDTVLVIPNND-RSIKTKPPLKALEGFDAKA-QYSMPDDAIGI---------------KHAKNPNGLTGRLMGDISN  

QEQ94697.1         ILP--VNSMSPREIYAPTLNNGDRVALVRFPHGGLFEIPELVVNN-RHPQAKKLLGN-----APDAVGIHHSVAERLSGADFDGDTVLVIPNNH-GKVKSKPPLEGLKGFDPQS-AYPPYDGMKTMDRGIYNAKTKKVEFPEGQKPDPKNKGLEMGKISN  

QEQ94303.1         ILP--VNSMSPREIYAPTLDNGDRVALVRFPHGGLFEIPELVVNN-RHPQAKKLLGN-----APDAVGIHHSVAERLSGADFDGDTVLVIPNNH-GKVKSKPPLEGLKGFDPQS-AYPPYDGMRTMDRGIYNAKTKKVEFPEGQKPGPKNKGLEMGKISN  

YP_009596747.1     ILP--VNSMSPREIYAPTLDNGDRVALVRFPHGGLFEIPELVVNN-RHPQAKKLLGN-----APDAVGIHHSVAERLSGADFDGDTVLVIPNNH-GKVKSKPPLEGLKGFDPQS-AYPPYDGMRTMDRGIYNAKTKKVEFPEGQKPDPKNKGLEMGKISN  

QAY16297.1         ILP--VNSMSPREIYAPTLDNGDRVALVRFPHGGLFEIPELVVNN-RHPQAKKLLGN-----APDAVGIHHSVAERLSGADFDGDTVLVIPNNH-GKVKSKPPLEGLKGFDPQS-AYPPYDGMRTMDRGIYNAKTKKVEFPEGQKPDPKNKGLEMGKISN  

AOZ64951.1         ILP--VNSMSPREIYAPTLDNGDRVALVRFPHGGLFEIPELVVNN-RHPQAKKLLGN-----APDAVGIHHSVAERLSGADFDGDTVLVIPNNH-GKVKSKPPLEGLKGFDPQS-SYPPYDGMRTMDRGIYNAKTKKVEFPEGQKPDPKNKGLEMGKISN  

YP_009012687.1     ILPIPVDKMRDTEIYAPNFRDGERVALVRFPHGGTFEIPELTVNN-RNPEARKLLGT----NAKDAVGINARVAERLSGADFDGDTVLVIPNDR-GKIKSSPALEGLKDFNPQK-RYPAYEGMKPM--------------------TAKQKQQEMGSVSN  

QGZ17297.1         ILP--SNSMKDTEIYAPNFRNGEKVVLVRYPHGGIFEIPELTVNNSKSNKAIDPVRG-----AKDAVVINSKVAERLSGADFDGDTVLVIPNNN-RSIKTRPPLKDLEGFDAKA-LYKMPDDMPGI---------------KDAKNPNGLTGRLMGDISN  

QFG13695.1         ILP--SNSMKDTEIYAPNFRNGEKVVLVRYPHGGIFEIPELTVNNSKSNKAIDPVRG-----AKDAVVINSKVAERLSGADFDGDTVLVIPNNN-RAIKTKPPLKDLEGFDAKA--YKMPDDMPGI---------------RDAKNPNGLTGRLMGDISN  

QIG78123.1         ILP--IKSLKDNEIYAPYLKNGEHVVLIRFPHAGRFEIPELVVNN-RNREAIKRLSK----TPKDAVGINSHVAERMSGADFDGDNVLVIPNNY-REVKSAHALAGLKNFDPSE-AYPGYKGMKVM--------------------SPRAKQQEMGKISN  

ASR83371.1         ILP--SNSMKDNEIYAPNFRNGEKVVLVRYPHGGTFEIPELTVNNSRSNKAIDPVRG-----AKDAVVINSKVAERLSGADFDGDTVLVIPNND-RAIKTRPPLKQLEGFDAKA-QYSMPDDAIGI---------------KHAKNPNGLTGRLMGDISN  

QFG08761.1         ILP--SDSMKDNEIYAPNFRNGEKVALIRYPHGGTFEIPELTVNNSRSNKAIDPVRG-----AKDAVVINSKVAERLSGADFDGDTVLVIPNND-RSIKTKPPLAALKGFDAKA-QYSMPDEAIGI---------------KHAKNPNGLTGRLMGDISN  

QJD49814.1         ILP--LTKISEKEIYAPTFEDGERVVLVRFPHGGTFEIPELTVNN-RVPEGKSVIGP----KARDAVGIHPKVAERLSGADFDGDTVLVIPNKL-GKIKSTPPLEGLKDFDPKM-YK-LPETAPKM--------------------SARTKGIEMGKVSN  

YP_009622884.1     ILP--VNTLKNDEIYAPTFRDGEVVALVRFPHGHISEIPQLRVNN-RHADAKKLLGR-----APDAVGIHHSVAERLSGADFDGDTVLVIPNNQ-GKVRNAPPLEGLKGFDPQS-AFPPYDGMRTIDGGTYNAATRKTEFREGQKANPKAKGMEMGKISN  

AXH44628.1         ILP--SNSMKDNEIYAPNFRNGEKVVLVRYPHGGTFEIPELTVNNSRSNKAIDPVRG-----AKDAVVINSKVAERLSGADFDGDTVLVIPNND-RAIKTRPPLKQLEGFDAKA-QYSMPDDAIGI---------------KHAKNPNGLTGRLMGDISN  

YP_009036902.1     LLP--VPNMKENEVFAPNYKDGENVILIRYPHGGTFEIPELRVNN-KGP-GKSSIGK----DAPDAIGIHPKVAAKLSGADFDGDVAYVIPNNS-KKYKSSPALEGLKNFEPSQYKD-----DPS-------------TF---TVITADNKQKQMGIVSN  

YP_009036824.1     LLP--VPNMKENEVFAPNYKDGENVILIRYPHGGTFEIPELRVNN-KGP-GKSLIGK----DAPDAIGIHPKVADKLSGADFDGDVAYVIPNNS-KKYKSSPALEGLKNFEPSQYKD-----DPS-------------TF---TVITADNKQKQMGIVSN  
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YP_009035894.1     LLP--VPNMKENEVFAPNYKDGENVILIRYPHGGTFEIPELRVNN-KGP-GKSLIGK----DAPDAIGIHPKVAAKLSGADFDGDVAYVIPNNS-KKYKSSPALEGLKNFEPSQYKD-----DPS-------------TF---TVITADNKQKQMGIVSN  

QGJ84825.1         ILP--VPTMKENEVYAPNYPNGSKVILVRYPHGGTFEIPELIVNN-RGP-GKKVVGP----TAPDAIGIHPKVASKLSGADFDGDTAYVIPNNS-GKFKSRASLPGLKNFDPNKYEG-----VPSR-PGYYKDEASGKEY---KLITPKLKQLEMGKVSN  

YP_001828723.1     ILP--VPTMKENEVYAPNYPNGSKVILVRYPHGGTFEIPELIVNN-RGP-GKNIVGP----TSPDAIGIHPKVASKLSGADFDGDTAYVIPNNS-GKFKSRASLPGLKNFDPNKYEG-----VPSR-PGYYKDEASGKEY---KLITPKLKQNEMGKVSN  

QCW07674.1         ILP--VPTMKENEVYAPNYPNGSKVILVRYPHGGTFEIPELIVNN-RGP-GKKVVGP----TAPDAIGIHPKVASKLSGADFDGDTAYVIPNNS-GKFKSRASLPGLKNFDPNKYEG-----VPSR-PGYYKDEASGKEY---KLITPKLKQLEMGKVSN  
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