Supplementary Data 3: Multiple protein sequence alignment of derived amino acid sequences from ATP binding cassette (ABC) subgroup members. Annotation of primary sequence that corresponds to the ABC transporter signature motif [LSGGQ], phosphate binding Walker A [GX4GK(T/S)] and Walker B motifs [GX4Lh4D; h = hydrophobic residues].  Six C-terminal transmembrane domains are bolded and underlined. "-" missing data; "." = alignment gap; "*" = termination signal; # = ATP hydrolyzing residue including H and Q respectively within Q- and H-loops (underlined); residues involved in ATP binding are double underlined.

A) Putative protein encoded by the Ofabcg1-like transcript isoform, Ofcomp3109_c0_seq1:140-646(+)(Table 4), aligned with the derived amino acid sequences from the B. mori the full-length (XP-004929563.1) and truncated ABCG1(BGIBGA010555), P. xylostella ABCG1 (XP_011551601.1), and sequences from the 1,733 bp (590 aa) ORF in the O. nubilalis BAC OnBAC35M22 insert and truncated transcript Oncomp48645_c0_seq2.

XP_004929563.1                MSNIPLVRRAIVGATLAHNAPGLQSPGQSNSPVEPDPMIVEGGQESQWTPAALERVGSTLKALNRMAKRP
BGIBGA010555                  ----------------------------------------------------------------------
XP_011551601.1                MSNVPLVRRAIVGATLSHNAA........PPPDLPNPLVISPTQENQWTPAALERAGSTLKALNRMAKRP
OnBAC35M22                    ----------------------------------------------------------------------
Oncomp48645_c0_seq2           ----------------------------------------------------------------------
Ofcomp3109_c0_seq1:140-646(+) ----------------------------------------------------------------------                                                                                               

XP_004929563.1                PVHLLFEDVNYTVSSHKGEQRILQSVSGEFRSGELTCILGPSGAGKSTLLNILAGYTLNGVTGRISVNGH
BGIBGA010555                  ----------------------------------------------------------------------
XP_011551601.1                PVHLLFEDLTYTVNTRKGEREILHGVSGEFRSGELACVLGPSGAGKSTLLNILVGYASNGVTGRISVNGQ
OnBAC35M22                    -----------------GERRILHHVSGEFRSGELTCILGPSGAGKSTLLNILAGYTSNGVSGRITVNGH
Oncomp48645_c0_seq2           ----------------------------------------------------------------------
Ofcomp3109_c0_seq1:140-646(+) ----------------------------------------------------------------------                                                                                               

                                             #
XP_004929563.1                VRDMRVFKKLSSYIMQDDLLQPRLTVQESMWIAADLKLGKELGKPEKELIIEEILQTLGLWDHRDTRSEK
BGIBGA010555                  ----------------------------------------------------------------------
XP_011551601.1                SRDMRVFKKLSSYIMQDDLLQPRLSVHEAMRVATDLKLGSELGRAEKELVIEEILQTLGLWEHRDTRSEK
OnBAC35M22                    AREMRVFKKLSSYIMQDDMLQPRLSALELMRIAADLKLGQELGRAEKELIIEEILQTLGLWEHRDTRSER
Oncomp48645_c0_seq2           ----------------------------------------------------------------------
Ofcomp3109_c0_seq1:140-646(+) ----------------------------------------------------------------------                                                                                               

                                                      #
XP_004929563.1                LSGGQSKRLTVALELVNNPPIIFLDEPTTGLDIVSIRQLVVLLRLLSRQGRTIICTIHQPSASLFALFDR
BGIBGA010555                  ----------------------------------------------------------------------
XP_011551601.1                LSGGQYKRLSIALELVNNPPIIFLDEPTTGLDVVSIRHLVVLLRLLSRQGRTIVCTIHQPSASLFALFDR
OnBAC35M22                    LSGGQYKRLSVALELVNNPPIIFLDEPTTGLDIVSVRQLVVLLRLLSRQGRTIICTVHQPSASLFSLFDR
Oncomp48645_c0_seq2           ----------------------------------------------------------------------
Ofcomp3109_c0_seq1:140-646(+) ----------------------------------------------------------------------                                                                                               

XP_004929563.1                VYVMARGMCCYQGAAPLLVPYLSELGHTCPTTHNPADFVLETIITDAEAAAQMSELCQNGKLCRKLDRML
BGIBGA010555                  -----------MGAAPLLVPYLSELGHTCPTTHNPADFVLETIITDAEAAAQMSELCQNGKLCRKLDRML
XP_011551601.1                VYVVARGLCCYQGAAPLLVPFLSEVGRECPTTHNPADFVLESLQGDPEAAAQMSELCQNGKLCRKLDRIT
OnBAC35M22                    IYVLARGLCCYQGAPPLLVPYLSEVGHVCPTTHNPADFVVEALVEDIEAPAQMSELCQNGKLCRKLDRIT
Oncomp48645_c0_seq2           ----------------------------------------------------MSELCQNGKLCRKLDRIT
Ofcomp3109_c0_seq1:140-646(+) ----------------------------------------------------------------------
XP_004929563.1                ARGGKKPILHSDESIQRIFVEHIAKEQMQKMEFPTTFFTQFYILTKRMFIQNKRNLTTLWIQLAHHLTSA
BGIBGA010555                  ARGGKKPILHSDESIQRIFVEHIAKEQMQKMEFPTTFFTQFYILTKRMFIQNKRNLTTLWIQLAHHLTSA
XP_011551601.1                ARGGRRPVLHSDESIQRIFTEHVAKEQFLKMEFPTTFLTQFSILSKRMFVQTTRNSLTLWISAAHHVVTA
OnBAC35M22                    ARGGRKPVLHSDESIQRIFVEHVAKEQTQKMEFATTFLTQFLILSKRMFVQNTRNSLTLWIQLLHHLVSA
Oncomp48645_c0_seq2           ARGGRKPVLHSDESIQRIFVEHVAKEQTQKMEFATTFLTQFLILSKRMFVQNTRNSLTLWIQLLHHLVSA
Ofcomp3109_c0_seq1:140-646(+) ----------------------------------------------------------------------
XP_004929563.1                ILLGSIFFGIGNDGAYPVVNFKFCMSCLVFFMYTYIMIPILLFPMEVHLLRREYFNRWYSLKAYYAALSF
BGIBGA010555                  ILLGSIFFGIGNDGAYPVVNFKFCMSCLVFFMYTYIMIPILLFPMEVHLLRREYFNRWYSLKAYYAALSF
XP_011551601.1                LLLGGLFFMVGNDGGAPIVNFKFCLSVLVFFMYTYVMIPILLFPMEVRLMRREYFNRWYSLKAYYAALTF
OnBAC35M22                    GLLGSIFFLVGNDAGAPIVNFKFCLSCLVFFMYTYIMIPVLLFPTEVRLLRREYFNRWYSLKAYYAALTF
Oncomp48645_c0_seq2           GLLGSIFFLVGNDASAPIVNFKFCLSCLVFFMYTYIMIPVLLFPTEVRLLRREYFNRWYSLKAYYAALTF
Ofcomp3109_c0_seq1:140-646(+) ----------------------------------------------------------------------
XP_004929563.1                ATMPAMTLLGLIFLVITYFMSGQLLEWERFTLFSISGLLTGICSEGLGLAIGAALSVTNGSIVGPSIVSP
BGIBGA010555                  ATMPAMTLLGLIFLVITYFMSGQLLEWERFTLFSISGLLTGICSEGLGLAIGAALSVTNGSIVGPSIVSP
XP_011551601.1                SGLPSMILFGLLFLTICYLMSGQVLEWQRFLFFSIISLLTGVCSEGLGLVIGSAFSVTNGSIVGPSIVSP
OnBAC35M22                    SSLPVMASLGFLFLGICYFMSGQLMEWDRFILFSISGLLTAICSEGLGLLVGSAFSVTNGSIVGPAIAAP
Oncomp48645_c0_seq2           SSLPVMASLGFLFLGICYFMSGQLMEWDRFILFSISGLLTAICSEGLGLLVGSAFSVTNGSIVGPAIAAP
Ofcomp3109_c0_seq1:140-646(+) -------------------MSGQLMEWDRFILFSISGLLTAICSEGLGLLVGSAFSVTNGSIVGPAIAAP
XP_004929563.1                LLVLCCYGMGFGPYIEGTMRALMSASYLRYGLSGLTLSLFENRRPMDCSLEFCLYSDSKLLLRDVGMTND
BGIBGA010555                  LLVLCCYGMGFGPYIEGTMRALMSASYLRYGLSGLTLSLFENRRPMDCSLEFCLYSDSKLLLRDVGMTND
XP_011551601.1                LLALCCYGMGFGQYIEKFMQVLMSASYLRYSLSGLSLALYEREPMDCQMEYCLYSDPNILLRDVGMKNDS
OnBAC35M22                    LLALCCYGMGFGPTIETSMRTLMSASYLRYGLSGFSLSLYQNRQAMECHEDFCLYADPNLILRDVGMAND
Oncomp48645_c0_seq2           LLALCCYGMGFGPTIETSMRTLMSASYLRYGLSGFSLSLYQNRQAMECHEDFCLYADPNLILRDVGMAND
Ofcomp3109_c0_seq1:140-646(+) LLALCCYGMGFGPTIETSMRTLMSASYLRYGLSGFSLSLYQNRQAMECHEDFCLYADPNLILRDVGMAND
XP_004929563.1                RYYIQIIGLLAFTFVYRLLAYFALRYRMTADFSNRFMCYISKFLKHR*
BGIBGA010555                  RYYIQIIGLLAFTFVYRLLAYFALRYRMTADFSNRFMCYISKFLKHR*
XP_011551601.1                YYYMQILGLLAFTVFHRTIAYFALRYRLTAEFSSKFMTYISKFLKHR*
OnBAC35M22                    NYIIQVVALLAFTALHRLLAYFALRYRLTAEFSNKFMAYVSKFLKHR*
Oncomp48645_c0_seq2           NYIIQVVALLAFTALHRLLAYFALRYRLTAEFSNKFMAYVSKFLKHR*
Ofcomp3109_c0_seq1:140-646(+) NYIIQVVALLAFTALHRLLAYFALRYRLTAEFSNKFMAYVSKFLKHR*
B) Putative protein encoded by the Ofabcg4, Ofcomp17719_c0_seq2 (Table 4), aligned with the derived amino acid sequences from Amyelois transitella (XP_013187214.1), and P. xylostella (XP_011553262.1).  Protein sequences encoded from partial or truncated transcript sequences include those from P. xylostella (XP_011566293.1, and XP_011557473.1), and B. mori (BGIBMGA005094). 
.  
Ofcomp17719_c0_seq4  MMLAGAEIVTEDAGAMPMV........PAGPSGSQASEAPQAPQASQAKVQVQDVGPAPTRDPVDLHFSNITCTVNLGFN

XP_013187214.1_Atra  MMLAGAQIVSEDTVAYKNNSEE.....VTASPEGGHSQN..........GQTTNTLKSPNAEPVDISFSNITCTVNLGFN

XP_011553262.1_Px    MMLAGVQVLDKDAVQYRSQDAPASQDASASQDGGSGSATPPA...PPSSTPAQSLARVPSRGPVDMNFTNVTCTVKLGIN

XP_011566293.1Px     --------------------------------------------------------------------------------

XP_011557473.1Px     --------------------------------------------------------------------------------

BGIBMGA005094.Bm3    --------------------------------------------------------------------------------

                                                                                          #    

Ofcomp17719_c0_seq4 KGSKQILHGVHGRLRPRQLIAIMGPSGAGKSTLLDVLSGYRISGVGGAVFVNGRGRIMKNFKKMSCYIQQDDRLQGLLTV

XP_013187214.1_Atra  KGSKQILHGVHGRLLPRQLVAIMGPSGAGKSTLLDVLSGYRISGVGGAVFINGRGRIMKNFKKISCYIQQDDRLQGLLTV

XP_011553262.1_Px    KGYKQILHGVNGRLRPRQLVAIMGPSGAGKSTLLDVLSGYRITGVGGAVYINGRGRNMSKSSRXXXXXXXDDRLQGLLTV

XP_011566293.1Px     ----------------------MGPSGAGKSTLLDVLSGYRITGVGGAVYINGRGRNMKRFKKMSCYIQQDDRLQGLLTV

XP_011557473.1Px     ----------------------MGPSGAGKSTLLDVLSGYRITGVGGAVYINGRGRNMKRVKKMSCYIQQDDRLQGLLTV

BGIBMGA005094.Bm3    ----------------------MGPSGAGKSTLLDVLSGYRITGVGGVVHVNGRGGNMKRFKKMSCYIQQDDRLQGLLTV

Ofcomp17719_c0_seq4  GENMALAADLKLPTTMDKYGKGEIIEDILTNLGLYEHINTRGAQLSGGQKKRLSIALELINNPLVMFLDEPTTGLDSSSC

XP_013187214.1_Atra  GENMALAADLKLPTTMDKYDKGEVIEEILTNLGLYEHINTRGSRLSGGQKKRLSIALELINNPLIMFLDEPTTGLDSSSC

XP_011553262.1_Px    GENMALAADLKLPTSQDVYEKGEITEEILTNLGLYEHMNTRASQLSGGQRKRLSIALELINNPLIMFLDEPTTGLDSSSC

XP_011566293.1Px     GENMALAADLKLPTSQDVYEKGEITEEILTNLGLYEHMNTRASQLSGGQRKRLSIALELINNPLIMFLDEPTTGLDSSSC

XP_011557473.1Px     GENMALAADLKLPTERDVYEKGEITEEILTNLGLYEHMNTRASQLSGGQRKRLSIALELINNPLIMFLDEPTTGLDSSSC

BGIBMGA005094.Bm3    SENMVLASDLKLSIKMDKYEKGEVIEDILTALGLYEHMSTRASRLSGGQMKRLSIALELINNPLVMFLDEPTTGLDSSSC

                                          #
Ofcomp17719_c0_seq4  SQVVQLCRNLAHQGRTIVCTVHQPSASLFALFDHVYILAAGQCLYQGTTQNLVPYLKGAGVPCPIYHNPADYVIELACGE

XP_013187214.1_Atra  SQVVQLCRSLAHQGRTIVCTVHQPSASLFQQFDQVYVLAAGQCLYQGTTANLVPYLDQTGIPCPIYHNPADYIIELACGE

XP_011553262.1_Px    ASVVQLCRRLAHQGRTIVCTVHQPSASLFALFDHVYILAAGQCLYQGSTANLVPYLELAGVPCPIYHNPADYVIELACGE

XP_011566293.1Px     ASVVQLCRRLAHQGRTIVCTVHQPSASLFALFDHVYILAAGQCLYQGSTANLVPYLELAGVPCPIYHNPADYVIELACGE

XP_011557473.1Px     ASVVQLCRRLAHQGRTIVCTVHQPSASLFALFDHVYVLAAGQCLYQGSTANLVPYLELAGVPCPIYHNPADYVIELACGE

BGIBMGA005094.Bm3    SQVVKLCRDLAQQGRTIVCTVHQPSASLFALFDQVYVLAAGNCLYQGTTKNLVPYLEGAGVPCPTYHNPADYIIELACGE

Ofcomp17719_c0_seq4  YGDDKIQILTSKAENGRSLDWFEEPETIPTMEALRKMCPLSVLRDQDTGPADEETSQSNQRSVLIKRGFLKAKRDSTMTH
XP_013187214.1_Atra  YGEDKIQLLTSKAENGRALEWFPEADKIPTMEGLRKQYPLILRDQDPGNNDEETSQSNQRSVLIRRGFLKAKRDSTMSTH
XP_011553262.1_Px    YGEDKIQVLTNKAENGKALDWFDDT.DIPNMEALRKEYPLSFLKEQDGDHGEEETPQSNQTKVLIKRGFLKAKRDATMTH
XP_011566293.1Px     YGEDKIQVLTNKAENGKALDWFDDT.DIPNMEALRKEYPLSFLKEQDGDHGEEETPQSNQTKVLIKRGFLKAKRDATMTH
XP_011557473.1Px     YGEDKIQVLTNKAENGKALDWFDDT.DIPNMEALRKEYPLSFLKEQDGDHGEEETPQSNQTKVLIKRGFLKAKRDATMTH
OfBGIBMGA005094.Bm3  YGEDKIQILTTKAENGRALSWFDDPDSMPTMEVLRKQCPLSVLKEQDPSTGNEETPRSNQRKVLIKRGFLKAKRDSTMTH
Ofcomp17719_c0_seq4  LRIIVNVVVGIMLGMLFIDAGNEGSRVIENYNLLFAILMHHMMSPMMLTILTFPSEMSILSKEHFNRWYSLGSYYISITI
XP_013187214.1_Atra  LRVMVNIVVGIMLGVLFIEAGNEGSRVLQNYNLLFAILMHHMMSPMMLTILTFPSEMSVLSKEHFNRWYSLGSYYISITL
XP_011553262.1_Px    LRLMVNVVVGIMLGSLFINAGNEGSRVLENYNLLFAILMHHMMSPMMLTILTFPSEMSILSKEHFNRWYSLGSYYISITL
XP_011566293.1Px     LRLMVNVVVGIMLGSLFINAGNEGSRVLENYNLLFAILMHHMMSPMMLTILTFPSEMSILSKEHFNRWYSLGSYYISITL
XP_011557473.1Px     LRLMVNVVVGIMLGSLFINAGNEGSRVLENYNLLFAILMHHMMSPMMLTILTFPSEMSILSKEHFNRWYSLGSYYISITL
OfBGIBMGA005094.Bm3  LRLIVNVLVGVMLGSLFIKAGNEGSRVLENYNLLFAILMHHMMSPMMLTILTFPSEMSILSKEHFNRWYSLGSYYISITI
Ofcomp17719_c0_seq4  VDLPISIFACAIFSVIVYTMSAQPLDIVRFSMFFVISLYTVLVAQSFGLMIGAAFSVVNGTFLGPTLSVPMMMFAGFGVT
XP_013187214.1_Atra  VDLPISIFACAIFSVIVYTMSAQPLDIVRFSMFFVISLYTVLVAQSFGLMIGAAFNVVNGTFLGPTLSVPMMMFAGFGVT
XP_011553262.1_Px    VDLPISFVSCAVFSVIVYTMSSQPLDVVRFSQFFAISIYTVLVAQSFGLMIGAAFNVVNGTFLGPTLSVPMMMFAGFGVT
XP_011566293.1Px     VDLPISFVSCAVFSVIVYTMSSQPLDVVRFSQFFAISIYTVLVAQSFGLMIGAAFNVVNGTFLGPTLSVPMMMFAGFGVT
XP_011557473.1Px     VDLPISFVSCAVFSVIVYTMSSQPLDVVRFSQFFAISIYTVLVAQSFGLMIGAAFNVVNGTFLGPTLSVPMMMFAGFGVT
OfBGIBMGA005094.Bm3  VDLPITIVSCAVFSAIVYTMSGQPMAISRFGMFFAISLYTVLVAQSFGLMIGAVFNVVNGTFLGPTLSVPMMMFAGFGVT
Ofcomp17719_c0_seq4  LKDLPPYLYWGSYISYLRYGLEGFVGAIYGLNRDILDCKA.EYCHYKYPQQFLTEVSMSPDMFWWDVLALTVTVFAMRVA
XP_013187214.1_Atra  LRDLPPYLYWGSYFSYLRYGLEGFIGAIYGLDRPVLDCEDALYCHYRNPSVFLNEVAMSPHMFWWDVLALTVFVIVLRIA
XP_011553262.1_Px    LRDLPPYLYWGSYISYLRYGLEGYIGAIYGRNRPTLDCNEEKYCHYRYPAKFLAEVAMSPDMFWFDIMALTITVVILRVA
XP_011566293.1Px     LRDLPPYLYWGSYISYLRYGLEGYIGAIYGRNRPTLDCNEEKYCHYRYPAKFLAEVAMSPDMFWFDIMALTITVVILRVA
XP_011557473.1Px     LRDLPPYLYWGSYISYLRYGLEGYIGAIYGRNRPTLDCNEEKYCHYRYPAKFLAEVAMSPDMFWFDIMALTITVVILRVA
OfBGIBMGA005094.Bm3  LRDLPPYLYWGSYVSYLRYGLEGFVGAIYGLERPKLDCNEAPICLYKYPRQFLSEVAMSPDRFWWDVLALTIFVFVLRIA
Ofcomp17719_c0_seq4  AFLLLKWKLNAVR*

XP_013187214.1_Atra  AFLLLKWKLTAVR*

XP_011553262.1_Px    AFLLLKWKLNAVR*

XP_011566293.1Px     AFLLLKWKLNAVR*

XP_011557473.1Px     AFLLLKWKLNAVR*

OfBGIBMGA005094.Bm3  AFFLLKWKLNAVR*
C) Putative protein encoded by the variant transcripts of Ofabca2 (Table 4) aligned with the derived amino acid sequences from Helicoverpa armigera (ALF46272.1), H. punctigera (ALF46273.1), Heliothis virescens (ALE60400.1), and B. mori (XP_012546914.1).  
ALF46272.1_Ha        ---MRLETRHASAATKFRLLMWKNFLQQWRHRLQTVVELFLPVVTMALVLILRWQIPPYQIDTLTYPALPAHTLNYSTNI

ALF46273.1_Hp        ---MRLETRHASAATKFRLLMWKNFLQQWRHRVQTVVELLLPVVTMALVLILRWQIPPSQMETLTYPALPAHTLNFSTTI

ALE60400.1_Hv        ---MRLEARHASAATKFRLLMWKNFLQQWRHRIQTVVELLLPVVTMTLVLILRWQIPPSQIETLTYPSLPAHTLNFSTTI

XP_012546914.1_Bm    ---MRPQRKEAGAFTKFRLLIWKNLIQQWRHRLQTVVELLLPVITMTLILILRWQVEPTNRETIRYPEISSHSLQYSSMI

Oncomp46431_c0_seq2  MNRKRESGRAAGSWMKFRLLMWKNFLQQWRHPIQTIVEVLLPVITMSLVLLLRWQIEPTAEDAINFSPLPAQSLNNSIQI

Ofcomp19455_c0_seq5  ----------------------------------------LPVITMSLVLLLRWQIEPTAEDAINFSPLPAQSLNNSIQI

Ofcomp16920_c0_seq5  MNRKRGSGRAAGSWMKFRLLMWKNFLQQWRHPIQTIVEVLLPVITMSLVLLLRWQIEPTAEDAINFSPLPAQSLNNSIQI

Ofcomp19185_c1_seq11 --------------------------------------------------------------------------------

Ofcomp19185_c1_seq2  --------------------------------------------------------------------------------

ALF46272.1_Ha        LYAMNMEELSIAYSPASPVLDDVMRTAVINLLTANMKDLIPIFIDNLP.............PGIANITFPPDMNLNT...
ALF46273.1_Hp        LFAMNMEELSIAYSPASPVLDDVMRTAVINLLTANMKDLIPIFIDNLP.............PAIANVTFPPDINVNT...
ALE60400.1_Hv        LFAMNMEELAIAYSPASPVLDDVMRTAVVNLLVANMKDLIPIFIDNLP.............PGMPDITFPPDIDFNA...
XP_012546914.1_Bm    IAGLNTTRMSIAYSPTSPELEDVVRSSVANLLLLNIKHIINDTE.................TIMPEVELPPDINWND...
Oncomp46431_c0_seq2  FAGLNVTNLSIAYSPRSEALEDVLRSSMANLLLNNAFDLIRIITDLWPAEPPFPLPANITWPETPPVTLPPDLDWPDLEG

Ofcomp19455_c0_seq5  FAGLNVTNLSIAYSPRSEALEDVLRSSMANLLLNNAFDLIRIITDLWPAEPPFPLPANITWPETPPVTLPPDLDWPDLEG

Ofcomp16920_c0_seq5  FAGLNVTNLSIAYSPRSEALEDVLRSSMANLLLNNAFDLIRIITDLWPAEPPFPLPANITWPETPPVTLPPDLDWPDLEG

Ofcomp19185_c1_seq11 --------------------------------------------------------------------------------

Ofcomp19185_c1_seq2  --------------------------------------------------------------------------------

ALF46272.1_Ha        ...SVIEEFVKSRIRVVPYNSSYEIRGIYVDEETTRSIIAAVEFDDKLYGAEQLSNNLSYSLRFPERPRLNSFFQTGGRT

ALF46273.1_Hp        ...SAIEEFVKSRIRVVPYNSSYEIRGIYVDEETTRSIIAAVEFDDKLYGAEQLSNNLSYSLRFPERPRLNSFFQTGGRT

ALE60400.1_Hv        ...TAITDFVKSRIRVVPYNSSYEIRGIYVDEETTRSIIAAVEFDDKLYGAEELSNNLSYSLRFPERPRLNSFFQTGGRT

XP_012546914.1_Bm    ...SAIYEIIKRILRVDAYDNSNALRGIYALEEITREVVLAVEFNDSLLGATELSNNLSFALRFPERPRLNSFYAQGGRS

Oncomp46431_c0_seq2  VNKTLIYEFLRTLIRVQPYNSSVDLRTIYAYEERTKQVIAAVEFDDSLFGATDLPGSISYSLRFPERPRLNALFGRGGRS

Ofcomp19455_c0_seq5  VNKTLIYEFLRTLIRVQPYNSSVDLRTIYAYEERTKQVIAAVEFDDSLFGATDLPGSISYSLRFPERPRLNALFGRGGRS

Ofcomp16920_c0_seq5  VNKTLIYEFLRTLIRVQPYNSSVDLRTIYAYEERTKQVIAAVEFDDSLFGATDLPGSISYSLRFPERPRLNALFGRGGRS

Ofcomp19185_c1_seq11 --------------------------------------------------------------------------------

Ofcomp19185_c1_seq2  --------------------------------------------------------------------------------

ALF46272.1_Ha        WRSDGVFPVFEVPGPRFPHSWEGGNDPGYVNEMFVALQQVISTELVSRATGLD.LKSFRVNIQRYPHPPYLHDQSVDLLQ

ALF46273.1_Hp        WRSDAVFPVFELPGPRFPHSWEGGNDPGYVNEMFVALQQVISTELVSRATGLD.LKSFRVNIQRYPHPPYLHDQSVDLLQ

ALE60400.1_Hv        WRSDVVFPVFEVPGPRFPYSWEGGNDPGYVNEMFVALQHVISTELVSRATGLD.LKSFKVNIQRYPHPPYLQDQSVDLLQ

XP_012546914.1_Bm    WRTDDVFPVFENPGPRFPLSWEGGNDPGYVNEMFIAFQSCISAELVSRLTGKPELKSFSVNIQRYPHPPYVDDLAVEALQ

Oncomp46431_c0_seq2  WRTDELFPAFELPGPRSR.SSDGGSNPGYVREMFIALQQVISTQLITRITGEP.MESFSVNIQRYPHPAYVDDMAVEALQ

Ofcomp19455_c0_seq5  WRTDELFPAFELPGPRSR.SSDGGSNPGYVREMFIALQQVISTQLITRITGEP.MESFSVNIQRYPHPAYVDDMAVEALQ

Ofcomp16920_c0_seq5  WRTDELFPAFELPGPRSR.SSDGGSNPGYVREMFIALQQVISTQLITRITGEP.MESFSVNIQRYPHPAYVDDMAVEALQ

Ofcomp19185_c1_seq11 --------------------------------------------------------------------------------

Ofcomp19185_c1_seq2  --------------------------------------------------------------------------------

ALF46272.1_Ha        FMFPLFIMLSFSYTSVNIARAVTVEKELQLKETMKIMGLPTWLHWTAWFVKQFIYLSITAVLLVVLLKVNWFTNDDGFSE

ALF46273.1_Hp        FMFPLFIMLSFSYTAVNIARAVTVEKELQLKETMKIMGLPTWLHWTAWFVKQFIYLTITAVLLVVLLKVNWFTNDDGFSE

ALE60400.1_Hv        FMFPLFIMLSFSYTAVNIARAVTVEKELQLKETMKIMGLPTWLHWTAWFVKQFIYLTIAAILLVVLLKVNWFTNEDGFSE

XP_012546914.1_Bm    MIFPMFILLSFSYSAVNLVRAVTLEKELQLKETMKIMGISTWLHWTAWFFKQFIYLMISAILIIVLLKVSWFTNADGFSG

Oncomp46431_c0_seq2  FLFPMFIMLTFSYTAVNITRAITVEKELQLKETLKIMGLPTWIHWTAWFCKQFLFLLVAAVLIMILLKVNWFTNEDGFSD

Ofcomp19455_c0_seq5  FLFPMFIMLTFSYTAVNITRAITVEKELQLKETLKIMGLPTWIHWTAWFCKQFLFLLVAAVLIMILLKVNWFTNEDGFSD

Ofcomp16920_c0_seq5  FLFPMFIMLTFSYTAVNITRAITVEKELQLKETLKIMGLPTWIHWTAWFCKQFLFLLVAAVLIMILLKVNWFTNEDGFSD

Ofcomp19185_c1_seq11 --------------------------------------------------------------------------------

Ofcomp19185_c1_seq2  --------------------------------------------------------------------------------

ALF46272.1_Ha        YAVFTNTPWTVLLFFLILYLSCAIFFSFMVSSIFSKGSTAALFMAVAWFLTYIPAFLLAMDINMSTAVQVITCFSINSAM
ALF46273.1_Hp        YAVFTNTPWTVLLFYLILYLSCAIFFSFMVSSIFSKGSTAALFMAVAWFLTYIPAFLLAMDINMSTTVQVITCFSINSAM
ALE60400.1_Hv        YAVFTNTPWTVLLFYLILYLSCAIFFSFMVSSIFSKGSTAALFMAVAWFLTYIPAFLLAMDFNMSTAVQVITCFSINSAM
XP_012546914.1_Bm    YAVFTNTPWTVLLFFLALYLICSIFFCFMISGFFSKGSTSALFGGVIWVLVYIPALLLSMDNNMSIVTQVITCLSVNCAM
Oncomp46431_c0_seq2  YAVFTNTPWSVLLFYLTLYLACVIFFCFMLSGIFSKGSTAALFAGVVWFLTYVPAFILSIDIAMSVPMQIFTCLSINSAM
Ofcomp19455_c0_seq5  YAVFTNTPWSVLLFYLTLYLACVIFFCFMLSGIFSKGSTAALFAGVVWFLTYVPAFILSIDIAMSVPMQIFTCLSINSAM
Ofcomp16920_c0_seq5  YAVFTNTPWSVLLFYLTLYLACVILFCFMLSGIFSKGSTAALFAGVVWFLTYVPAFILSIDIAM----------------

Ofcomp19185_c1_seq11 ----------------------------------------------------------------SVPMQIFTCLSINSAM
Ofcomp19185_c1_seq2  --------------------------------------------------------------------------------

ALF46272.1_Ha        SYGFQLMLAKESTGGLQWGDFMTSPETDTTRLVFGHVVIMLVVDCLIYMLITLYLEQVLPGPFGTPKPWYFPFQLQFWFP

ALF46273.1_Hp        SYGFQLMLAKESTGGLQWGDFMTSPGTDTTRFVFGHVVIMLVVDCVIYMLITLYLEQVLPGPFGTPKPWYFPFQLQFWFP

ALE60400.1_Hv        SYGFQLMLAKESTGGLQWGDFMTSPGTDTSRFVFGHVVIMLVVDCIIYMLITLYLEQVLPGPFGTPKPWYFPFQLQFWFP

XP_012546914.1_Bm    SYGFQLLFGKESIGGMQWGDFMASPSSDSSRFVFGHVILMLVFDSVLYMLIALYLEQVLPGPFGLPKPWYFPIQKSFWFP

Oncomp46431_c0_seq2  SYGFQLLLGRESTGGMQWGEFMSAPVTETDRLLFGHVVIMLVVDSVLYMLIALYLEQVLPGPYGTPRPWYFLFQKQFWGC

Ofcomp19455_c0_seq5  SYGFQLLLGRESTGGMQWGEFMSAPVTETDRLLFGHVVIMLVVDSVLYMLIALYLEQVLPGPYGTPRPWYFLFQKQFWGC

Ofcomp16920_c0_seq5  --------------------------------------------------------------------------------

Ofcomp19185_c1_seq11 SYGFQLLLGRESTGGMQWGEFMSAPVTETDRLLFGHVVIMLVVDSVLYMLIALYLEQVLPGPYGTPRPWYFLFQKQFWGC

Ofcomp19185_c1_seq2  --------------------------------------------------------------------------------

ALF46272.1_Ha        NYKSKDAGLIFENDNSEFDDIIKEKDPTDHEVGVRMQNLTKIFGNNIAVNNLSLNIYDDQITVLLGHNGAGKSTTISMLT

ALF46273.1_Hp        NYKSKDAGLIFENDNSEFDDIIKEKDPTDHEIGVKMQNLTKIFGNNIAVNNLSLNIYDDQITVLLGHNGAGKSTTISMLT

ALE60400.1_Hv        NYKSKDAGLIFENDNSEFDDIIKEKDPTDHEVGVKMHNLTKIFGNNIAVNNLSLNIYDDQITVLLGHNGAGKSTTISMLT

XP_012546914.1_Bm    NNEESKNGIIIEH.AISNDDVILEKDPENLTVGVRMNNLTKIFGANVAVNQLTLNIFDNQITVLLGHNGAGKSTTMSMLT

Oncomp46431_c0_seq2  GTKSASDSVLLN..VAETPDVIKENDPVGHPVGVKMNNLTKVFGKNTAVNNLSLNIYDDQITVLLGHNGAGKSTTISMLT

Ofcomp19455_c0_seq5  GTKSASDSVLLN..VPETPDVIKENDPVGHPVGVKMNNLTKVFGKNTAVNNLSLNIYDDQITVLLGHNGAGKSTTISMLT

Ofcomp16920_c0_seq5  -------------------------------------------------------------------------------

Ofcomp19185_c1_seq11 GTKSASDSVLLN--VPETPDVIKENDPVGHPVGVKMNNLTKVFGKNTAVNNLSLNIYDDQITVLLGHNGAGKSTTISMLT

Ofcomp19185_c1_seq2  -------------------------------------------------------------------------------

                                                     # 

ALF46272.1_Ha        GNLKLTRGTVNVAGYDMTSQSSAARSHIGLCPQHNILFNELTVKEHLEFFARLKGFKGKELYDEIDSLIEKLELQEKRDY

ALF46273.1_Hp        GNLKVTRGTVNVAGYDMTSQSSAARSHIGLCPQHNILFNELTVKEHLEFFARLKGFKGKELYDEIDALIEKLELQEKRDY

ALE60400.1_Hv        GNLKLTRGTVNVAGYDMTSQSSAARSHIGLCPQHNILFNELTVKEHLEFFARLKGFKGKELYDEIDSLIEKLELQEKRDY

XP_012546914.1_Bm    GNMKATRGSVTLAGYDIQTQVKAARAHLGFCPQHNVLFNDLTVKEHLEFFARLKGFSGKELYQEIDSLIEKLELQEKQNY

Oncomp46431_c0_seq2  GNLEATYGTVWVAGYDMTWNTSDARSHIGLCPQHNVLFNELTVREHLEFFARLKGFQGEELNNEIDTLIEKLELTEKRDY

Ofcomp19455_c0_seq5  GNLEATYGTVWVAGYDMTWNTSDARSHIGLCPQHNVLFNELTVREHLEFFARLKGFQGEELNNEIDTLIEKLELTEKRDY

Ofcomp16920_c0_seq5  --------------------------------------------------------------------------------

Ofcomp19185_c1_seq11 GNLEATYGTVWVAGYDMTWNTSDARSHIGLCPQHNVLFNELTVREHLEFFA-----------------------------

Ofcomp19185_c1_seq2  --------------------------------------------------------------------------------

                                                                                 # 
ALF46272.1_Ha        PSKGLSGGQKRRLCVGIALSGAARVVLLDEPTSGMDPSSRRALWELLQKEKKGRSMILTTHFMDEADILGDRVAIMANGR

ALF46273.1_Hp        PSKGLSGGQKRRLCVGIALSGAARVVLLDEPTSGMDPSSRRALWELLQKEKKGRSMILTTHFMDEADILGDRVAIMANGR

ALE60400.1_Hv        PSKGLSGGQKRRLCVGIALSGAARVVLLDEPTSGMDPSSRRALWELLQKEKKGRSMILTTHFMDEADILGDRVAIMANGR

XP_012546914.1_Bm    VANGLSGGQKRRLCVGIALSGAASVVLLDEPTSGMDPASRRALWDLLQREKRGRSIILTTHFMDEADVLGDRVAIMANGR

Oncomp46431_c0_seq2  QSKGLSGGQKRRLCVGVALCGDARVVLLDEPTSGMDPSSRRALWDLLQKEKKGRSMILTTHFMDEADILGDRIAIMASGQ

Ofcomp19455_c0_seq5  QSKGLSGGQKRRLCVGVALCGDARVVLLDEPTSGMDPSSRRALWDLLQKEKKGRSMILTTHFMDEADILGDRIAIMASGQ

Ofcomp16920_c0_seq5  --------------------------------------------------------------------------------

Ofcomp19185_c1_seq11 --------------------------------------------------------------------------------

Ofcomp19185_c1_seq2  --------------------------------------------------------------------------------

ALF46272.1_Ha        LQCVGSPYFLKRHYGVGYTLVIVKDTDFDFVKCSVLINSYIPGTIVKEDRGTEITYNLVNDYSHVFEEMLNDLERNIDNI

ALF46273.1_Hp        LQCVGSPYFLKRHYGVGYTLVIVKDRDFDFVKCSILINSYIPGTVVKEDRGTEITYNLVNDHSHLFEEMLNDLERHIDDI

ALE60400.1_Hv        LQCVGSPYFLKRHYGVGYTLVVVKDTDFDFVKCSVLINSYIPGTIVKEDRGTEITYNLVNDYSHVFEEMLNDLERNIDNI

XP_012546914.1_Bm    LQCVGTPYFLKRHYGVGYTLVVVKKEGFDYTACTDLINKYIPGIAIKEDRGPEINYSLTNIQSHVFEDMLNDFEKNVNNI

Oncomp46431_c0_seq2  LQCVGSPYFLKRHYGVGYTLVIVKDVDFQLEACTEILSKYIPGTTVKEDRGTEVTYNLTNGRSQIFETMLLDLEKNMQQI

Ofcomp19455_c0_seq5  LQCVGSPYFLKRHYGVGYSLVIVKDVDFQLEACTEILSKYIPGTTVKEDRGTEVTYNLTNGRSQIFETMLLDLEKNMQQI

Ofcomp16920_c0_seq5  --------------------------------------------------------------------------------

Ofcomp19185_c1_seq11 --------------------------------------------------------------------------------

Ofcomp19185_c1_seq2  --------------------------------------------------------------------------------

ALF46272.1_Ha        KFKNYGLVATTLEDVFMSVGADLSPINSESDDAITTTTDSTIDDILKQEIDSSLEELDKDESNVTGLRLFGQQVLAVWMK

ALF46273.1_Hp        KFKNYGLVATTLEDVFMSVGADLTPINSESDDAVTTTTDSTIDDMLKQEIDSSLEELDKDESNVTGCRLFGQQVLAVWMK

ALE60400.1_Hv        KFKNYGVGATIAADVFMSVGADLNPVNSESDDAATTTTDSTIDDTLKQEIDSSLEELDKDESNVTGCRLFGQQVLAVWMK

XP_012546914.1_Bm    KFKDYGLIATTLEDVFMSVGSDVATINSVSDDGAASLDL.SGDDNLKNE-FSSLEQL.TKEGKVSGASLVGKHVLAVWMK

Oncomp46431_c0_seq2  KFKNYGLVATTLEDVFMSVGSDVSSTQSESDEVETATES....SYYDFD.SSSMDNL.TQEQSISGFRLLVQHVLAVWLK

Ofcomp19455_c0_seq5  KFKNYGLVATTLEDVFMSVGSDVSSTQSESDEVETATES....SYYDFD.SSSMDNL.TQEQSISGFRLLVQHVLAVWLK

Ofcomp16920_c0_seq5  --------------------------------------------------------------------------------

Ofcomp19185_c1_seq11 --------------------------------------------------------------------------------

Ofcomp19185_c1_seq2  --------------------------------------------------------------------------------

ALF46272.1_Ha        QWLVLIRSPWVMALQFLAPVILINSTLGVLRYVMSLSPTIRTRWLSLEEGYTESETLLSFNGSVASSVGALAAQAYQSLF

ALF46273.1_Hp        QWLVLIRSPWLMLLQFLAPVVLINATLGVLRYVMSLSPTIRTRLLTLEEGYTETETLLSFNGSIASSVGALAAQAYQSLF

ALE60400.1_Hv        QWLVLIRSPWLMVLQFMAPVILINATLGVLRYVMSLTPTIRTRLLTLEEGYTETETLVSFNGTVATSVGALAAQAYHSLF

XP_012546914.1_Bm    LFLVWFRSWWMVLLQLAVPIVMMNATLLIVQFLISFVANIQIRHLSLEYGYSRTETLLSFNGSSSSSIGALASNAYENIF

Oncomp46431_c0_seq2  LSLVWIRSWGLILLQILVPVLQMTATLGVMEYIFSLIPTIQRRALSFAVGYSQTESLLSFIGNSTSSLGALATAAYETMI

Ofcomp19455_c0_seq5  LSLVWIRSWGLILLQILVPVLQMTATLGVMEYIFSLIPTIQRRALSFAVGYSQTESLLSFIGNSTSSLGALATAAYEMMI

Ofcomp16920_c0_seq5  --------------------------------------------------------------------------------

Ofcomp19185_c1_seq11 --------------------------------------------------------------------------------

Ofcomp19185_c1_seq2  --------------------------------------------------------------------------------

ALF46272.1_Ha        ANSGVMDMEINAIGSQPIEEYYLNRTSDPVVMGSLRHRLLIGSTFDDDSATAWFSNFGYHDVATSLAAIHSAILRSKNSD

ALF46273.1_Hp        ATSGVSDMEINDIGRQPVDQYYLNRTSDPVMMGSLRHRLLIGSTFDDDSATAWFSNFGYHDVATSLAAIHSAILRSKNST

ALE60400.1_Hv        TSSGISDMEINDIGSQPVDQYYLNRTDDPVMMGLLRHRLLIGSTFDDDSATAWFSNFGYHDVATSLAAIHSAILRSKNSA

XP_012546914.1_Bm    KSSGIDTMEITIVEDQSIDEYYLERASDPIEMGALRHSVLTGATFSDDVATAWFSNFAYHDVATSLASVYSALLRAFNST

Oncomp46431_c0_seq2  NSSVVDTMSLTMVN.EPIDEYYMERAEQ.GGVGPLRHTVLAGATFTDDSVTAWFSNFGYHDIATSLAAVHTALIKAKNAS

Ofcomp19455_c0_seq5  NSSVVDTMSITMVN.EPIDEYYMERAEQ.GGVGPLRHTVLSGATFTDDSVTAWFSNFGYHDIATSLAAVHTALIKVKNAS

Ofcomp16920_c0_seq5  --------------------------------------------------------------------------------

Ofcomp19185_c1_seq11 --------------------------------------------------------------------------------

Ofcomp19185_c1_seq2  --------------------------------------------------------------------------------

ALF46272.1_Ha        AVLNVYNHPLEASYIDQSDVQTMIAMLSMQLSSGIGSSVSIVSAVFIMFYIKERMSGAKLLQNAAGVAPAVLWGGAAIFN
ALF46273.1_Hp        AVLNVYNHPLEASYIDQSDVQTMIAMLSMQLSSGIGSSVSIVSAVFIMFYIKERMSGAKLLQNAAGVQPSVLWGSAAIFN
ALE60400.1_Hv        AVLNVYNHPLEASYMDETDKQTMIAMLSMQLSSGIGSSVAIVSAVFIMFYIKERMSGAKLLQNAAGVQPFVLWGSAAIFN
XP_012546914.1_Bm    AEINVYNHPIEATYKNQNDMQLLVTMISMQLSSGVASCIAIVSAVFVMFYIKERACGAKLLQKAAGIQPAVLWGSAAVFD
Oncomp46431_c0_seq2  YEINVFNHPLEVNYADQSDLQMRVTMLAMQLASGIGSSLGIASAVFVMFYIKERVSRAKLLQKAAGIQPAVLWGSAAVFD 
Ofcomp19455_c0_seq5  YEINVFNHPLEVNYADQSDLQMRVTMLAMQLASGIGSSLGIASAVFVMFYIKERVSRAKLLQKAAGIQPAVLWGSAAVFD
Ofcomp16920_c0_seq5  --------------------------------------------------------------------------------

Ofcomp19185_c1_seq11 --------------------------------------------------------------------------------

Ofcomp19185_c1_seq2  --------------------------------------------------------------------------------

ALF46272.1_Ha        WFWFLITCVSIVISCVAFDVIGLSTVHELGRMFLCVMVYGAAMLPLVYLLSLKFKGPAVGFVGFYFLNVLFGMMGAQVVE
ALF46273.1_Hp        WFWFLITCVSIVVSCVAFDVIGLSNVHELGRMFLCVMVYGAAMLPLVYLLSLTFKGPAVGFVGFYFLNVLFGMMGAQVVE
ALE60400.1_Hv        WFWFLITCVSIVISCVAFDVIGLSTVHELGRMYLCVMLYGAAMLPLVYLMSLAFKGPAVGFVGFYFLNVLFGMMGAQVVE
XP_012546914.1_Bm    WLLFSIICITIVITCAAFEVQGLSTFVELGRMYLCLIVYGAAMLPLNYLLSHLFEGPALGFVVIFFTNCLLGMMGPQIVE
Oncomp46431_c0_seq2  WLWFLVVCVTIVIICAAFDVMGLSSVDELGRLYLCLMVYGAAMVPLNYLSSLLFQGPALGFVVIFFINVLFGNMGAQIVD
Ofcomp19455_c0_seq5  WLWFLVVCVTIVIICAAFDVMGLSSVDELGRLYLCLMVYGAAMVPLNYLSSLLFQGPALGFVVIFFINVLFGNMGAQIVD
Ofcomp16920_c0_seq5  --------------------------------------------------------------------------------

Ofcomp19185_c1_seq11 --------------------------------------------------------------------------------

Ofcomp19185_c1_seq2  --------------------------------------------------------------------------------

ALF46272.1_Ha        ALSSPMLDTEQAAHILDYLLQFYPLYSLVTSIRFLNQVGLREYTCLQACEYLQAVYPNL.ECNMASMCEFH.SDCCVREN

ALF46273.1_Hp        ALSSPMLDTEQVAHILDYLLQFYPLYSLVTSIRFLNQVGLREYTCLQGCEYLQAVYPNL.ECSMASMCEFH.SNCCVREN

ALE60400.1_Hv        ALSSPMLDTEQVAHILDNILQFYPLYSLVTSIRFLNQVGLREYSCLQGCEYLQAVYPNL.ECSMQSMCEFH.TNCCVREN

XP_012546914.1_Bm    ALSSPQLNTQNVADILDTIFQFFPLYSLVTCVRELNQIGLVEYSCMRGCEYISVLLPDLKECTMAVMCEHYLESCCVRES

Oncomp46431_c0_seq2  ALSSPQLNTAEAARILDYILQFFPLYSLVTSVRLLNQFGMLESSCLQSCGYLQNIM.NIPECNMTVMCDLY.EECCIPAD

Ofcomp19455_c0_seq5  ALSSPQLNTAEAARILDYILQFFPLYSLVTSVRLLNQFGMLESSCLQSCGYLQNIM.NIPECNMTVMCDLY.EECCIPAD

Ofcomp16920_c0_seq5  --------------------------------------------------------------------------------

Ofcomp19185_c1_seq11 --------------------------------------------------------------------------------

Ofcomp19185_c1_seq2  --------------------------------------------------------------------------------

ALF46272.1_Ha        PYFDWEEPGVLRYLLSMCFSCLMFWLLLMTIEYRVVQKVFTFKKTPPPIDESTLDEDVMTEARRARVVPPTRRREHALLA

ALF46273.1_Hp        PYFDWEEPGIMRYLLSMCFSCVLFWLLLMTIEYRVFQKVFTFRKTPPPIDESTLDEDVMTEARRARLVPPTRRADHALLA

ALE60400.1_Hv        PYFDWEEPGILRYLLSMCFSSVIFWLVLMTIEYRLVQKVFTFKKTPPPIDESTLDEDVKIEGQRARQVPPTRRAEHSLLA

XP_012546914.1_Bm    PYFEWEKPGVLRYLVVMLATCGVLWLILMTIEYRLFQKVFMFRKIPPPIPENTLDKDVADEAEHVRQISKPDLARHGLVA

Oncomp46431_c0_seq2  PYWAWD.GGIMRYVTVMLITCLVLWGILMIIEYDVIKKIIRREKKPPQVDESTLDEDVLDEEKHVARIG.SDLSQHSLVA

Ofcomp19455_c0_seq5  PYWAWD.GGIMRYVTVMLITCLVLWGILMIIEYDVIKKIIRREKKPPQVDESTLDEDVLDEEKHVARIG.SDLSQHSLVA

Ofcomp16920_c0_seq5  --------------------------------------------------------------------------------

Ofcomp19185_c1_seq11 --------------------------------------------------------------------------------

Ofcomp19185_c1_seq2  --------------------------------------------------------------------------------

                                                                                                 #

ALF46272.1_Ha        HDLSKYYGKHLAVDQVSFSVNDGECFGLLGVNGAGKTTTFKMLMGDESISSGEAYVSGHVSQRNLDRVHENIGYCPQFDA

ALF46273.1_Hp        NDLSKYYGKHLAVDQVSFSVSDGECFGLLGVNGAGKTTTFKMLMGDESISSGEAFVSGHSVQRNLDRVHKNIGYCPQFDA

ALE60400.1_Hv        HDLSKYYGKHLAVDQVSFSVSDGECFGLLGVNGAGKTTTFKMLMGDESISSGEAFVSGHSVQRNLDKVHENIGYCPQFDA

XP_012546914.1_Bm    KNLSKYYGSNLAVDQVSFTVSDSECFGLLGVNGAGKTTTFKMLMGDENISSGEAFVSGYSVQQRLTKVHKNIGYCPQFDA

Oncomp46431_c0_seq2  RGLSKYYGKHLAVNQVSFSVSDSECFGLLGVNGAGKTTTFKMLMGDETVSSGDAFVSGHSVRKDITRVHENIGYCPQFDA

Ofcomp19455_c0_seq5  RGLTKYYGKHLAVNQVSFSVSDSECFGLLGVNGAGKTTTFKMLMGDETVSSGDAFVSGHSVRKDITRVHENIGYCPQFDA

Ofcomp16920_c0_seq5  --------------------------------------------------------------------------------

Ofcomp19185_c1_seq11 --------------------------------------------------------------------------------

Ofcomp19185_c1_seq2  --------------------------------------------------------------------------------

ALF46272.1_Ha        LFGELTGRQTLHMFALMRGLRLRTAAPSAETLAHALGFFKHLDKRVHQYSGGTKRKLNTAIAFMGRTRLVFVDEPTTGVD

ALF46273.1_Hp        LFGELTGRQTLHMFALMRGLRLRTAAPSAETLAHALGFFKHLDKRVHQYSGGTKRKLNTAIAFMGRTRLVFVDEPTTGVD

ALE60400.1_Hv        LFGELTGRQTLHMFALMRGLRLRTAAPTAETLAHALGFFKHLDKMVHQYSGGTKRKLNTAIAFMGRTRLVFVDEPTTGVD

XP_012546914.1_Bm    LFGELTGRETLRLFSLLRGLRNFS-GAHADILAHSLGFLKHLDKRVDQYSGGTKRKLNTAIAFLGTTRLIFVDEPTTGVD

Oncomp46431_c0_seq2  VFGELTGRETLLLFSLLRGLSASRADARTHALAHALGFTKHLDKRVNQYSGGNKRKLSTAVALLGRTRLVFVDEPTTGVD

Ofcomp19455_c0_seq5  VFGELTGRETLLLFSLLRGLSASRADARTHALAHALGFTKHLDKRVNQYSGGNKRKLSTAVALLGRTRLVFVDEPTTGVD

Ofcomp16920_c0_seq5  --------------------------------------------------------------------------------

Ofcomp19185_c1_seq11 --------------------------------------------------------------------------------

Ofcomp19185_c1_seq2  -----------------------------HALAHALGFTKHLDKRVNQYSGGNKRKLSTAVALLGRTRLVFVDEPTTGVD

                                              #  

ALF46272.1_Ha        PAAKRHVWRATRGVQRAGRGVVLTSHSMEECEALCSRLTIMVNGRFQCLGTPQHLKNKFSQGFTLIIKMKTDDSEGDTQS

ALF46273.1_Hp        PAAKRHVWRATRGVQRAGRGVVLTSHSMEECEALCSRLTIMVNGRFQCLGTPQHLKNKFSQGFTLIIKMKIDDRESDTQS 
ALE60400.1_Hv        PAAKRHVWRATRGVQRAGRGVVLTSHSMEECEALCSRLTIMVNGRFQCLGTPQHLKNKFSQGFTLIIKMKIDDRESDTQS

XP_012546914.1_Bm    PAAKRHVWRAMRGVQRTGRGVVLTSHSMEECEALCSRLTIMVNGRFQCLGSPQHLKNKFSQGFTLIIKLKSNEETNPSSS

Oncomp46431_c0_seq2  PAAKRQVWRAIRGAQRSGRGVVLTSHSMEECEALCSRLTIMVNGRFQCLGTPQHLKNKFSEGFTLTIKMRQEEEQASTSS

Ofcomp19455_c0_seq5  PAAKRQVWRAIRGAQRSGRGVVLTSHSMEECEALCSRLTIMVNGRFQCLGTPQHLKNKYSEGFTLTIKMRQEEEQASTSS

Ofcomp16920_c0_seq5  --------------------------------------------------------------------------------

Ofcomp19185_c1_seq11 --------------------------------------------------------------------------------

Ofcomp19185_c1_seq2  PAAKRQVWRAIRGAQRSGRGVVLTSHSMEECEALCSRLTIMVNGRFQCLGTPQHLKNKYSEGFTLTIKMRQEEEQASTSS

ALF46272.1_Ha        VNSTTSVVDSVKLYVSENFESPKIMEEYHGLLTYYLPDRSMAWSRMFGIMERAKQILQIEDYSISQTTLEQIFLQFTKYQ

ALF46273.1_Hp        VNSTRSVVDSVKQYVCDNFESPKIMEEYHGLLTYYLPDRSMAWSRMFGIMERAKQNLEIEDYSISQTTLEQIFLQFTKYQ

ALE60400.1_Hv        LNSTCSVVDSVKQYVCDNFEAPKIMEEYHGLLTYYLPDRSMAWSRMFGIMELAKRNLEIEDYSISQTTLEQIFLQFTKYQ

XP_012546914.1_Bm    ....RNQEEAIKSYVTANFVNPKMMEEHQGLITYYLPDQTVPWSKMFGIMERAKQSLDVEDYSISQTTLEQIFLQFTKYQ

Oncomp46431_c0_seq2  .CIVQRPVDTVKQFVESNFTNPKLMEEYQGLLTYYLPDRSIAWSRMFGIMEQAKRDLQVEDYSISQTTLEQIFLQFTKYQ

Ofcomp19455_c0_seq5  .CIVQRPVDTVKQFVESNFTNPKLMEEYQGLLTYYLPDRSIAWSRMFGIMEQAKRDLQVEDYSISQTTLEQIFLQFTKYQ

Ofcomp16920_c0_seq5  ---------------------------------------------------------------------------------

Ofcomp19185_c1_seq11 ---------------------------------------------------------------------------------

Ofcomp19185_c1_seq2  -CIVQRPVDTVKQFVESNFTNPKLMEEYQGLLTYYLPDRSIAWSRMFGIMEQAKRDLQVEDYSISQTTLEQIFLQFTKYQ

ALF46272.1_Ha        REEG.TTL*

ALF46273.1_Hp        REEGDTTL*

ALE60400.1_Hv        REEG.ETL*

XP_012546914.1_Bm    RE.G...L*

Oncomp46431_c0_seq2  QEAAIQ..*

Ofcomp19455_c0_seq5  QEAAIQ..*

Ofcomp16920_c0_seq5  ---------

Ofcomp19185_c1_seq11 ---------

Ofcomp19185_c1_seq2  QEAAIQ..*     
D) Putative protein encoded by transcript fragments of the Ofabcc3 gene (Table 4).  Derived amino acid of OfABCC3 is aligned with orthologs from B. mori (XP_012547933.1), H. armigera (AHL68987.1), and P. xylostella (XP_011555955.1).
XP_012547933.1_Bm        MGVGSE-----KVDEKKKKK-QLPTMKEPPGAFSRSLFCWMFPLFYRGNYRDLEEEDLVPPKNQYNSKLVGDQLERAWLL

AHL68987.1_Ha            MGTKKEAKNGTGEKIPPPPP--PPKQKDVPNTFLRTLFCWMLPIFYFGNRRDLEQHDLPPPKNMYNSKVVGDRLERNWLN

XP_011555955.1_Px        MG------VKVAEDV-------LPPQKQSPGLFSRLFLCWMFPLFYHGNQRDLEEVDLVPSRPCYDSKLVGDQLEQKWFE

Oncomp40148_c0_seq1      MDAKNMNGSAPKQEKKEFLKYESPLQKTVPNFFSRFLFCWMMPIYYNGTKRDLEEYDLVPAKRQYDSKRLGDVLERYWLN

Ofcomp18111_c0_seq1      MDAKNMNGSAPKQEKKEFPKYESPLQKTVPNFFSRFLFCWMIPIYYNGTKRDLEEYDLVPAKRQYDSKRVGDVLERYWLN

Ofcomp16077_c0_seq4      --------------------------------------------------------------------------------
XP_012547933.1_Bm        EEHNARAAGRDPSLIKVLFKTFGWSFLPGGILQFGFAILRIITPLLFGELLTYWTVDPPITQMEAVYYALSMIIINWIAA
AHL68987.1_Ha            EERAAKSEGRKPKFVRVLVRTFFWSFIPGGLMQFTSIALRTASPLLFSQLLQYWSVDSTMARETAMYYALGMILANWLSS
XP_011555955.1_Px        EEAQAKLEGREPSYPKVLFRTFFWSYVPGGLMQFGYITFRTLSPLLFAELLSYWTVDSTMTRTTATYYTVGMVACNWSAA
Oncomp40148_c0_seq1      EEAVAKAAGKKPSLLKTFAKAFGLSFISAGIMQFLSVGIRTFTPLLFAQLLQYWSVGSTMSKETAAMYAGGMILANWASA
Ofcomp18111_c0_seq1      EEAAAKTAGKKPSLLKTFAKAFGLSFISAGIMQFLSVGIRTFTPLLFAQLLQYWSVGSTMSKETAAMYAGGMILANWASA
Ofcomp16077_c0_seq4      --------------------------------------------------------------------------------

XP_012547933.1_Bm        YLNHHGNLFCSQFGMKLRIATSSLMFRKVMRMNNGALGDTTAGKVVNILSNDLQRYDNAFIFLHFVWIIPIQLVAVCYLG
AHL68987.1_Ha            FMNHHGALYCQQFGMKIRCAVGSLMFRKIMRMSNGSLGETTAGKVVNLLSNDLQRFDLAMMFLHYVWIIPLQVAAVIYLG
XP_011555955.1_Px        YLNHQGNFYCQQFGMKLRIATSTLMFRKIMRMDNGSLGETTAGKVVNLLSNDLQRFDLAFLFLHYVWIIPLQLTAVCYLG
Oncomp40148_c0_seq1      FLNHHGNLAAQQFGMKLRISASSLMFRKIMRMDNSSLGDTTAGKVVNILSNDMQRFDLALLFLHYIWIIPIQLAVVCYLG
Ofcomp18111_c0_seq1      FLNHHGNLAAQQFGMKLRISASSLMFRKIMRMNNSSLGDTTAGKVVNILSNDMQRFDLALLFLHYIWIIPIQLAVVCYLG
Ofcomp16077_c0_seq4      -------------------------FRKIMRMNNSSLGDTTAGKVVNILSNDMQRFDLALLFLHYIWIIPIQLAVVCYLG
XP_012547933.1_Bm        YLQAGVAALIGLASLVVIALPIQGVLGNIVGKVRARNAVKTDERIKLMSEVISGIQVIKMYAWEVPFQKSVAEKRSDELK

AHL68987.1_Ha            YLQVGTAAFIGFAALILIALPFQGGLGQYLGKLRLRTAEKTDNRIKIMSEVINGIQVIKMYGWEIPFQNVVGQKRADELK

XP_011555955.1_Px        YRQAGVAALIGLAALVVIALPMQGGLGRLLGTLRMKTAEKTDARIKIMSEVINGIQVIKMYAWEIPFEKVVGARRWEEMV

Oncomp40148_c0_seq1      YLQAGYAALVGLASLVIIALPIQGYVGQKTGKVRFRTAEKTDERIKVMSEVISGIQVIKMYAWEIPFQKVVSEKRANELK

Ofcomp18111_c0_seq1      YLQAGYAALVGLASLVIIALPIQGYVGQKTGKVRFRTAEKTDERIKVMSEVISGIQVIKMYAWEIPFQKVVSEKRANELK

Ofcomp16077_c0_seq4      YLQAGYAALVGLASLVIIALPIQGYVGQKTGKVRFRTAEKTDERIKVMSEVISGIQVIKMYAWEIPFQKVVSEKRANELK

XP_012547933.1_Bm        EVRTATILRTIFLGFMIFTERAALFITILTFILLGNALSATVIYPLQQFMNAAQLNITLILPLILTFTAELMVSLRRVQE

AHL68987.1_Ha            EVKRATIVRTVFLGFMMFTERTALFLTVLTYVLLGNVMANVFYPLQQFMNAAQVNVTLILPLVLSFTAELLVSLGRVEKS

XP_011555955.1_Px        VVRAATRIRAVFLGFMVFTERTALFLTIVTYVLLGNTVSATVIYPLQQFMAAAQVNITLILPMGLSFTAELFVSLRRVQE

Oncomp40148_c0_seq1      EIRVASYLRIVFLGFMLFTERSALFITILVFILFGNTMSANVIYPLQQFMSAAQINITLILPLVLAFTAELFVTIGRIQD

Ofcomp18111_c0_seq1      EIRVASYLRIVFLGFMLFTERSALFITILVFILFGNTMSANVIYPLQQFMSAAQINITLVLPLVLAFTAELFVTIGRIQD

Ofcomp16077_c0_seq4      EIRVASYLRIVFLGFMLFTERSALFITILVFILFGNTMSANVIYPLQQFMSAAQINITLVLPLVLAFTAELFVTIGRIQD

XP_012547933.1_Bm        FLVAEDRPDLVKRDSLMPAG--SNIFRNVTGSFRKSEPTVRPLSYSQKTEILPTDFNSSNNLVKRNNSRLLRRMSHLDDT

AHL68987.1_Ha            FLALQDRPDLTGQSEEVSSNLFRNMSAKDNLDNLEMNGSVRPLSYHRKSDGAPIGPTLGAELKKSPNPKFARSVSYQDDT

XP_011555955.1_Px        FLAMKDRSDLVIKNVSGGQKKMFR------KSSSQSLGEAAVRP----LSYQSKSSIFGSLNVIPNDLPRRRSMSYPGEL

Oncomp40148_c0_seq1      FLQAEDRPDLAKNPQSAAPMQNLFNKLSAEGALEKGDDHVRPLSYHRKSEAKITE-------TPPVNVKPRKSVSLPGDI

Ofcomp18111_c0_seq1      FLQAEDRPDLAKNPQSAAPMQNLFNKLSAEGALEKGDDHVRPLSYQRKSEAKITE-------TPPVNVKPRKSVSLPGDI

Ofcomp16077_c0_seq4      FLQAEDRPDLAKNPQSAAPMQNLFNKLSAEGALEKGDDHVRPLSYQRKSEAKITE-------TPPVNVKPRKSVSLPGDI

                                                                                                #
XP_012547933.1_Bm        AVVLHDVSASWTGDPNFLAIKNISMKLRKGKLCVIIGAVGSGKSSILQLLLKELPPATGTVSIYGKVSYASQEAWLFPST

AHL68987.1_Ha            ALVVHDVSASWTGDPNALALKNISMRLRKGKLCGIIGAVGSGKSSILQLLLKELPSATGSVSIYGKISYACQEAWLFPST

XP_011555955.1_Px        AVEVRDVSCSWVGDANALALKNVSVRLARGKLCAVIGAVGSGKSSFLQLLLKELPAASGTVSIFGKISYACQEAWLFPNT

Oncomp40148_c0_seq1      AVELRNVSASWTNDPTMSALSNVSLRLRRGKLCAVIGAVGSGKSSILQMLLKELPPYSGTVSVNGTVSYASQEAWLFPST

Ofcomp18111_c0_seq1      AVELRNVSASWTNDPTMSALSNVSLRLRRGKLCAVIGAVGSGKSSILQMLLKELPPYSGTVSVNGTVSYASQEAWLFPST

Ofcomp16077_c0_seq4      AVELRNVSASWTNDPTMSALSNVSLRLRRGKLCAVIGAVGSGKSSILQMLLKELPPYSGTVSVNGTVSYASQEAWLFPST

XP_012547933.1_Bm        VRENILFGLPFEPEKYKMVCKACALEKDFKQFPYGDQTLVGERGVSLSGGQRARINLARSVYREADIYLLDDPLSAVDAN

AHL68987.1_Ha            VRENILFGLPYEPEKYKKVCRVCALEKDFKQFPYSDQTLVGERGVSLSGGQRARINLARAVYREADIYLLDDPLSAVDAN

XP_011555955.1_Px        VRENILFGLPFEPEKYKRVCRVCALETDIKQFPYGDQTLVGERGVSLSGGQRARINLARSVYREADIYLLDDPLSAVDAN

Oncomp40148_c0_seq1      VRENILFGLAFDPEKYKRVCRACCLEKDFKQFPYGDQTLVGERGVSLSGGQRARINLARSVYRESDIYLLDDPLSAVDAN

comp18111_c0_seq1        VRENILFGLAFDPEKYKRVCRACCLEKDFKQFPYGDQTLVGERGVSLSGGQRARINLARSVYRESDIYLLDDPLSAVDAN

comp16077_c0_seq4        VRENILFGLAFDPEKYKRVCRACCLEKDFKQFPYGDQTLVGERGVSLSGGQRARINLARSVYRESDIYLLDDPLSAVDAN

                                                #
XP_012547933.1_Bm        VGRQLFEGCINGYLRQRTRILVTHQIHFLKAADYIVVMNEGRIENMGTFDELTAAGKAFSLMLSSLQENKEKDTESLGSR

AHL68987.1_Ha            VGRQLFEGCINGYLRGRTRILVTHQIHFLKAADYIVVLNEGRIENMGTFEELVNSGKEFSMMLSQLQEGKEKDSDSLGSR

XP_011555955.1_Px        VGRQLFEGCINGYLRGRTRVLVTHQIHFLKAADYIIVLNEGKVENMGTFEELANCKEFSTLLSPLQ-EGKDDNKSLSSTG

Oncomp40148_c0_seq1      VGRLLFEGCINGYLRGRTRILVTHQIHFLKAADYIVVLNEGQVENMGTFDELVESGKEFATLLASLQEGKDKDADSVGSG

Ofcomp18111_c0_seq1      VGRLLFEGCINGYLRGRTRILVTHQIHFLKAADYIVVLNEGQVENMGTFDELVESGKEFATLLASLQEGKDKDADSVGSG

Ofcomp16077_c0_seq4      VGRLLFEGCINGYLRGRTRILVTHQIHFLKAADYIVVLNEGQVENMGTFDELVESGKEFATLLASLQEGKDKDADSVGSG

XP_012547933.1_Bm        GKEEKENPVLFKNQLSIIE---TDDLEQFEAQKMADEERQSGNLKWSVIAAYFRAGGNICFLLFTFLLIILTAASSAGA-
AHL68987.1_Ha            SIEEKDRPALKT----MASVTEEDDGEEFEAQKMEEEERQSGNLRWEVIAAYFRAGGNACFILFALSMIVLSTTSAA-SV
XP_011555955.1_Px        GGD--QKLARPQLMHSQSKMSESMDLPEYAAQKQEAEERGSGNLKWSVVAAYFSAGGGFALFL-TVVCIFGAAAAAAGA-
Oncomp40148_c0_seq1      VSIEDKEKRDFKRMISTASTNENDDIEEFKAQTQEAEERQSGNLKWSVVSAYFSSGGNICFIAFTVTMI-LLAAVAAGAT
Ofcomp18111_c0_seq1      VSIEDKEKRDFKRMISTASTNENDDIEEFKAQ------------------------------------------------

Ofcomp16077_c0_seq4      VSIEDKEKRDFKRMISTASTNENDDIEEFKAQTQEAEERQSGNLKWSVVSAYFSSGGNICFIAFTVTMI-LLAAVAAGAT
XP_012547933.1_Bm        DYWISYWTNAMAAYDEELAGAEVDTGLDVQVGLFTTGQYLMIHGAIVLVTIFITNIRVIPFAELCVTASSRLHNSMFSTM

AHL68987.1_Ha            DYWVSYWTNQMAVYEESLGGADIDPGLDVQVGIFTIAQYLIIHGALVAMCIAIINLRVFPFAYLCVNASSNLHNTMFSTM

XP_011555955.1_Px        DFWVSYWTNQVAIHEEQLAGAELEAGLDVQMGRFTTRTYIIFHGCIVGACLLLTKLRVFPFAHVCVTASANLHNRMFSTM

Oncomp40148_c0_seq1      DYWISFWSNNMARYEESLEGGVPESGLDVQVGLFTTGQYLIIHGCLVITLVLLTHLRIFPFVALIVNASKNLHDFMFSTM

Ofcomp18111_c0_seq1      --------------------------------------------------------------------------------

Ofcomp16077_c0_seq4      DYWISFWSNNMARYEESLEGGVPESGLDVQVGLFTTGQYLIIHGCLVITLVLLTHLRIFPFVALIVNASKNLHDFMFSTM

XP_012547933.1_Bm        IKGIMRFFDTSSSGRILNRFTKDMGALDEILPRTLLDVLQIYATLGAILVLNAIALYWTLIPSVILLTLFYFFVKVYLKT

AHL68987.1_Ha            LKGIMRFFDTSSSGRILNRFTKDMGALDEILPRTLLDVLQIYGTLTAILVLNAIALYWTLLPSAVLLILFIFMVRIYLKA

XP_011555955.1_Px        LRGVMRFFDTSSSGRILNRFTKDIGSLDEILPRTLLDVFQIYSTLLAILVLNAVALYWTLVPSAVLLVIFGFAVNVYMKA

Oncomp40148_c0_seq1      IKGIMRFFDTSSSGRILNRFTKDMGALDEILPRTLLDVVQIYSTLLVILILNAIALYWTLIPSFVLLICFMFMVRIYMKT

Ofcomp18111_c0_seq1      --------------------------------------------------------------------------------

Ofcomp16077_c0_seq4      IKGIMRFFDTSSSGRILNRFTKDMGALDEILPRTLLDVVQIYSTLLVILILNAIALYWTLIPSFVLLICFMFMVRIYMKT

XP_012547933.1_Bm        AQSIKRLEGTTKSPVFGMVTSSLNGIATIRSSGAEDRLISNFDVLQDLHSSAWNGYLGGGTTFGFYLDTMCLLYLTTVIL
AHL68987.1_Ha            AQGIKRLEGTAKSPMFGTVTSSLSGISTIRSANAQKWLIEQFDTNQDLHTTSWNSYLNGGTTFGFYLDTMCLIYMTTVIG
XP_011555955.1_Px        AQSIKRLEGTTKSPVFGMVTSSLSGIATIRSSGAEQRLIDEFDKHQDLHTYAWNGYLGGTTFGGLYLDTICLVYMTTVIF
Oncomp40148_c0_seq1      AQSIKRLEGITKSPVFGMVTSSLNGIATIRSAGAEKRLIDDFDNHQDLHTASWNGYLCGGSSFGLYLDTVCLIYLTTVIF
Ofcomp18111_c0_seq1      --------------------------------------------------------------------------------

Ofcomp16077_c0_seq4      AQSIKRLEGITKSPVFGMVTSSLNGIATIRSAGAEKRLIDDFDNHQDLHTASWNGYLCGGSSFGLYLDTVCLIYLTTVIF
XP_012547933.1_Bm        VFIFIDFGNVIAVGSVGLAVTQSNTLTAMLQHGARMLVEFLAQLTSVERVLEYTKIESEKNLFEGQKPMPPTWPAHGRII

AHL68987.1_Ha            VFLFVDFGDTIPVGSVGLAVTQSNMLTIMLQHGARMLVEFLAQLTSVERILQYTRIDTEPNLFQGKIEMPPSWPSQGKIV

XP_011555955.1_Px        VFLYIDFGDAVAVGSVGLAVTQSNLLTFILQHGARMLVEFLAQLTSVERVLDYTRIPTEDNLFTGQIDTPPNWPAQGKIL

Oncomp40148_c0_seq1      IFIYIDFGDLIAVGSVGIAVTQTNALTAMLQHGARMLVEFIAQLTSVERVLDYTRIETESNLFEGQIESIPTWPSEGRIV

Ofcomp18111_c0_seq1      --------------------------------------------------------------------------------

Ofcomp16077_c0_seq4      IFIYIDFGDLIAVGSVGIAVTQTNALTAMLQHGARMLVEFIAQLTSVERVLDYTRIETESNLFEGQIESIPTWPSEGRIV

                                                                                             #
XP_012547933.1_Bm        MDNVSLQYAPEEEAVLKNLNIVIESGWKVGIVGRTGAGKSSLISALFRFAYIDGSITIDGLDTSVISKQGLRSKISIIPQ

AHL68987.1_Ha            FQNVYLRYAPNEQPVLKNLNLVIESGHKVGIVGRTGAGKSSLISALFRFAYIDGLISIDGLDTSLVSRQGLRSKISIIPQ

XP_011555955.1_Px        LQNVNLRYAKDEEPVLKNLNISIESGWKVGIVGRTGAGKSSLISALFRFAYIDGRILVDDVDTSLVALQELRSKISIIPQ

Oncomp40148_c0_seq1      FDNVNMRYSPTEEPVLKDLNITVESGWKVGIVGRTGAGKSSLISALFRFAYLDGKVTIDGVDTSLVAKQELRSKISIIPQ

Ofcomp18111_c0_seq1      --------------------------------------------------------------------------------

Ofcomp16077_c0_seq4      FDNVNMRYSPTEEPVLKDLNITVESGWKVGIVGRTGAGKSSLISALFRFAYLDGKVTIDGVDTSLVAKQELRSKISIIPQ

XP_012547933.1_Bm        EPVLFSATIRYNLDPFSVYSDDELWRALEQVDMKAAVPSLDFKVTEGGSNFSVGQRQLMCLARAILRSNKILIMDEATAN

AHL68987.1_Ha            EPILFSATIRYNLDPFDMYSDDDLWRALEQVDLKSAIPSLDFNVTEGGSNFSVGQRQLMCLARAVLRSNQILIMDEATAN

XP_011555955.1_Px        EPVLFSASIRYNLDPFDVYSDDELWRALEQVDMKAAVPSLDFKVTEGGANFSVGQRQLVCLARAVLRSNKVLIMDEATAN

Oncomp40148_c0_seq1      EPVLFSATIRYNLDPFNLYSDAQIWQALEQVDMKSAVPSLDFKVTEGGSNFSVGQRQLMCLARAVLRSNKILIMDDATAN

Ofcomp18111_c0_seq1      --------------------------------------------------------------------------------

Ofcomp16077_c0_seq4      EPVLFSATIRYNLDPFNLYSDAQLWQALEQVDMKSAVPSLDFKVTEGGSNFSVGQRQLMCLARAVLRSNKILIMDEATAN
                                                   #
XP_012547933.1_Bm        VDPQTDNFIQQTIRRAFASCTVLTIAHRLNTIMDSDRVLVMSTGEVAEFDHPYILMSDPNSHLSSMVRETGEKNSLKLFE

AHL68987.1_Ha            VDPQTDSFIQETIRRQFVSCTVLTIAHRLNTIMDSDKVLVVSSGEIAEYDHPYVLLSDPDSHFSAMVRETGEKNSANLFR

XP_011555955.1_Px        VDPQTDSFIQQTIRRQFASCTVLTIAHRLNTIMDSDRVLVMDAGQVKEFDHPYHLLSDPHSQLTAMVKETSEKMSQQLFE

Oncomp40148_c0_seq1      VDPQTDNYIQQTIKEHFASCTVLTIAHRLNTIMESDRVLVMSFGRVLEFEHPYILLSDPNSHFSSMVKETGEKNAALLFQ

Ofcomp18111_c0_seq1      --------------------------------------------------------------------------------

Ofcomp16077_c0_seq4      VDPQTDNYIQHTIKEHFASCTVLTIAHRLNTIMESDRVLVMSFGRVLEFEHPYILLSDPNSHQNFCHYP-----------
XP_012547933.1_Bm        VAKDAYFQSNLKENMR-

AHL68987.1_Ha            IAKDCYFQSNLKENAR-

XP_011555955.1_Px        VAKEAYFQSNMKENAR-

Oncomp40148_c0_seq1      VAKDAYFQSNLKENAR*

Ofcomp18111_c0_seq1      -----------------
Ofcomp16077_c0_seq4      -----------------
