
Apl_TMEM169    1 ------------------------------------------------------------
Dme_TMEM169    1 ----------------------------------------------MVGKGSSGL-----
Ana_TMEM169    1 MRSPTHADRPKTISKEPLLDPQHRCSITSGNAGLKGKVAEKRSNPIMVGLTADDMVLRTA
Sko_TMEM169    1 ------------------------------------------------------------
Ovu_TMEM169    1 ------------------------------------------------------------
Lia_TMEM169    1 ------------------------------------------------------------
Lip_TMEM169    1 ------------------------------------------------------------
Brf_TMEM169    1 ------------------------------------------------------------
Pma_TMEM169    1 ------------------------------------------------------------
Dre_TMEM169    1 ------------------------------------------------------------
Hsa_TMEM169    1 ------------------------------------------------------------
Cam_TMEM169    1 ------------------------------------------------------------
Rty_TMEM169    1 ------------------------------------------------------------
consensus      1                                                             

Apl_TMEM169    1 ------------------------------------------------------------
Dme_TMEM169   10 -------GGDTSTGSKERPVFIPPRKRQQTKSEAKKQNYVDHIVSVQQNRPKLSPSNPGL
Ana_TMEM169   61 QHQQPSPIRQCQPVQSEFPVFIPPKKRQAGKK-ANHSNHIDHIVNVQGTRKEWDLTPE-R
Sko_TMEM169    1 ---------------------------MPANM----------------------------
Ovu_TMEM169    1 ------------------------------------------------------------
Lia_TMEM169    1 -------------------------------M----------------------------
Lip_TMEM169    1 -----------MMDTRERPVFRPPKKRGPRSL----------------------------
Brf_TMEM169    1 -------------------------------M----------------------------
Pma_TMEM169    1 -----------MLERRWHPSAQEEEENHTAEM----------------------------
Dre_TMEM169    1 -------------------------------M----------------------------
Hsa_TMEM169    1 -------------------------------M----------------------------
Cam_TMEM169    1 -------------------------------M----------------------------
Rty_TMEM169    1 -------------------------------M----------------------------
consensus     61                                m                            

Apl_TMEM169    1 -------------------------MPK--------------------------------
Dme_TMEM169   63 EEELRKSKLIIKNKQPLPQLPGELGVPSAHDTLASTHSASSTQHSQKSARSNSNLNELQN
Ana_TMEM169  119 -EDCRKTKRW--NSEELIEIK-------------ASAKNAAPNHTNGTNEDEDDLNELQQ
Sko_TMEM169    6 --------------------------PKAH------------------------------
Ovu_TMEM169    1 ------------------------------------------------------------
Lia_TMEM169    2 --------------------------PQ--------------------------------
Lip_TMEM169   22 --------------------------PRSE----------------------S---NCTQ
Brf_TMEM169    2 --------------------------PKAT------------------------------
Pma_TMEM169   22 --------------------------AGRAE---------------------QGESERPA
Dre_TMEM169    2 --------------------------VNMS----------------------EGPSGDIG
Hsa_TMEM169    2 --------------------------E-EP----------------------TAVEGQVQ
Cam_TMEM169    2 --------------------------P-QS----------------------S-ASPEPA
Rty_TMEM169    2 --------------------------P-QN----------------------N-ISGEQT
consensus    121                           p                                 

Apl_TMEM169    4 ---------------------------------------------------TPFRKHVKF
Dme_TMEM169  123 FESISQGTK--STSQRHESSTVTPSSCCYSESSLDAKLSKSQDCLSNRS--SSK----KR
Ana_TMEM169  163 FHPLKD------------SSTVTPSS--ISESSLDRKSSKSAELLTGGSGKRSK----KR
Sko_TMEM169   10 -----EKT---RHMDD-----QDKNLKKEQ-----------ENISNEERSQKLEPVEETD
Ovu_TMEM169    1 --------M--------------------A--------SDYPECS---------------
Lia_TMEM169    4 LDHAHNGIE--------------------Q--------SSSQETS--------------T
Lip_TMEM169   31 TVVPVSPVRSRS-FQN---VNKEANSCILGEVDFNP-----QGCVDNFKKSKRNVHVESL
Brf_TMEM169    6 -----QKT---RHADR---SPTTESESLSGTSSFSVSHPKNKSVESLEMKQERIPRPTNF
Pma_TMEM169   35 LAKQHQPKEKRRAAHKSEVSSRDVPSGTDGESA-----STSSTAEKRKRRKKREPRPESV
Dre_TMEM169   14 GVELDGGIETET-------PMNTLHRSADG-----------EGTSTRRKKKKK----KKE
Hsa_TMEM169   13 LPSPHQGSL--R-------KAVAAALALDG-----------ESTMGHRKKKRKESRPESI
Cam_TMEM169   12 SHRR-------A-------GQPAVNLDQPG-----------EAIMERKKKRKKEPRPESI
Rty_TMEM169   12 AHGTHQSLPHKA-------VPVTGIFEKEG-----------EATMERKKKKKKEPRPESI
consensus    181                              g                  rk rr  k    



Apl_TMEM169    1 ------------------------------------------------------------
Dme_TMEM169    1 ----------------------------------------------MVGKGSSGL-----
Ana_TMEM169    1 MRSPTHADRPKTISKEPLLDPQHRCSITSGNAGLKGKVAEKRSNPIMVGLTADDMVLRTA
Sko_TMEM169    1 ------------------------------------------------------------
Ovu_TMEM169    1 ------------------------------------------------------------
Lia_TMEM169    1 ------------------------------------------------------------
Lip_TMEM169    1 ------------------------------------------------------------
Brf_TMEM169    1 ------------------------------------------------------------
Pma_TMEM169    1 ------------------------------------------------------------
Dre_TMEM169    1 ------------------------------------------------------------
Hsa_TMEM169    1 ------------------------------------------------------------
Cam_TMEM169    1 ------------------------------------------------------------
Rty_TMEM169    1 ------------------------------------------------------------
consensus      1                                                             

Apl_TMEM169    1 ------------------------------------------------------------
Dme_TMEM169   10 -------GGDTSTGSKERPVFIPPRKRQQTKSEAKKQNYVDHIVSVQQNRPKLSPSNPGL
Ana_TMEM169   61 QHQQPSPIRQCQPVQSEFPVFIPPKKRQAGKK-ANHSNHIDHIVNVQGTRKEWDLTPE-R
Sko_TMEM169    1 ---------------------------MPANM----------------------------
Ovu_TMEM169    1 ------------------------------------------------------------
Lia_TMEM169    1 -------------------------------M----------------------------
Lip_TMEM169    1 -----------MMDTRERPVFRPPKKRGPRSL----------------------------
Brf_TMEM169    1 -------------------------------M----------------------------
Pma_TMEM169    1 -----------MLERRWHPSAQEEEENHTAEM----------------------------
Dre_TMEM169    1 -------------------------------M----------------------------
Hsa_TMEM169    1 -------------------------------M----------------------------
Cam_TMEM169    1 -------------------------------M----------------------------
Rty_TMEM169    1 -------------------------------M----------------------------
consensus     61                                m                            

Apl_TMEM169    1 -------------------------MPK--------------------------------
Dme_TMEM169   63 EEELRKSKLIIKNKQPLPQLPGELGVPSAHDTLASTHSASSTQHSQKSARSNSNLNELQN
Ana_TMEM169  119 -EDCRKTKRW--NSEELIEIK-------------ASAKNAAPNHTNGTNEDEDDLNELQQ
Sko_TMEM169    6 --------------------------PKAH------------------------------
Ovu_TMEM169    1 ------------------------------------------------------------
Lia_TMEM169    2 --------------------------PQ--------------------------------
Lip_TMEM169   22 --------------------------PRSE----------------------S---NCTQ
Brf_TMEM169    2 --------------------------PKAT------------------------------
Pma_TMEM169   22 --------------------------AGRAE---------------------QGESERPA
Dre_TMEM169    2 --------------------------VNMS----------------------EGPSGDIG
Hsa_TMEM169    2 --------------------------E-EP----------------------TAVEGQVQ
Cam_TMEM169    2 --------------------------P-QS----------------------S-ASPEPA
Rty_TMEM169    2 --------------------------P-QN----------------------N-ISGEQT
consensus    121                           p                                 

Apl_TMEM169    4 ---------------------------------------------------TPFRKHVKF
Dme_TMEM169  123 FESISQGTK--STSQRHESSTVTPSSCCYSESSLDAKLSKSQDCLSNRS--SSK----KR
Ana_TMEM169  163 FHPLKD------------SSTVTPSS--ISESSLDRKSSKSAELLTGGSGKRSK----KR
Sko_TMEM169   10 -----EKT---RHMDD-----QDKNLKKEQ-----------ENISNEERSQKLEPVEETD
Ovu_TMEM169    1 --------M--------------------A--------SDYPECS---------------
Lia_TMEM169    4 LDHAHNGIE--------------------Q--------SSSQETS--------------T
Lip_TMEM169   31 TVVPVSPVRSRS-FQN---VNKEANSCILGEVDFNP-----QGCVDNFKKSKRNVHVESL
Brf_TMEM169    6 -----QKT---RHADR---SPTTESESLSGTSSFSVSHPKNKSVESLEMKQERIPRPTNF
Pma_TMEM169   35 LAKQHQPKEKRRAAHKSEVSSRDVPSGTDGESA-----STSSTAEKRKRRKKREPRPESV
Dre_TMEM169   14 GVELDGGIETET-------PMNTLHRSADG-----------EGTSTRRKKKKK----KKE
Hsa_TMEM169   13 LPSPHQGSL--R-------KAVAAALALDG-----------ESTMGHRKKKRKESRPESI
Cam_TMEM169   12 SHRR-------A-------GQPAVNLDQPG-----------EAIMERKKKRKKEPRPESI
Rty_TMEM169   12 AHGTHQSLPHKA-------VPVTGIFEKEG-----------EATMERKKKKKKEPRPESI
consensus    181                              g                  rk rr  k    

Apl_TMEM169   13 VSIDNNG-----ANGPEN--------AVRDGQVS--------AQSQR-------TESPIG
Dme_TMEM169  175 VNIRTSDLPGQGRNQRSSP-EIANYEDLESGETSVLNNYD---QSL----ERGYQ--ARK
Ana_TMEM169  205 VNIRTDL--DEIDHRRSPS-AICNYEDLESGETSVLNAELDDQQSL----DRYNTNRSYG
Sko_TMEM169   46 VHLL-----------------QQG--TREKLNDCCHDDERH-MTRSRD-----TLNTTTS
Ovu_TMEM169   10 --KATELEEIQEKEWIELP----ESSPEDQ------------------L--------QDN
Lia_TMEM169   22 SLHQAAIETLDQDHHHDHS----GTEPQSD------------------IDESVSVREKLT
Lip_TMEM169   82 TSLKEHSVTVGETPQIADS----GYTEIDLSNDRV---------SLKAHSH---SISSRG
Brf_TMEM169   55 HNCLHEGREMGAQAGSSSTLP--TISGVLNLNEHPIMPANH-SQTLRLTNQSPVTDLNQI
Pma_TMEM169   90 IIFRTEEKENGDENVQEQS----GRAEVEDV---CLESA----GETRHFPPALVPGAPWD
Dre_TMEM169   52 IIYRSDLEDEDAGEGTSA--------DVDGA-----------------CSSPFDEEEEEI
Hsa_TMEM169   53 IIYRSDNEKTDEEPGESEGGDQPKEEEGDDF-----------------LDYPVDDDMWNL
Cam_TMEM169   47 IIYRSESEKVEEDQGDPDSTAK-STEERTNF-----------------LTPP--EGAWNI
Rty_TMEM169   54 IIYRTGGEKMEEDQRDPDTTAK-NTEERTNF-----------------LCPPSVEGGWSV
consensus    241 v  rtd            s       dve                               

Apl_TMEM169   45 GGPSSFQTEEITEIRVEDEDGVSQPHRFHPDHAREHCSECHMLGKPHK------------
Dme_TMEM169  225 EGGGNYLTMTGT-IKRGRKKG--QSVDLQINISREEL---EQLNAHAMASDTQ-------
Ana_TMEM169  258 SSADNYLTMTGT-IKRGRKKG--QSIDVQLNISREEL---EHISKQALAAHDE-------
Sko_TMEM169   81 SIGSKKITLTGT-IRRGKNST--DNNIIQVTLSEEQL---ELMK----------------
Ovu_TMEM169   38 GGDQHFVTLTGT-VARGYQAG--QVVDVQLQISRDEL---RKLTLERGTKEEK-------
Lia_TMEM169   60 PPSEQKVTVTGT-IKRGPKAG--QSVEVELRLSKDEL---QKLGHE----DEE-------
Lip_TMEM169  126 SDSDGYVTMTGT-IKRGKKKG--QTMDMKVHMSREEL---DELESSIISHQ---------
Brf_TMEM169  112 HSNYRTVTLTGT-ITRGKKRG--QMVDIQLDLTDKEI---AELSTISEEKEEE-------
Pma_TMEM169  139 RADGHYVTLTGT-ITRGKKKG--QLVDIHLSLTEKEL---LELGCGPPQAPVTGSGGSGT
Dre_TMEM169   87 PPDSRFVTLTGT-ITRGKRKG--QMVDIYMTLTDKEL---RDMARSKERLDAE-------
Hsa_TMEM169   96 PLDSRYVTLTGT-ITRGKKKG--QMVDIHVTLTEKEL---QELTKPKESSRET-------
Cam_TMEM169   87 PADSRYVTLTGT-ITRGKKKG--QMVDIHVTLTEKEL---QELAKCKEPPRSK-------
Rty_TMEM169   96 PTDSRYVTLTGT-ITRGKKKG--QMVDIHVTLTEKEL---QELAKSKEPLQPE-------
consensus    301     kyvTltgT i rgkkkg  qvvdi i lseeel    el k               

Apl_TMEM169   93 -----HQRVTATDQDDDDEDGCI-YSPQQGPHIIILTFLCIPFVFATALVVNTYLGILTW
Dme_TMEM169  272 ---------------KGGNLCCT-CSCGTGLHILLISLFCLPFVTVVSAVYSFYIGTLTW
Ana_TMEM169  305 ---------------SYRAKQGC-CTMRTGVHILLLSLLCLPFVTLTTGVYSFYMGTVTW
Sko_TMEM169  119 --------------DNHAQNDCV-WGVDRGLHVLLFSLICIPFSFIASFVFAGYQGTLTW
Ovu_TMEM169   85 --------------LKYKSSPCS-WGLHSGLHIVFLSIICIPIAWLVSLGYSFYIGCNTW
Lia_TMEM169  103 --------------SVYGPGECTLCGLKKGIHVFLFTVIVTPFAFFGSLGLSFYLGAQTW
Lip_TMEM169  171 --------------KPEEEDDCF-FGAKKGPHVFLLSLLLAPVVFCMSAAYSFYIGTMTW
Brf_TMEM169  159 --------------ENTPKDDCI-WGINKGIHIFIWSVLCFPVVFVIAFFVAFYYGTITW
Pma_TMEM169  193 NAPTTTPAQTHGVERNRCHSRCR-CGLNHGPHASLWSLLCLPFAFVASLVVAFYYGTITW
Dre_TMEM169  134 ---------CDGV-AEAKQKPCA-LGLSQGPHVLLWSLSCSPFIFVLSFITSFYYGTLTW
Hsa_TMEM169  143 ---------T-----PEGRMACQ-MGADRGPHVVLWTLICLPVVFILSFVVSFYYGTITW
Cam_TMEM169  134 ---------E-----ESERKPCD-VGPRRGPHVVLWSLLCAPVIFVLSFVMSFYYGTIAW
Rty_TMEM169  143 ---------E-----KGTKKACD-VGLYRGPHVVIWSLLCAPVVFVLSFVMSFYYGTITW
consensus    361                      c   gm rGpHvilfsllciPfvfvvs vvsfY GtltW

Apl_TMEM169  147 YNIFLYYYDDRGWIHRIVVCPVLILLCPPVILVTALVVSLYSSVRQLSWYLSSWRTSVTD
Dme_TMEM169  316 YNMFNYYCEERTYLHKILVTPLLFVIYPLAIVLCTFGLGIYSGLRQLSLQYSSWVNDITD
Ana_TMEM169  349 YNMFTYFNEERSYFHKLLMSPLLILAYPLGIVLCTIGLGLYAGFRQLSFHFRSWLNEVSD
Sko_TMEM169  164 YSIFLYYYDEKTILHKIFICPVLILFFPPVIVVLTLGISLYAMVIQVSWFFSSWRRDFFD
Ovu_TMEM169  130 YNIYLYFSEEKTIWHKISICPVLILTFPFTVGLSSLIISLYAPIIQISWNFYKWLQEFQD
Lia_TMEM169  149 YNIFIYFSEERTIWHKVFLCPLLILTFPLTVGLSALGIALYAALIQISWWFKSWLKEMRD
Lip_TMEM169  216 YNILVLFTEKKTAWHKIFVSPLLIIFYPFLIMMPTIGLGLYASVIQLSWQYDLWKQEVLD
Brf_TMEM169  204 YNIFLHYNEERTFLHKVSICPLLILFYPILIVVVSLSLGGYSACVQLSWYCDSWREDVGD
Pma_TMEM169  252 YNVFLVYNEQRTFWHKVTLCPLLMLLYPLLIAVTSLSLAAYAAVAQLSWSFTAWWGAVSD
Dre_TMEM169  183 YNVFLVYNEERSFLHKITLCPLLILLYPVLIMALCVCMGVYAAVSQLSWVFGEWWLAVRD
Hsa_TMEM169  188 YNIFLVYNEERTFWHKISYCPCLVLFYPVLIMAMASSLGLYAAVVQLSWSWEAWWQAARD
Cam_TMEM169  179 YNIFLVYNEERTFWHKVTVCPLLIILYPVLIVATSASLGLYTMVTQVSWSLGEWWQAVRD
Rty_TMEM169  188 YNIFLVYNEERSFWHKITICPFLIIFYPLLIVAMSVSLAVYTTVTQISWSFGEWWQAVRD
consensus    421 Ynifl yneertwwHkisvcPlLil yPllilv tl lglYagv QlSw f  W ndv D



Apl_TMEM169    1 ------------------------------------------------------------
Dme_TMEM169    1 ----------------------------------------------MVGKGSSGL-----
Ana_TMEM169    1 MRSPTHADRPKTISKEPLLDPQHRCSITSGNAGLKGKVAEKRSNPIMVGLTADDMVLRTA
Sko_TMEM169    1 ------------------------------------------------------------
Ovu_TMEM169    1 ------------------------------------------------------------
Lia_TMEM169    1 ------------------------------------------------------------
Lip_TMEM169    1 ------------------------------------------------------------
Brf_TMEM169    1 ------------------------------------------------------------
Pma_TMEM169    1 ------------------------------------------------------------
Dre_TMEM169    1 ------------------------------------------------------------
Hsa_TMEM169    1 ------------------------------------------------------------
Cam_TMEM169    1 ------------------------------------------------------------
Rty_TMEM169    1 ------------------------------------------------------------
consensus      1                                                             

Apl_TMEM169    1 ------------------------------------------------------------
Dme_TMEM169   10 -------GGDTSTGSKERPVFIPPRKRQQTKSEAKKQNYVDHIVSVQQNRPKLSPSNPGL
Ana_TMEM169   61 QHQQPSPIRQCQPVQSEFPVFIPPKKRQAGKK-ANHSNHIDHIVNVQGTRKEWDLTPE-R
Sko_TMEM169    1 ---------------------------MPANM----------------------------
Ovu_TMEM169    1 ------------------------------------------------------------
Lia_TMEM169    1 -------------------------------M----------------------------
Lip_TMEM169    1 -----------MMDTRERPVFRPPKKRGPRSL----------------------------
Brf_TMEM169    1 -------------------------------M----------------------------
Pma_TMEM169    1 -----------MLERRWHPSAQEEEENHTAEM----------------------------
Dre_TMEM169    1 -------------------------------M----------------------------
Hsa_TMEM169    1 -------------------------------M----------------------------
Cam_TMEM169    1 -------------------------------M----------------------------
Rty_TMEM169    1 -------------------------------M----------------------------
consensus     61                                m                            

Apl_TMEM169    1 -------------------------MPK--------------------------------
Dme_TMEM169   63 EEELRKSKLIIKNKQPLPQLPGELGVPSAHDTLASTHSASSTQHSQKSARSNSNLNELQN
Ana_TMEM169  119 -EDCRKTKRW--NSEELIEIK-------------ASAKNAAPNHTNGTNEDEDDLNELQQ
Sko_TMEM169    6 --------------------------PKAH------------------------------
Ovu_TMEM169    1 ------------------------------------------------------------
Lia_TMEM169    2 --------------------------PQ--------------------------------
Lip_TMEM169   22 --------------------------PRSE----------------------S---NCTQ
Brf_TMEM169    2 --------------------------PKAT------------------------------
Pma_TMEM169   22 --------------------------AGRAE---------------------QGESERPA
Dre_TMEM169    2 --------------------------VNMS----------------------EGPSGDIG
Hsa_TMEM169    2 --------------------------E-EP----------------------TAVEGQVQ
Cam_TMEM169    2 --------------------------P-QS----------------------S-ASPEPA
Rty_TMEM169    2 --------------------------P-QN----------------------N-ISGEQT
consensus    121                           p                                 

Apl_TMEM169    4 ---------------------------------------------------TPFRKHVKF
Dme_TMEM169  123 FESISQGTK--STSQRHESSTVTPSSCCYSESSLDAKLSKSQDCLSNRS--SSK----KR
Ana_TMEM169  163 FHPLKD------------SSTVTPSS--ISESSLDRKSSKSAELLTGGSGKRSK----KR
Sko_TMEM169   10 -----EKT---RHMDD-----QDKNLKKEQ-----------ENISNEERSQKLEPVEETD
Ovu_TMEM169    1 --------M--------------------A--------SDYPECS---------------
Lia_TMEM169    4 LDHAHNGIE--------------------Q--------SSSQETS--------------T
Lip_TMEM169   31 TVVPVSPVRSRS-FQN---VNKEANSCILGEVDFNP-----QGCVDNFKKSKRNVHVESL
Brf_TMEM169    6 -----QKT---RHADR---SPTTESESLSGTSSFSVSHPKNKSVESLEMKQERIPRPTNF
Pma_TMEM169   35 LAKQHQPKEKRRAAHKSEVSSRDVPSGTDGESA-----STSSTAEKRKRRKKREPRPESV
Dre_TMEM169   14 GVELDGGIETET-------PMNTLHRSADG-----------EGTSTRRKKKKK----KKE
Hsa_TMEM169   13 LPSPHQGSL--R-------KAVAAALALDG-----------ESTMGHRKKKRKESRPESI
Cam_TMEM169   12 SHRR-------A-------GQPAVNLDQPG-----------EAIMERKKKRKKEPRPESI
Rty_TMEM169   12 AHGTHQSLPHKA-------VPVTGIFEKEG-----------EATMERKKKKKKEPRPESI
consensus    181                              g                  rk rr  k    

Apl_TMEM169   13 VSIDNNG-----ANGPEN--------AVRDGQVS--------AQSQR-------TESPIG
Dme_TMEM169  175 VNIRTSDLPGQGRNQRSSP-EIANYEDLESGETSVLNNYD---QSL----ERGYQ--ARK
Ana_TMEM169  205 VNIRTDL--DEIDHRRSPS-AICNYEDLESGETSVLNAELDDQQSL----DRYNTNRSYG
Sko_TMEM169   46 VHLL-----------------QQG--TREKLNDCCHDDERH-MTRSRD-----TLNTTTS
Ovu_TMEM169   10 --KATELEEIQEKEWIELP----ESSPEDQ------------------L--------QDN
Lia_TMEM169   22 SLHQAAIETLDQDHHHDHS----GTEPQSD------------------IDESVSVREKLT
Lip_TMEM169   82 TSLKEHSVTVGETPQIADS----GYTEIDLSNDRV---------SLKAHSH---SISSRG
Brf_TMEM169   55 HNCLHEGREMGAQAGSSSTLP--TISGVLNLNEHPIMPANH-SQTLRLTNQSPVTDLNQI
Pma_TMEM169   90 IIFRTEEKENGDENVQEQS----GRAEVEDV---CLESA----GETRHFPPALVPGAPWD
Dre_TMEM169   52 IIYRSDLEDEDAGEGTSA--------DVDGA-----------------CSSPFDEEEEEI
Hsa_TMEM169   53 IIYRSDNEKTDEEPGESEGGDQPKEEEGDDF-----------------LDYPVDDDMWNL
Cam_TMEM169   47 IIYRSESEKVEEDQGDPDSTAK-STEERTNF-----------------LTPP--EGAWNI
Rty_TMEM169   54 IIYRTGGEKMEEDQRDPDTTAK-NTEERTNF-----------------LCPPSVEGGWSV
consensus    241 v  rtd            s       dve                               

Apl_TMEM169   45 GGPSSFQTEEITEIRVEDEDGVSQPHRFHPDHAREHCSECHMLGKPHK------------
Dme_TMEM169  225 EGGGNYLTMTGT-IKRGRKKG--QSVDLQINISREEL---EQLNAHAMASDTQ-------
Ana_TMEM169  258 SSADNYLTMTGT-IKRGRKKG--QSIDVQLNISREEL---EHISKQALAAHDE-------
Sko_TMEM169   81 SIGSKKITLTGT-IRRGKNST--DNNIIQVTLSEEQL---ELMK----------------
Ovu_TMEM169   38 GGDQHFVTLTGT-VARGYQAG--QVVDVQLQISRDEL---RKLTLERGTKEEK-------
Lia_TMEM169   60 PPSEQKVTVTGT-IKRGPKAG--QSVEVELRLSKDEL---QKLGHE----DEE-------
Lip_TMEM169  126 SDSDGYVTMTGT-IKRGKKKG--QTMDMKVHMSREEL---DELESSIISHQ---------
Brf_TMEM169  112 HSNYRTVTLTGT-ITRGKKRG--QMVDIQLDLTDKEI---AELSTISEEKEEE-------
Pma_TMEM169  139 RADGHYVTLTGT-ITRGKKKG--QLVDIHLSLTEKEL---LELGCGPPQAPVTGSGGSGT
Dre_TMEM169   87 PPDSRFVTLTGT-ITRGKRKG--QMVDIYMTLTDKEL---RDMARSKERLDAE-------
Hsa_TMEM169   96 PLDSRYVTLTGT-ITRGKKKG--QMVDIHVTLTEKEL---QELTKPKESSRET-------
Cam_TMEM169   87 PADSRYVTLTGT-ITRGKKKG--QMVDIHVTLTEKEL---QELAKCKEPPRSK-------
Rty_TMEM169   96 PTDSRYVTLTGT-ITRGKKKG--QMVDIHVTLTEKEL---QELAKSKEPLQPE-------
consensus    301     kyvTltgT i rgkkkg  qvvdi i lseeel    el k               

Apl_TMEM169   93 -----HQRVTATDQDDDDEDGCI-YSPQQGPHIIILTFLCIPFVFATALVVNTYLGILTW
Dme_TMEM169  272 ---------------KGGNLCCT-CSCGTGLHILLISLFCLPFVTVVSAVYSFYIGTLTW
Ana_TMEM169  305 ---------------SYRAKQGC-CTMRTGVHILLLSLLCLPFVTLTTGVYSFYMGTVTW
Sko_TMEM169  119 --------------DNHAQNDCV-WGVDRGLHVLLFSLICIPFSFIASFVFAGYQGTLTW
Ovu_TMEM169   85 --------------LKYKSSPCS-WGLHSGLHIVFLSIICIPIAWLVSLGYSFYIGCNTW
Lia_TMEM169  103 --------------SVYGPGECTLCGLKKGIHVFLFTVIVTPFAFFGSLGLSFYLGAQTW
Lip_TMEM169  171 --------------KPEEEDDCF-FGAKKGPHVFLLSLLLAPVVFCMSAAYSFYIGTMTW
Brf_TMEM169  159 --------------ENTPKDDCI-WGINKGIHIFIWSVLCFPVVFVIAFFVAFYYGTITW
Pma_TMEM169  193 NAPTTTPAQTHGVERNRCHSRCR-CGLNHGPHASLWSLLCLPFAFVASLVVAFYYGTITW
Dre_TMEM169  134 ---------CDGV-AEAKQKPCA-LGLSQGPHVLLWSLSCSPFIFVLSFITSFYYGTLTW
Hsa_TMEM169  143 ---------T-----PEGRMACQ-MGADRGPHVVLWTLICLPVVFILSFVVSFYYGTITW
Cam_TMEM169  134 ---------E-----ESERKPCD-VGPRRGPHVVLWSLLCAPVIFVLSFVMSFYYGTIAW
Rty_TMEM169  143 ---------E-----KGTKKACD-VGLYRGPHVVIWSLLCAPVVFVLSFVMSFYYGTITW
consensus    361                      c   gm rGpHvilfsllciPfvfvvs vvsfY GtltW

Apl_TMEM169  147 YNIFLYYYDDRGWIHRIVVCPVLILLCPPVILVTALVVSLYSSVRQLSWYLSSWRTSVTD
Dme_TMEM169  316 YNMFNYYCEERTYLHKILVTPLLFVIYPLAIVLCTFGLGIYSGLRQLSLQYSSWVNDITD
Ana_TMEM169  349 YNMFTYFNEERSYFHKLLMSPLLILAYPLGIVLCTIGLGLYAGFRQLSFHFRSWLNEVSD
Sko_TMEM169  164 YSIFLYYYDEKTILHKIFICPVLILFFPPVIVVLTLGISLYAMVIQVSWFFSSWRRDFFD
Ovu_TMEM169  130 YNIYLYFSEEKTIWHKISICPVLILTFPFTVGLSSLIISLYAPIIQISWNFYKWLQEFQD
Lia_TMEM169  149 YNIFIYFSEERTIWHKVFLCPLLILTFPLTVGLSALGIALYAALIQISWWFKSWLKEMRD
Lip_TMEM169  216 YNILVLFTEKKTAWHKIFVSPLLIIFYPFLIMMPTIGLGLYASVIQLSWQYDLWKQEVLD
Brf_TMEM169  204 YNIFLHYNEERTFLHKVSICPLLILFYPILIVVVSLSLGGYSACVQLSWYCDSWREDVGD
Pma_TMEM169  252 YNVFLVYNEQRTFWHKVTLCPLLMLLYPLLIAVTSLSLAAYAAVAQLSWSFTAWWGAVSD
Dre_TMEM169  183 YNVFLVYNEERSFLHKITLCPLLILLYPVLIMALCVCMGVYAAVSQLSWVFGEWWLAVRD
Hsa_TMEM169  188 YNIFLVYNEERTFWHKISYCPCLVLFYPVLIMAMASSLGLYAAVVQLSWSWEAWWQAARD
Cam_TMEM169  179 YNIFLVYNEERTFWHKVTVCPLLIILYPVLIVATSASLGLYTMVTQVSWSLGEWWQAVRD
Rty_TMEM169  188 YNIFLVYNEERSFWHKITICPFLIIFYPLLIVAMSVSLAVYTTVTQISWSFGEWWQAVRD
consensus    421 Ynifl yneertwwHkisvcPlLil yPllilv tl lglYagv QlSw f  W ndv D

Apl_TMEM169  207 LEKGFYAWLCHQLGLPNCSPYEVITLDDYEEDSFGRTTSCTH----ASSG-----WKKSK
Dme_TMEM169  376 IEKGFYGWLCGFLRMPDCSPYEVVILTDICVAPQDPQRLH--------------------
Ana_TMEM169  409 IEKGFYGWLCSFLHLSDCSPYEVVILTEICSTNPAGGGAIEGTGSTAHPTVDGRLHGDST
Sko_TMEM169  224 FEKGFYGWLCHKLNLEDCCAYDVVEVSAEVTMDASDNENDFQ-TLEASHNVNSQLFSNKN
Ovu_TMEM169  190 YEKGFYGWFCNWIGLHQCCPYEVVILDCPESIRETKLPSS--------------------
Lia_TMEM169  209 LEKGFFGWFCAKVDLMECSPYEVVVLDDIPAITSE-LPGTSV------------------
Lip_TMEM169  276 WEKGFYGWLCCSLNIEDCSPYEVVILTEIQGADSAKQKKAVV-ADTAL------------
Brf_TMEM169  264 FEKGFFGWMCSKLRLDSCSPYDVVELTTPEGETLAQQDPASP-PPHSESTV---------
Pma_TMEM169  312 PEKGFFGWLCSHLGLEECAPYSIVELIESGAAPSGHGGGGGD-DSDVDSGAVRRPFAQGI
Dre_TMEM169  243 LEKGFCGWMCGKLGLEDCAPYNVVELLDSDTLSGTLQGKRLE-DVEQTSNL---------
Hsa_TMEM169  248 MEKGFCGWLCSKLGLEDCSPYSIVELLESDNISSTLSNKDPI-QEVETSTV---------
Cam_TMEM169  239 LEKGFCGWLCSKLGLEDCSPYSIVELLDSDNVSGSLSGKGGP-SLDQTSAV---------
Rty_TMEM169  248 LEKGFCGWLSGKLGLEDCSPYSIVELLDSDNVSGSLSSKAAP-AGEQTSAV---------
consensus    481 lEKGFygWlc klgledCspYevvel d e ms               s v         

Apl_TMEM169  258 ALT--------
Dme_TMEM169  416 -INKPRQELSM
Ana_TMEM169  469 QINSSTEELSV
Sko_TMEM169  283 VIEVKKTSET-
Ovu_TMEM169      -----------
Lia_TMEM169      -----------
Lip_TMEM169      -----------
Brf_TMEM169      -----------
Pma_TMEM169  371 QMSSV------
Dre_TMEM169      -----------
Hsa_TMEM169      -----------
Cam_TMEM169      -----------
Rty_TMEM169      -----------
consensus    541            


