
Leucine-rich 
core segment 

Leucine-rich 
core segment 

N-glycosylation site 

(A) 
VP_human             ---MPDTMLPACFLGLLAFSSA  CYFQNCPRG  GKR  AMSDLELRQCLPCGPGGKGRCFGPSI 

Signal peptide Neurophysin Hormone

VT_B.japonicus       -----TAPVPACFLCLLALSSA  CYIQNCPRG  GKR  SYPDTAVRQCIPCGPGNRGNCFGPNI 
VT_X.tropicalis      ---MPEASVPACFLCLLALSSA  CYIQNCPRG  GKR  SYPDTELRQCMQCGPGNRGNCFGPNI 
VT_lungfish          ---MPGTCLPLCFLCLLAFSSA  CYIQNCPRG  GKR  SFIDTEIRQCIPCGPQNRGRCFGPYI 
VT_coelacanth        ---MPEVSLPVCFLCLLALSSA  CYIQNCPRG  GKR  SFTDTDIRQCIPCGSGSRGQCFGPNI 
VT_fugu              ---MPQCALLLSLLGLLALSSA  CYIQNCPRG  GKR  ALPETGIRQCMSCGPRDRGRCFGPNI 
VT_flounder          ---MPHSMFPLCVLGFLALSSA  CYIQNCPRG  GKR  ALPDTGIRQCMPCGPGDRGRCFGPGI 
VT_T.scyllium        ---MPQLSLPLSLLCLLAFTSA  CYIQNCPRG  GKR  SFLDTGVRQCMTCGPQNRGHCFGANI 
VT_lamprey           MARCAPLTLAVSVLSLVLISSA  CYIQNCPRG  GKR  DLTDS-VRQCLPCGPGGQGRCFGPRI 
                             .  ..* :: ::**  **:******  ***     :  :***: **. .:*.***. * 
 
VP_human             CCADELGCFVGTAEALRCQEENYLPSPCQSGQKACGS-GGRCAAFGVCCNDESCVTEPEC 
VT_B.japonicus       CCGEDLGCYVGTPETLRCVEETYLPSPCEAGGKPCSS-GGRCAAPGVCCSDDTCVVDSSC 
VT_X.tropicalis      CCGEDMGCYIGTPETLRCVEENFVPSPCEAGGRPCST-GGRCAAPGICCNDESCSLDSAC 
VT_lungfish          CCGEELGCYIGTSETLRCLEENYLSSPCKAGGKLCSTNGGQCAAPGICCTDESCAMDSSC 
VT_coelacanth        CCGEEFGCYFGTSETQRCLEENYLPSPCEAGGKPCGTNGARCAAPGICCSDDSCSVDPAC 
VT_fugu              CCGEALGCLMGSPETARCAGENYLLTPCQAGGRPCGSEGGRCAVSGLCCNSESCAVDSDC 
VT_flounder          CCGEGLGCLLGSPETAHCVEENYLLTPCMAGGRPCGSEGGRCAASGLCCNPESCAVDSDC 
VT_T.scyllium        CCGEEIGCYIGTSETLRCQEENYLPSPCEPAGRPCGRNSGKCASPGICCTDETCATDSTC 
VT_lamprey           CCGEAMGCRLGGPDVAICRAERLMPSPCESRGEPCGH-GGKCGAPGLCCSSESCAEDASC 
                     **.: :** .* .:.  *  *  : :** .  . *.  ..:*.  *:**. ::*  :. * 

copeptin 
 
VP_human             -REGFHRRARASDRSNATQLDGPAGALLLRLVQLAGAPEPFEPAQPDAY 
VT_B.japonicus       -LDEDSERRRVTPEQNMTQMDGSASDLLLRLMHMANRQQQS---KHQFY 
VT_X.tropicalis      -LDDESERRRAPLEKNTTVMDGSASDFLLRLMHMANRQQQA---KHQYY 
VT_lungfish          -LDGDADKRRMFPERNLTLLDGATSDFLLKLIHLANRQQQEE--KHLLY 
VT_coelacanth        -AEGDSGRRRVSFERNTTHMNDAANDFLLKLMRMANRQQEG---RNQIY 
VT_fugu              -LGETESL-----EPGDSSADSSPTELLLRLLHMSSRGQSE-------Y 
VT_flounder          -LAEIEAS-----DPGHGAGGSSPAALLLRLLHVTARGQTE-------Y 
VT_T.scyllium        -LEDENEWRNSPVEGNLTLLDSAATNLLLRLMRLSNRQAAE---KHQLI 
VT_lamprey           GWEGGDSPGERPFPHSALRLQSPAAEAMLELINSNSLRD---------- 
                                    .     ...   :*.*:.                 
 
 
 

(B) 
Signal peptide Neurophysin Hormone

OT_human               -MAGPSLACCLLGLLALTSA  CYIQNCPLG  GKR  AAPD-LDVRKCLPCGPGGKGRCFGPNIC 
MT_B.japonicus         -MSYTALAVTFFGWLALSSA  CYIQNCPIG  GKR  SVIDFMDVRKCIPCGPRNKGHCFGPNIC 
MT_X.tropicalis        -MTYSTLAACLFCLLALTSA  CYIQNCPIG  GKR  SVMDIMDIRKCIPCGPRNKGHCFGPNIC 
[Phe2]MT_lungfish      MMSSASIPICLICLFAFTSA  CFIQNCPIG  GKR  SVLD-TDLRKCISCGPGNRGRCFGPSIC 
MT_coelacanth          -MSCTSISLCFICLCALTSA  CYIQNCPIG  GKR  SVLD-AEIRKCIPCGPGNRGQCFGPNIC 
IT_fugu                -MTGTAISVCLLFLLSVCSA  CYISNCPIG  GKR  SIMD-APQRKCMSCGPGDRGRCFGPGIC 
IT_flounder            -MTGAAVSVCLLFLVFLCSA  CYISNCPIG  GKR  SIMD-APLRKCMSCGPGDRGRCFGPGIC 
PAI_T.scyllium         -MQSACLAVSLFCLVSFSRA  CYFNNCPIG  GKR  SVMN-SEIRQCMQCGPENKGHCFGPRIC 
ASV_T.scyllium         -MQSACLAVYLFCLVSLSAA  CYINNCPVG  GKR  SLMN-REIRQCMPCGPGNRGHCFGANIC 
                        *  . :.  ::    .  *  *::.***:*  ***  :  :    *:*: *** .:*:***. ** 
 
OT_human               CAEELGCFVGTAEALRCQEENYLPSPCQSGQKACGS-GGRCAVLGLCCSPDGCHADPACD 
MT_B.japonicus         CGEELGCYFGTTETLRCQEENFLPSPCESGRKPCGNNGGNCARSGICCNHESCTMDPACE 
MT_X.tropicalis        CGEELGCYVGTSETLRCQEENYLPSPCESGRKPCGNNGGNCAASGICCNHESCTVDPACE 
[Phe2]MT_lungfish      CGEELGCFFGTTEALRCQEENYWPSPCQSGGKPCGSEGGRCAAPGICCSDESCSVDSTCN 
MT_coelacanth          CGEEFGCYFGTSETQRCLEENYLPSPCEAGGKPCGTNGARCAAPGICCSDESCTLDSACN 
IT_fugu                CGESFGCLMGSPESARCAEENYLLTPCQAGGRPCGSEGGLCASSGLCCDAESCTMDQSCL 
IT_flounder            CGEGLGCLLGSPETAHCVEENYLLTPCHAGGRPCGSEGGRCAASGLCCDAESCTTDQSCL 
PAI_T.scyllium         CGERFGCYIGTAETVKCEKENYIFSPCEPIGRSCGKEGGKCASSGVCCTDQNCAMDTACD 
ASV_T.scyllium         CGEDIGCHIGTSETLMCQKEDYLLSPCEPTGRACGRNGGKCASSGICCTEQSCAMDLTCD 
                       *.* :** .*:.*:  * :*::  :**..  :.**  *. **  *:**  :.*  * :*  
 
 
OT_human               AEATFSQR------------------------------ 
MT_B.japonicus         QDSVFS-------------------------------- 
MT_X.tropicalis        QDSVFS-------------------------------- 
[Phe2]MT_lungfish      QDVLFP-------------------------------- 
MT_coelacanth          LEFVFS-------------------------------- 
IT_fugu                SEEEGDERGSLFDGSDSGDVILKLLRLAGLTSPHQTH- 
IT_flounder            IEEDGEDQTGQLEGGDPSDIIFRLLHLVGHASPHQSHQ 
PAI_T.scyllium         TNNIYSSN------------------------------ 
ASV_T.scyllium         IRTIYASD------------------------------ 

copeptin 


