AQPO - CLUSTAL W(1.83) multiple sequence alignnent

ENSMUST00000026455
ENSRNCT00000004223
ENST00000257979

ENSMUST00000026455
ENSRNOT00000004223
ENST00000257979

ENSMUST00000026455
ENSRNOT00000004223
ENST00000257979

ENSMUST00000026455
ENSRNCT00000004223
ENST00000257979

ENSMUST00000026455
ENSRNOT00000004223
ENST00000257979

MAEL RSASFWRAI FAEFFATLFYVFFGLGASL RWAPGPLHVL QVALAFGLALATLVQTVG
MAEL RSASFVWRAI FAEFFATLFYVFFGLGSSLRWAPGPLHVL QVALAFGLALATLVQTVG
MAEL RSASFWRAI FAEFFATLFYVFFGLGSSLRWAPGPL HVL QVAMAFGLALATLVQSVG

LR I R O R S O O R R G A

HI SGAHVNPAVTFAFLVGSQVSLLRAFCY! AAQLL GAVAGAAVL YSVTPPAVRGNLALNT
HI SGAHVNPAVTFAFLVGSQVSLLRAFCY! AAQLL GAVAGAAVL YSVTPPAVRGNLALNT
HI SGAHVNPAVTFAFLVGSQVSL L RAFCYMVAAQL L GAVAGAAVL YSVTPPAVRGNLALNT

LRk I O O R R S O O

LHAGVSVGQATTVEI FLTLQFVLCI FATYDERRNGRMGSVALAVGFSLTLGHLFGWYTG
LHAGVSVGQATTVEI FLTLQFVLCl FATYDERRNGRMGSVALAVGFSLTLGHLFGWYTG
LHPAVSVGQATTVEI FLTLQFVLCI FATYDERRNGQLGSVALAVGFSLALGHLFGWYTG

* % R S S I R Sk Sk Sk O S R R bk S I S R Rk kO S Rk e b o

AGVNPARSFAPAI LTRNFSNHW/YW/GPI | GGGLGSLLYDFLLFPRLKSVSERLSI LKGA
AGWNPARSFAPAI L TRNFSNHW/YW/GPI | GGALGSLLYDFLLFPRLKSVSERLSI LKGA
AGVNPARSFAPAI LTGNFTNHW/YW/GPI | GGGLGSLLYDFLLFPRLKSI SERLSVLKGA

LR I R R R O S R O O

RPSDSNGQPEGTGEPVELKTQAL 263
RPSDSNGQPEGTGEPVELKTQAL 263
KPDVSNGQPEVTGEPVELNTQAL 263

-k khkkkkkh Fhkkdhkkk kkkk

60
60
60

120
120
120

180
180
180

240
240
240



AQPl - CLUSTAL W (1.83) multiple sequence alignnent

ENSMUST00000004774
ENSRNOT00000015692
ENSGALT00000008364
ENST00000311813
ENST00000265298

ENSMUST00000004774
ENSRNCT00000015692
ENSGALT00000008364
ENST00000311813
ENST00000265298

ENSMUST00000004774
ENSRNCT00000015692
ENSGALTO00000008364
ENST00000311813
ENST00000265298

ENSMUST00000004774
ENSRNOT00000015692
ENSGALT00000008364
ENST00000311813
ENST00000265298

ENSMUST00000004774
ENSRNCT00000015692
ENSGALT00000008364
ENST00000311813
ENST00000265298

ENSMUST00000004774
ENSRNCT00000015692
ENSGALT00000008364
ENST00000311813
ENST00000265298

MASE!I KKKLFWRAVVAEFLAMTLFVFI SI GSALGFNYPLERN- QTLVQDNVKVSLAFGLS
MASEI KKKLFWRAVVAEFLAMTLFVFI SI GSALGFNYPLERN- QTLVQDNVKVSLAFGLS
MASEFKKKMFWRAVWAEFLAM LFI FI SI GSALGFNFPVSVNGTSATQDNVKVSLAFGLS
MASEFKKKL FWRAVVAEFLATTLFVFI SI GSALGFKYPVGNN- QTAVQDNVKVSLAFGLS

| ATLAQSVGH SGAHLNPAVTLGLLLSCQ SI LRAVMYI | AQCVGAI VATAI LSG TSSL
I ATLAQSVGHI SGAHLNPAVTLGLLLSCQ SI LRAVMYI | AQCVGAI VASAI LSG TSSL
I ATMAQSVGHI SGAHLNPAVTLGLLLSCQ SI FKALMYI LAQCLGAVVATAI LSGVTSSL
I ATLAQSVGH SGAHLNPAVTLGLLLSCQ SI FRALMYI | AQCVGAI VATAI LSG TSSL
------------------------------------ MYl | AQCVGAI VATAI LSG TSSL

khkkkkhkhk-kk khkhkkh khkxk

VDNSL GRNDLAHGVNSGQGLG El | GTLQLVLCVLATTDRRRRDLGGSAPLAI GLSVALG
LENSLGRNDLARGVNSGQGLG El | GTLQLVLCVLATTDRRRRDLGGSAPLAI GLSVALG
PYNSLGLNALAKG NAGQGLA El | ATLQLVLCVLATTDRRRNDVSGSAPLAI GLSVALG
TGNSLGRNDLADGVNSGQGLG El | GTLQLVLCVLATTDRRRRDLGGSAPLAI GLSVALG
TGNSLGRNDLADGVNSGQGALG El | GTLQLVLCVLATTDRRRRDLGGSAPLAI GLSVALG

kkkk Kk Kk ko k. kkhkkhkkhkkkhkk kkhkkhkkkhkkhkkkhkkkhkkkkhkkk K. kkkkkkhkkkhkkhkkkhkk*

HLLAI DYTGCA NPARSFGSAVLTRNFSNHW FW/GPFI GGALAVLI YDFI LAPRSSDFT
HLLAI DYTGCG NPARSFGSAVL TRNFSNHW FW/GPFI GSALAVLI YDFI LAPRSSDFT
HLLAI DYTGCA NPARSFGSALI ANNFENHW FW/GPI | GGAGAALI YDFI LAPRSSDLT
HLLAI DYTGCG NPARSFGSAVI THNFSNHW FW/GPFI GGALAVLI YDFI LAPRSSDLT

HLLAI DYTGOG NPARSFGSAVI THNFSNHW FW/GPFI GGALAVLI YDFI LAPRSSDLT
*********************:::.**-*********:**.* *.*************:*
DRVKVWI SGQVEEYDLDADDI NSR- - = = = = == === === = - - VEMKPK- = - - = === == - - -
DRVKVWI SGQVEEYDLDADDI NSR- - = = - = == == = === = - - VEMKPK- = - - === == = - - -
DRVKVWI SGQVEEYDLEGDDVNSR: - = = = = == == = - == = - - VEMKPK- = - - = = === - - - -
DRVKVWI SGQVEEYDLDADDI NSR- - = = - = == == = === = - - VEMKPK- = - - === == = - - -
DRVKVWI SGQVEEYDL DADDI NSRSFLGTKI YQFTHSL EVWEEVKERDPPASRPSEHDGR

Ak kkkhkkkhkkhkhkkhkhkkhkk- *k - kk*k * -k

CARKSPLAPKLLTDSPAQVPA LP 228

59

60
59

119
119
120
119
24

179
179
180
179
84

239
239
240
239
144

269
269
270
269
204



AQP2 - CLUSTAL W (1.83) multiple sequence alignnent

ENSMUST00000023752
ENSRNOT00000000324
ENST00000199280

ENSMUST00000023752
ENSRNCT00000000324
ENST00000199280

ENSMUST00000023752
ENSRNCT00000000324
ENST00000199280

ENSMUST00000023752
ENSRNOT00000000324
ENST00000199280

ENSMUST00000023752
ENSRNCT00000000324
ENST00000199280

MAELRSI AFSRAVLAEFLATLLFVFFGLGSALQWASSPPSVLQ AVAFGLG GTLVQALG
MAELRSI AFSRAVLAEFLATLLFVFFGLGSALQMSSPPSVLQ AVAFGLGA GTLVQALG
MAELRSI AFSRAVFAEFLATLLFVFFGLGSALNWPQALPSVLQ AVMAFGLG GTLVQALG

R Rk S S S b S O R R O S Rk T S o S S . Rk b S Rk S Sk

HVSGAHI NPAVTVACLVGCHVSFLRAAFYVAAQLL GAVAGAAI LHEI TPVEI RGDLAVNA
HVSGAHI NPAVTVACLVGCHVSFLRAAFYVAAQLL GAVAGAAI LHEI TPVEI RGDLAVNA
HI SGAHI NPAVTVACLVGCHVSVL RAAFYVAAQLL GAVAGAAL LHEI TPADI RGDLAVNA

ko khkkkhkkkhkkhkhkkhkhkhkhhkhkhhkkhkhkhkt ,*khkkhhkkhkhhkkdkhkkhhkkdhhkdkk. kdkk**x - kk*kkkrkk*x*x

LHNNATAGQAVTVELFLTMQLVLCl FASTDERRSDNLGSPALSI GFSVTLGHLLG YFTG
LHNNATAGQAVTVELFLTMQLVLCI FASTDERRGDNLGSPALSI GFSVTLGHLLG YFTG
LSNSTTAGQAVTVELFLTLQLVLClI FASTDERRGENPGTPALSI GFSVALGHLLG HYTG

k Kk s hkkkkhkkkhkkhkkhkkkhkkhkk . kkhkkhkkkhkkhkkhkhkkhkhkkkhkk ok Kk kkkhkkhkhkkhkkhkhkkhk o kkhkkkhkhkkhk - kK%

CSMNPARSLAPAVVT GKFDDHW/FW GPLVGAVI GSLLYNYLLFPSTKSLQERLAVLKGL
CSMNPARSL APAVVT GKFDDHW/FW GPLVGAI | GSLLYNYLLFPSAKSLQERLAVLKGL
CSMNPARSL APAVVT GKFDDHW/FW GPLVGAI LGSLLYNYVLFPPAKSL SERLAVLKGL

Rk S R I Ok I R R S S R R S ok R SRk S kU b R R O o Sk

EPDTDWEEREVRRRQSVEL HSPQSLPRGSKA 271
EPDTDWEEREVRRRQSVEL HSPQSLPRGSKA 271
EPDTDWEEREVRRRQSVELHSPQSLPRGTKA 271

LRk S R O O O S O I S

60
60
60

120
120
120

180
180
180

240
240
240



AQP3 - CLUSTAL W (1.83) multiple sequence alignnent

ENSMUST00000055327
ENSRNOT00000013803
ENST00000297991
ENSGALTO00000003868
ENST00000343952
ENST00000379492

ENSMUST00000055327
ENSRNOT00000013803
ENST00000297991
ENSGALT00000003868
ENST00000343952
ENST00000379492

ENSMUST00000055327
ENSRNCT00000013803
ENST00000297991
ENSGALT00000003868
ENST00000343952
ENST00000379492

ENSMUST00000055327
ENSRNCT00000013803
ENST00000297991
ENSGALT00000003868
ENST00000343952
ENST00000379492

ENSMUST00000055327
ENSRNCT00000013803
ENST00000297991
ENSGALT00000003868
ENST00000343952
ENST00000379492

MGRQKEL MNRCGEM_HI RYRLLRQALAECLGTLI LVMFGOGSVAQUWL SRGTHGGFLTI N
MGRQKEL MNRCGEM_HI RYRLLRQALAECLGTLI LVMFGOGSVAQUWL SRGTHGGFLTI N
MGRQKEL VSRCGEM_HI RYRLLRQALAECLGTLI LVMFGOGSVAQUL SRGTHGGFLTI N
MGRQKDVLATI EEHLRI RNKLVRQALAECLGTLI LVLFGOGSVAQ VL SRGTHGGFLTWN
MGRQKEL VSRCGEM_HI RYRLLRQALAECLGTLI LVMFGOGSVAQUVL SRGTHGGFLTI N
------------------------------------ MFGCGSVAQVVL SRGTHGGFLTI N

ckkkkkhkkkhkk kkkkhkkkhkkhkkhkhkkkhk K

LAFGFAVTLG LVAGQVSGAHLNPAVTFAMCFLAREPW KLPI YALAQTLGAFLGAG VF
LAFGFAVTLAI LVAGQVSGAHLNPAVTFAMCFLAREPW KLPI YTLAQTLGAFLGAG VF
LAFGFAVTLG LI AGQVSGAHLNPAVTFAMCFLAREPW KLPI YTLAQTLGAFLGAG VF
LAFGFAVMLG LI AGQVSGGHLNPAVTFAMCFLAREPW KLPVYALAQTLGAFLGAG VF
LAFGFAVTLG LI AGQVSGAHLNPAVTFAMCFLAREPW KLPI YTLAQTLGAFLGAG VF
LAFGFAVTLG LI AGQVSGAHLNPAVTFAMCFLAREPW KLPI YTLAQTLGAFLGAG VF

hkhkkhhkkkhk K* Kk hhkkhkhhkkh Fhhkhkhhkdhkhkhhkdkhkhkdhkdhkhkhhk k- khkdxdkhhkdhkhkhkkkhkk

GLYY- - DAl WAFANNELFVSGPNGTAG FATYPSGHL DWNGFFDQFI GTAALI VCVLAI
GLYY- - DAl WAFAGNELVWSGPNGTAG FATYPSGHL DMWNGFFDQFI GTAALT VCVLAI
GLYY- - DAl WHFADNQLFVSGPNGTAG FATYPSGHLDM NGFFDQFI GTASLI VCVLAI
GLYHAPDAI WAFGSNHL YVTGENATAG FATYPSQHLNVVNGFFDQFI GTASLI VCVLAI
GLYY- - DAl WHFADNQLFVSGPNGTAG FATYPSGHLDM NGFFDQDRPAL VWGAHRVPT
GLYY- - DAl WHFADNQLFVSGPNGTAG FATYPSCCTYI SR---------- SSGTCFCHN

* ok k- *kkk*k ok * Kk k- %k Kk Fhkhkkhkkkkhkkkk

VDPYNN- - PVPRGLEAFTVGLWLVI GTSMGFNSGYAVNPARDFGPRL FTALAGWGSEVF
VDPYNN- - PVPRGLEAFTVGLWL VI GTSMGFNSGYAVNPARDFGPRL FTALAGWGSEVF
VDPYNN- - PVPRGLEAFTVGLWL VI GTSMGFNSGYAVNPARDFGPRL FTALAGWGSAVF
VDPFNN- - PVPPGLEAFTVGFWL VI GTSMGFYSGYAVNPARDFGPRLFTAI AGWGTEVF
PGLHCGCL RVPADDRL PPGAAPTLQRGREC: - - - - - EAGPCEAQGADL SGQGSPLRCPGL
AGVKGG - - VKSGHKFHVCFCFVL- = = = = = = = === = = - - - FLMYVADVTVLG RDGRPHF

* * . .

TTGRHWAWPI VSPLLGSI AGVFVYQLM GCHLEQPPPSTEEENVKLAHVKHKEQ 292

TTGQNWAWPI VSPLLGSI GBVFVYQLM GCHLEQPLPSTEAENVKLAHVKHKEQ 292

TTGQHWAWVPI VSPLLGSI AGVFVYQLM GCHLEQPPPSNEEENVKLAHVKHKEQ 292

W GKQMAWP! VAPFLGAI AGVI VYQLM GCHDEPSPPASEQETVKLANVKHKERY 294

EHPL- - - - - TVQGPLP- - - RSPLHDPPFQAKELPI YPHPTTAPSGFPLDLAQ AP- 279

RKGR:- - - - - HSFNPLL- - - NNVLFYFY] KKNKI NMVCL- - - - < = = < = = =« = = =< = - 202
* . . .

120
120
120
120
120

178
178
178
180
178
132

236
236
236
238
232
173



AQP4 - CLUSTAL W (1.83) multiple sequence alignnent

ENST00000339532
ENST00000383168
ENSGALT00000024413
ENSGALT00000036809
ENSMUST00000115856
ENSMUST00000079081
ENST00000383170
ENSRNOT00000048109
ENSRNCT00000021961

ENST00000339532
ENST00000383168
ENSGALT00000024413
ENSGALT00000036809
ENSMUST00000115856
ENSMUST00000079081
ENST00000383170
ENSRNOT00000048109
ENSRNCT00000021961

ENST00000339532
ENST00000383168
ENSGALT00000024413
ENSGALT00000036809
ENSMUST00000115856
ENSMUST00000079081
ENST00000383170
ENSRNCT00000048109
ENSRNOT00000021961

ENST00000339532
ENST00000383168
ENSGALT00000024413
ENSGALT00000036809
ENSMUST00000115856
ENSMUST00000079081
ENST00000383170
ENSRNCT00000048109
ENSRNOT00000021961

ENST00000339532
ENST00000383168
ENSGALT00000024413
ENSGALT00000036809
ENSMUST00000115856
ENSMUST00000079081
ENST00000383170
ENSRNOT00000048109
ENSRNCT00000021961

ENST00000339532
ENST00000383168
ENSGALT00000024413
ENSGALTO00000036809
ENSMUST00000115856
ENSMUST00000079081
ENST00000383170
ENSRNOT00000048109
ENSRNCT00000021961

ENST00000339532
ENST00000383168
ENSGALT00000024413
ENSGALT00000036809
ENSMUST00000115856
ENSMUST00000079081
ENST00000383170
ENSRNCT00000048109
ENSRNOT00000021961

ENST00000339532
ENST00000383168
ENSGALT00000024413
ENSGALT00000036809

MVHGFGCFVFFFLI SLSSLWASEDSTCNSTL PLCHLATTLDCCKCGHSCSRES|I WAFKG 60
-------------------------------- MEDRAAARRVGKCGHSCSRES| WAFKG 28

VW QAFVWKAVSAEFLATLI FVLLGVGSTI NWGGSENPLPVDWLI SLCFGLSI ATMWQCF 120
VW QAFVWKAVSAEFLATLI FVLLGVGSTI NWGGSENPLPVDWLI SLCFGLSI ATMWQCF 88

---------------- MBDRPTARRWEKCGPLCTREN: - - = === === === -czoo-oo 21
---------------- MBDRPTARRWEKCGPLCTRENI MVAFKGWITQAFVKAVTAEFLA 44
GHI SGGHI NPAVTVAM/CTRKI SLAKSVFYI LAQCLG = = = = == === === === =z 2= - 115
------ HI NPAVTVAM/CTRKI SLAKSVFYl LAQCLG - - = == === === ======o---- 31
GHI SGGHI NPAVTVAM/CTRKI SI AKSVFY! | AQCLG = = = = == === ===z oo mca = - 157
GHI SGGHI NPAVTVAM/CTRKI SI AKSVFY! | AQCLG = = = = === === mm e e e mmee o 125
--------- CTLAGEGVEDRPTARRWGKCGPLCTREN: - - - = <= == === = == =czo---- 28
---------------- MBDGAAARRWEKCGPPCSRES- - - - - === === === - e eomnx 21

---------------- MBDGAAARRWGKOGPPCSRES: - - - = - === == === =-=-=-- 21

---------------------- | MGAG LYLVTPPSWGGE.GVTMWHGNLTAG - ----- 52
VCTRKI SI AKSVFYI AAQCLGAI | GAG LYLVTPPSWGGELGVTMWHGNLTAG: - - - - - - 157
--------------------- Al VGAG LYLI TPPSWGGLGVTAVHGDLSAG - - - - - - 147
--------------------- Al VGAG LYLI TPPSVWGGLGVTAVHGDLSAG - - - - - - 63
--------------------- Al | GAG LYLVTPPSWGGLGVTTVHG\LTAG - - ---- 189
--------------------- Al | GAG LYLVTPPSWGGLGVTTVHGNLTAG - - - - - - 157
-------------------- | MVAFKGWIT QAFVKAVTAEFLAM.| FVLLSLGSTI NWGG 68
-------------------- | MVAFKGVWITQAFVKAVTAEFLANL| FVLLSVGSTI NWGG 61
-------------------- | MVAFKGWIT QAFVKAVTAEFLAM.| FVLLSVGSTI NWGG 61
. * - -k . .

* *

--HELLVELI | T- - - FQLVFTI FASCDSKRT- - DVTGSI ALAI GFSVAI GHLFAI NYTGA 105
--HGLLVELI | T- - - FQLVFTI FASCDSKRT- - DVTGSI ALAI GFSVAI GHLFAI NYTGA 210
- - HELLVELI | T- - - FQLVFTI FASCDSKRS- - DVTGSVALAI GFSVAI GHLFAI NYTGA 200
--HGLLVELI | T- - - FQLVFTI FASCDSKRS- - DVTGSVALAI G-FSVAI GHLFAI NYTGA 116
- - HELLVELI | T- - - FQLVFTI FASCDSKRT- - DVTGSI ALAI GFSVAI GHLFAI NYTGA 242
--HGLLVELI | T- - - FQLVFTI FASCDSKRT- - DVTGSI| ALAI GFSVAI GHLFAI NYTGA 210
TEKPLPVDWLI SLCFG.SI ATMWQCFGH SGGHI NPAVTVAWCTRKI SI AKSVFYI AA 128
SENPLPVDWLI SLCFA.SI ATMWQCFGHI SGGHI NPAVTVAWVCTRKI SI AKSVFYI TA 121
SENPLPVDWLI SLCFGLSI ATMWQCFGHI SGGHI NPAVTVAWCTRKI SI AKSVFYI TA 121
Cok ke e e * k.. . * P . Ce e ko . Ceo% *

*

SIMNPAR: - - = = = = = = =« & = o f ot il 111
SIMNPAR: - - = = = = = = = = & ot e il 216
SIMNPAR: - - = = = = = = = = & = o f ot il 206
SIMNPA- - - - = = = o ot oo 121
SIMNPAR: - - = = = = = = = = & = o f ot il 248
SIMNPAR: - - = = = = = = = = @ oo et e 216
QOVGr = = = = = = = = mm il 132
QCLGAI | GAGH LYLVTPPSWGGLGVTTI N- - = = = = = s m oo mmememmeee e ee o 151

QCLGAI | GAG LYLVTPPSVWGGE.GVTTVHGNLTAGHGLLVELI | TFQLVFTI FASCDSK 181

----------------------------------- SFGPAVI MGNVENHW YWGPI | GA 136
----------------------------------- SFGPAVI MGNVENHW YWGPI | GA 241
----------------------------------- SFGPAVI MGKVENQWYWGPI | GA 231



ENSMUST00000115856
ENSMUST00000079081
ENST00000383170

ENSRNCT00000048109
ENSRNOT00000021961

ENST00000339532
ENST00000383168
ENSGALT00000024413
ENSGALT00000036809
ENSMUST00000115856
ENSMUST00000079081
ENST00000383170
ENSRNCT00000048109
ENSRNOT00000021961

ENST00000339532
ENST00000383168
ENSGALT00000024413
ENSGALT00000036809
ENSMUST00000115856
ENSMUST00000079081
ENST00000383170
ENSRNOT00000048109
ENSRNCT00000021961

RTDVTGSVALAI GFSVAI GHLFAI NYTGASMNPARSFGPAVI MGNVENHW YW/GPI | GA

VLAGGL YEYVFCPDVEFKRRFKEAFSKAAQQTKGSYMEVEDNRSQVETDDLI LKPGVYVHV
VLAGGL YEYVFCPDVEFKRRFKEAFSKAAQQTKGSYMEVEDNRSQVETDDLI LKPGYWHY
VLAGAL YEYVYCPDMEL KRRFKDVFSKATQPSKGKY! EVDDTRSHVETDDLI LKPG VHV
VLAGAL YEYVFCPDVEL KRRLKEAFSKAAQQTKGSYMEVEDNRSQVETEDL | LKPGVYVHV
VLAGAL YEYVFCPDVEL KRRLKEAFSKAAQQTKGSYMEVEDNRSQVETEDL I LKPGVWHYV
VLAGGL YEYVFCPDVEFKRRFKEAFSKAAQQTKGSYMEVEDNRSQVETDDLI LKPGVWHY
VLAGAL YEYVFCPDVEL KRRLKEAFSKAAQQTKGSYMEVEDNRSQVETEDL | LKPGVYVHV
VLAGAL YEYVFCPDVEL KRRLKEAFSKAAQQTKGSYMEVEDNRSQVETEDL I LKPGVWHYV

| DVDRGEEKKGKDQSGEVLSSV 218
| DVDRCGEEKKGKDQSGEVLSSV 323
| DI DRSEDKKGRDPSSEVLSSV 313
| DI DRGEEKKGKDSSGEVLSSV 355
| DI DRGEEKKGKDSSGEVLSSV 323
| DVDRGEEKKGKDQSGEVLSSV 219
| DI DRCDEKKGKDSSGEVLSSV 268
| DI DRGDEKKGKDSSGEVLSSV 323

273
241
137
186
241

196
301
291

333
301
197
246
301



AQP5 - CLUSTAL W (1.83) multiple sequence alignnent

ENSMUST00000042340
ENSRNOT00000024102
ENSMUST00000088200
ENSRNOT00000040874
ENST00000293599

ENSGALT00000041244
ENSGALT00000041246
ENSGALT00000004288

ENSMUST00000042340
ENSRNCT00000024102
ENSMUST00000088200
ENSRNCT00000040874
ENST00000293599

ENSGALT00000041244
ENSGALT00000041246
ENSGALT00000004288

ENSMUST00000042340
ENSRNCT00000024102
ENSMUST00000088200
ENSRNCT00000040874
ENST00000293599

ENSGALT00000041244
ENSGALT00000041246
ENSGALT00000004288

ENSMUST00000042340
ENSRNCT00000024102
ENSMUST00000088200
ENSRNCT00000040874
ENST00000293599

ENSGALT00000041244
ENSGALT00000041246
ENSGALT00000004288

ENSMUST00000042340
ENSRNOT00000024102
ENSMUST00000088200
ENSRNOT00000040874
ENST00000293599

ENSGALT00000041244
ENSGALT00000041246
ENSGALT00000004288

ENSMUST00000042340
ENSRNOT00000024102
ENSMUST00000088200
ENSRNOT00000040874
ENST00000293599

ENSGALT00000041244
ENSGALT00000041246
ENSGALT00000004288

---------------------------------- NKKEVCSVAFFKAVFAEFLATLI FVF
---------------------------------- NKKEVCSLAFFKAVFAEFLATLI FVF
---------------------------------- NKKEVCSVAFFKAVFAEFLATLI FVF
---------------------------------- NKKEVCSLAFFKAVFAEFLATLI FVF
---------------------------------- MKKEVCSVAFL KAVFAEFLATLI FVF
----------------------------------------------------- STLI FVF
------------------------------------- El LTLAFARAVFVEF| STLI FVF
APPDQRRQVEL SSKAVWFFAPRVHRGSHPPPTPTMKREI LTLAFARAVFVEF!| STLI FVF

s kkkk kK

FALGSALKWPSALPTI LQ SI AFGLAI GTLAQALGPVSGGHI NPAI TLALLI GNQ SLLR
FGLGSALKWPSALPTI LQ SI AFGLAI GTLAQALGPVSGGHI NPAI TLALLI GNQ SLLR
FALGSALKWPSALPTI LQ SI AFGLAI GTLAQALGPVSGGHI NPAI TLALLI GNQ SLLR
FGLGSALKWPSALPTI LQ SI AFGLAI GTLAQALGPVSGGHI NPAI TLALLI GNQ SLLR
FALGSALKWPSALPTI LQ ALAFGLAI GTLAQALGPVSGGHI NPAI TLALLVGNQ SLLR
I GLGSALKWPSALPSI LQ SLAFGLAI GTLVQAFGHI SGAHI NPAVTI AFFVGNQ SFLR
| GLGSALKWPSALPSI LQ SLAFGLAI GTLVQAFGHI SGAHI NPAVTI AFFVGNQ SFLR
I GLGSALKWPSALPSI LQ SLAFGLAI GTLVQAFGHI SGAHI NPAVTI AFFVGNQ SFLR

ckkkkhkkhkhkhkhhkhk ok khkkhk s - kkhkhkhkhkhkhkhk kk-k - kk O kkkkkhk ke ke kkhhkKk e kK

Al FYVAAQLVGAI AGAG LYW.APGNARGNLAVN- - - ALSNNTTPGKAVVVELI LTFQLA
AVFYVAAQLVGAI AGAG LYW.APLNARGNLAVN- - - ALNNNTTPGKAMWELI LTFQLA
Al FYVAAQLVGAI AGAG L YWLAPGNARGNLAVN- - - AQQHNTRQGRGGGVNL DFPAGPL
AVFYVAAQLVGAI AGAG LYW.APL NARGNL AVNAVTEQOHNAWQGHGGGVYNL DFPASPL
AFFYVAAQLVGAI AGAG LYGVAPLNARGNLAVN- - - ALNNNTTQGQAMVVELI LTFQLA
TLFYVI AQLVGAI AGAG LYGVTPANTRGNLAI N- - - SLNNNTTPGQAVWEM LTFQLA
TLFYVI AQLVGAI AGAG LYGVTPANTRGNLAI N- - - SLNNNTTPGQAVVWEM LTFQLA
TLFYVI AQLVGAI AGAG LYGVTPANTRGNLAI N- - - SLNNNTTPGQAVVVEM LTFQ_A

. khkk khkkkkhkhkdhkhkkhkkkhkhk sk * ***** * *

LCl FSSTDSRRTSPVGSPALSI GLSVTLGHLVG YFTGCSMNPARSFGPAVVVNRFSPSH
LCl FSSTDSRRTSPVGSPALSI GLSVTLGHLVG YFTGCSMNPARSFGPAVVMNRFSPSH
HLLLHGLPP- - HOPGGELPSLI HALVGHT GPSCGDLLHRLFHEPSPI FRPCGGHESVQPLS
HLLLHRLSP- - NQPCG_PSLI HALVCHTGPSCGDL LHRLFHEPSPI FRPCGGHEPVQPLS
LCl FASTDSRRTSPVGSPALSI GLSVTLGHLVG YFTGCSMNPARSFGPAVVIVNRFSPAH
ACl FASTDNRRNGNVGSPAL SI GLSVAVGHLVGVSVRGGT I GWKKSMEPSVTKKERSI AV
ACl FASTDNRRNGNVGSPAL SI GLSVAVGHLVGVSVRG - - GAGRNFS- RVPI LI LSPI A

143
143
143
146
143
124
140
177

203
203
201
204
203
184
196

ACI FASTDNRRNGN\/GSPALSI GLSVAVGHLVGL -------- YCCQLNPAKEVAQSSPPW 229

* * *

W/FW/GPI VGAVLAAI LYFYLLFPSSL SLHDRVAVWKGT YEPEEDWEDHREERKKTI ELT
W/FWGPI VGAMLAAI LYFYLLFPSSL SLHDRVAVVKGT YEPEEDWEDHREERKKTI ELT
LGLGRTI VGAVLAAI LYFYLLFPSSL SLHDRVAVWKGT YEPEEDWEDHREERKKTI ELT
LALGR- | VGAMLAAI LYFYLLFPSSL SLHDRVAVVKGT YEPEEDWEDHREERKKTI ELT
W/FW/GPI VGAVLAAI LYFYLLFPNSLSLSERVAI | KGTYEPDEDWEEQREERKKTMELT
CVFW/GPI LGACLAALLYFYI LVPYCMNVBDRVAI VKGT YESEEEVEEQREERKKSMEL T
FVFW/GPI LGACLAALLYFYI LVPYCMNVBDRVAI VKGT YESEEEWEEQREERKKSMEL T
V\X/FV\X/GPI LGACLAALLYFYI LVPYCMNMSDRVAI VKGT YESEEEVWEEQREERKKSMVELT

* * % *** **** * * . . -*** -***** -* ** -****** sk kk

AH 265
AH 265
AH 263
AH 265
TR 265
PP 246
PP 258
PP 291

263
263
261
263
263
244
256
289



AQP6 - CLUSTAL W (1.83) multiple sequence alignnent

ENSRNCT00000000323
ENSRNOT00000049837
ENSMUST00000023754
ENSGALT00000016693
ENST00000315520
ENST00000394984
ENST00000394985

ENSRNOT00000000323
ENSRNOT00000049837
ENSMUST00000023754
ENSGALT00000016693
ENST00000315520
ENST00000394984
ENST00000394985

ENSRNOT00000000323
ENSRNCT00000049837
ENSMUST00000023754
ENSGALT00000016693
ENST00000315520
ENST00000394984
ENST00000394985

ENSRNCT00000000323
ENSRNOT00000049837
ENSMUST00000023754
ENSGALT00000016693
ENST00000315520
ENST00000394984
ENST00000394985

ENSRNCT00000000323
ENSRNOT00000049837
ENSMUST00000023754
ENSGALT00000016693
ENST00000315520
ENST00000394984
ENST00000394985

ENSRNOT00000000323
ENSRNCT00000049837
ENSMUST00000023754
ENSGALT00000016693
ENST00000315520
ENST00000394984
ENST00000394985

ENSRNCT00000000323
ENSRNOT00000049837
ENSMUST00000023754
ENSGALT00000016693
ENST00000315520
ENST00000394984
ENST00000394985

VEPGLCNRAYLLVGE. WAl SKALFAEFLATCGLYVFFGVGSVLPWPVALPSVLQVAI TFN 60
MEPGLCNRAYLLVGGLWIAl SKALFAEFLATGL YVFFGVGSVLPWPVALPSVLQVAI TFN 60
VEPGLCSRAYLLVGE. WAl SKALFAEFLATGLYVFFGVGSVLPWPVALPSVLQ Al TFN 60

LATATAVQ SVKTSGAHANPAVTLAYLVGSHI SLPRAVAYI AAQLAGATVGAALLYGVTP 120
LATATAVQ SVKTSGAHANPAVTLAYLVGSHI SLPRAVAYI AAQLAGATVGAALLYGVTP 120
LATATAVQ SWKTSGAHANPAVTLAYLVGSHI SLPRANVAY! AAQLAGATAGAALLYGVTP 120

----------------------------------------------------------- M 1
----------------------------------------------------------- M 1
----------------------------------------------------------- M 1
GGVRETL GVNVVHNSTSTGQAVAVEL VL TLQLV- LCVFASMDSRQ- - TLGSP- - - - - AAM 172
GGVRETL GVNVVHNSTSTGQAVAVEL VL TLQLV- LCVFASMDSRQ- - TLGSP- - - - - AAM 172
GG RETLGVNVVHNSTSTGQAVAVEL VL TLQLV- LCVFASMDGRQ- - TLASP- - - - - AAM 172
----------- LHNETTTGQAVTVELFLTFQLV- LCl FASTDERREDNMGSP- - - - - ALS 43

DAVEPGCRGWASMLACRLVKAI SRALFAEFLATGLYVFFGVGSVVRWPTALPSVLQ AI T 61

DAVEPGGRGMASM_ACRLWKAI SRALFAEFLATGLYVFFGVGSVMRWPTALPSVLQ Al T 61

DAVEPGGRGWASMLACRLVKAI SRALFAEFLATGLYVFFGVGSVVRWPTALPSVLQ AI T 61
c ke . * . * - % * *

| GTSVALGHLI G YFTGCSMNPARSFGPAVI VG- - - KFAVHW FW/GPLTGAVL- ASLI'Y 228
I GTSVALGHLI G YFTGCSMNPARSFGPAVI VG- - - KFAVHW FW/GPLTGAVL- ASLI Y 228
| GTSVALGHLI G YFTGCSMNPARSFGPAVI VG- - - KFAVHW FW/GPLTGAVL- ASLI'Y 228
| GLSVAVGHLLG RYTGCSMNPARSFAPAVI VG- - - DFSDHWFW/GPLVGAAA- ASI T'Y 99
FNLVTAVAVQVTVWKASGAHANPAVTL - - AFLVGSHI SLPRAVAYVAAQLVGATVGAALLY 119
FNLVTAVAVQVTVWKASGAHANPAVTL - - AFLVGSHI SLPRAVAYVAAQLVGATVGAALLY 119
FNLVTAVAVQVTVWKASGAHANPAVTL - - AFLVGSHI SLPRAVAYVAAQLVGATVGAALLY 119
. * . . -k . . C ek

*kk .o * - k% * k% *

NFI LFPDTKTVAQRLAI LVGTT- - -« - - - - - - KVEKVVDLEPQKKE- - - - - = = - = - - - - - 264
NFI LFPDTKTVAQRLAI LVGTT- - - - - - - - - - KVEKVVDLEPQKKE- - - - - = = = = - - - - - 264
NFI LFPDTKTVAQRLAI LVGTT- - -« - - - - - - KVEKVVDLEPQKKE- - - - - = = =« = - - - - 264
NYVLFPQSKTFSERLAI FKG- - - - - = = == == === = = - - MEPEEDW - - - - - == = - - - - - 126
GVMPGDI RETLG NVVRNSVSTGQAVAVELLLTLQLVLCVFASTDSRQTSGSPATM G S 179
GVMPGDI RETLG NVAPPTSS- - - - -« = =< == == - - ALRLFPSSS- - - - - === === - 149

GVMPGDI RETLG NVWRNSVSTGQAVAVELLLTLQLVLCVFASTDSROTSGSPATM G S 179
. - % . .

-------- SQTNSEDTEVSV- - - = = =« === s = s msmmeemeomeae e 276
-------- SQTNSEDTEVSV- - - = = === = s s oo meemec e e meec e e oo 276
-------- SQTNSEDTECL TSPCEEAVRSFSFTLGLG - - - === === -==--=------ 293
-------- e < 1 1
VALGHLI Gl HFTGCSMNPARSFGPAI | | GKFTVHWIW/GPLMGALLASLI YNFVLFPDT 239
-------- LHLEACLTRP- - = == === ==« FS| S- - s cmmmceacmecomeooaoo 163

VALGHLI G HFTGCSMNPARSFGPAI | | GKFTVHWFW/GPLMGALLASLI YNFVLFPDT 239

KTLAQRLAI LTGTVEVGT GAGAGAEPLKKESQPGSGAVEMESY 282



AQP7 - CLUSTAL W (1.83) multiple sequence alignnent

ENSMUST00000030136
ENSMUST00000054945
ENSMUST00000116345
ENSRNOT00000012975
ENST00000297988
ENST00000379507
ENST00000379506
ENST00000379503
ENSGALT00000003866

ENSMUST00000030136
ENSMUST00000054945
ENSMUST00000116345
ENSRNOT00000012975
ENST00000297988
ENST00000379507
ENST00000379506
ENST00000379503
ENSGALT00000003866

ENSMUST00000030136
ENSMUST00000054945
ENSMUST00000116345
ENSRNCT00000012975
ENST00000297988
ENST00000379507
ENST00000379506
ENST00000379503
ENSGALT00000003866

ENSMUST00000030136
ENSMUST00000054945
ENSMUST00000116345
ENSRNCT00000012975
ENST00000297988
ENST00000379507
ENST00000379506
ENST00000379503
ENSGALT00000003866

ENSMUST00000030136
ENSMUST00000054945
ENSMUST00000116345
ENSRNOT00000012975
ENST00000297988
ENST00000379507
ENST00000379506
ENST00000379503
ENSGALT00000003866

ENSMUST00000030136
ENSMUST00000054945
ENSMUST00000116345
ENSRNCT00000012975
ENST00000297988
ENST00000379507
ENST00000379506
ENST00000379503
ENSGALT00000003866

---------------- MAPRSVLET! QSVL- - OKNWREFLAEFLSTYVMWFGLGSVAH 42
---------------- VAPRSVLETI QSVL- - QKNWREFLAEFLSTYVMWFGLGSVAH 42
---------------- MAPRSVLET! QSVL- - OKNWREFLAEFLSTYVMWFGLGSVAH 42
---------------- MAG- SVLENI QSVL- - QKTW/REFLAEFLSTYVLMWFGLGSVAH 41
MVQASGHR- RSTRGSKWSWEVI AKI CQEI L- - QRKMVREFLAEFMSTYVMWFGLGSVAH 57
- - MGSGHCLRSTRGSKWSWSVI AKI QEI L- - QRKMVREFLAEFMSTYVMWFGALGSVAH 56

- MGSGHCLRSTRGSKMVSWSVI AKI QEI L- - ORKMVREFLAEFMSTYVMWFGLGSVAH 56
----------------- MOWATFTD- - - - - - - QGEEGLEPSGPVWKTSHTR- - - - ------ 26
--------------------- M_EKI QKMLTI RSNSVRELLAEALGWYI LMWLG.SSVAQ 39

. . * .

MVLGE- NSGSYLGVNLGFGFGVTMGVHVAGGE SGAHVWNAAVTFTNCAL GRMIVKKFPVYV 101
MVLGE- NSGSYLGVNLGFGFGVTMGVHVAGGE SGAHWNAAVTFTNCAL GRMIVKKFPVYV 101
MVLGE- NSGSYLGVNLGFGFGVTMGVHVAGGE SGAHVWNAAVTFTNCAL GRMIVKKFPVYV 101
MVLGE- RLGSYLGVNLGFGFGVTMSE HVAGGE SGAHMNAAVTFTNCAL GRVAVKKFPI YV 100
MVLNK- KYGSYLGVNLGFGFGVTMGVHVAGRI SGAHVNAAVTFANCAL GRVPWRKFPVYV 116
MVLNK- KYGSYL GVNL GFGFGVTMGVHVAGRI SGAHWNAAVT FANCAL GRVPVRKFPVYV 115
MVLNK- KYGSYLGVNL GFGFGVTMGVHVAGRI SGAHWNAAVTFANCAL GRVPVWRKFPVYV 115
---------------------------------- AHVWNAAVTFANCAL GRVPVWRKFPVYV 52

TVLGKGEFGQYLSI NLGFGA GVTMAE HAAGE SGAHLNAAI TLTHCIVFGNL PWRKLPVYL 99

** *** * sk . * * * *

LGQFLGSFSAAATTYLI FYGAI NHFAGCGDLLVTGSKATANI FATYLPEYMILVWRGFLDEA 161
LGOFLGSFSAAATTYLI FYGAI NHFAGGDLLVTGSKATANI FATYLPEYMILWRGFLDEA 161
LGQFLGSFSAAATTYLI FYGAI NHFAGCGDLLVTGSKATANI FATYLPEYMILVWRGFLDEA 161
LGOFLGSFLAAATTYLI FYGAI NHYAGCGELLVTGPKSTANI FATYLPEHMTLWRGFVDEV 160
LGQFLGSFLAAATI YSLFYTAI LHFSGCQLMWTGPVATAG FATYLPDHMILVWRGFLNEA 176
LGQFLGSFLAAATI YSLFYTAI LHFSGEGQLMWTGPVATAG FATYLPDHMILWRGFLNEA 175
LGQFLGSFLAAATI YSLFYTAI LHFSGCQLMWTGPVATAG FATYLPDHMILVWRGFLNEA 175
LGQFLGSFLAAATI YSLFYTAI LHFSGEGQLMWTGPVATAG FATYLPDHMILWRGFLNEA 112
LGQFLGSFLAAATI FGLYYDALHDYTNGNFTVTGPTATASI FSTYPSPYMSLTGGFFTEF 159

kkkkkkhkkk *kkkx E * .o *** -** ** * % -* * ** *

FVTGVLQLCLFAI TDKKNSPALQGTEPLVI G LVTVLGVSLGWSGYAI NPSRDLPPRLF 221
FVTGWLQLCLFAI TDKKNSPALQGTEPLVI G LVTVLGVSLGWNSGYAI NPSRDLPPRLF 221
FVTGVLQLCLFAI TDKKNSPALQGTEPLVI G LVTVLGVSLGWSGYAI NPSRDLPPRLF 221
FVTGWVLQLCI FAI TDKLNSPALQGTEPLM G LVCVLGVSLGWNTGYAI NPSRDLPPRFF 220
WLTGWVLQLCLFAI TDQENNPALPGTEALVI G LVWVI | GYSLGWNTGYAI NPSRDLPPRI F 236
W.TGVLQLCLFAI TDQENNPALPGTEALVI G LWI | GYSLGWNTGYAI NPSRDLPPRI F 235
WLTGWVLQLCLFAI TDQENNPALPGTEALVI G LVWVI | GYSLGWNTGYAI NPSRDLPPRI F 235
W.TGVLQLCLFAI TDQENNPALPGTEALVI G LWI | GYSLGWNTGYAI NPSRDLPPRI F 172
I ATVMLLLG LVI HDEKNNGALKGTHALLTG LVLGAE GVGMGWNTGYAI NPSRDLPPRI F 219

* k* * ] * k. * *k k% * *k k% .k ckkk s kkkhkkhkkhkhkkhkhkhkkhkkk ok

TFI AGAGKQVFRAGNNWANY/PVWAPLLGAYLGAE VYLGLI HPSI PQDPQRLENFTARDQK 281
TFI AGNGKQVFRAGNNWAAYWPVWAPLLGAYLGAE VYLGLI HPSI PODPQRLENFTARDOK 281
TFI AGAGKQVFRAGNNWANY/PVWAPLLGAYLGAE VYLGLI HPSI PQDPQRLENFTARDQK 281
TFI AGAGKKVFSAGNNWAWPWWAPLLGAYLGA VYLGLI HAG P--PQ- - --------- 267
TFI AGAGKQVFSNGENWANNYWPVWAPLLGAYLGA | YLVFI GSTI PREPLKLEDSVAYEDH 296
TFI AGNGKQVFSNGENWNAYWPVVAPLLGAYLGA | YLVFI GSTI PREPLKLEDSVAYEDH 295
TFI AGNKQVFR- - - - - - YCPCPGPFL----cc-cmmmcmmcemc e e cee e cee s 256
TFI AGNKQVFR- - - - - - YCPCPGPFL------------mmmmmmmm e - 193
TAI AG/\GVDVFRAG\IYV\Y/W\X/PWAPTLGSLAGG_I HKLLI D- - I HNQPVLERGNEKGQTV 277

* Kkkkkx * % * *  *

VTASYKNAASANI SGSVPLEHF- - - - - = = = =« = = w2 m e o e e o 303
VTASYKNAASANI SGSVPLEHF- - - - < = = <<= < s s o cceooca oo 303
VTASYKNAASANI SGSVPLEHF- - - - - = = = =« = = w2 o e o e e o 303
-------------- o1

G TVLPKMGSHEPT! SPLTPVSVSPANRSSVHPAPPLHESVALEHF 342
G TVLPKMGSHEPT! SPLTPVSVSPANRSSVHPAPPLHESVALEHF 341



AQP8 - CLUSTAL W (1.83) multiple sequence alignnent

ENSMUST00000033023
ENSMUST00000098056
ENSRNCT00000019939
ENST00000219660

ENSGALT00000009629

ENSMUST00000033023
ENSMUST00000098056
ENSRNOT00000019939
ENST00000219660

ENSGALT00000009629

ENSMUST00000033023
ENSMUST00000098056
ENSRNOT00000019939
ENST00000219660

ENSGALT00000009629

ENSMUST00000033023
ENSMUST00000098056
ENSRNCT00000019939
ENST00000219660

ENSGALT00000009629

ENSMUST00000033023
ENSMUST00000098056
ENSRNOT00000019939
ENST00000219660

ENSGALT00000009629

MSCGEQTPMCSMDL PEVKVKTS- - MAGRCRVFWYEQYVQPCI VELVGSALFI FI GCLSVI E

FSLRQTPMCSMDLREI KGKETNVADSYHGVBWYEQY! QPCVVELLGSALFI FI GCLSVI E
M5G- EI AMCEPEFGNDKAREPS- VGGRWRVSWYERFVQPCLVELLGSALFI FI GCLSVI E
L GGQPSTKEAMEMVDAERPPAK- - - - - - - ONWYECYVLPCLAELL GSAAFVFI GCLSVVE

NSPNTCGLLQPALAHGLALGLI | ATLGNI SGGHFNPAVSLAVTVI GALKTMLLI PYW SQL
------------------------ LG - - - GHFNPAVSLAVTVI GGLKTM.LI PYW SCQL
NSPNTCGLLQPALAHGLALGLI | ATLGNI SGGHFNPAVSLAVTLVGGELKTMLLI PYW/SQL
NGTDTCGLLQPALAHGLALGLVI ATLGNI SGGHFNPAVSLAAMLI GGLNLVMLLPYW/SQL
DSI GTGLLQPALVHGE.SI VPI WSLGNI SGAHI NPWSLG V\LVGGVKLI M.I PYCI AQL

* % * ** *** R --* *k - kK

FGGELI GAALAKVWSPEERFWNASGAAFAI VQEQEQVAEALG El | LTMLLVLAVCMGAVN
FGGLI GAALAKVVSPEERFWNASGAAFAI VOEQEQVAEALG EI | LTMLLVLAVCMGAVN
FGGM GAALAKVVSPEERFWNASGAAFAI VQEQEQVAEAL GVEI VMIMLLVLAVCMGAVN
L GGVL GAAL AKAVSPEERFWNASGAAFVTVQEQGQVAGALVAEI | LTTLLALAVCMGAI N
ece! LGAALTKAVASSLNFDSR\/GGAFG | RTNAQ GPALGNEI | LTTFLLLVVCMTAVN

**--**** * * * * % Ca] . * * ** sk ok * * k * * *

EKTMGPLAPFSI GFSVI VDI LAGGSI SGACMNPARAFGPAVIVAGYWDFHW YW.GPLLAG
EKTMGPLAPFSI GFSVI VDI LAGGSI SGACVNPARAFGPAVVAGYWDFHW YW.GPLLAG
EKTMGPLAPFSI GFSVI VDI LAGGE SGACMNPARAFGPAVIVAGYWDFHW YW.GPLLAG
EKTKGPLAPFSI GFAVTVDI LAGGPVSGGECVNPARAFGPAVWANHWNFHW YW GPLLAG
GETKSPLAPVCI ALTWI NI | VGGSI SGPCMNPARAFGPAVI ANYW. YHW/YW/GPLI GC

* **** * . * * * % sk k ************ * -k -** ** ***

LFVG.LI RLLI GDEKTRLI LKSR 261
LFVGLLI RLLI GDEKTRLI LKSR 192
LFVG.LI RLFI GDEKTRLI LKSR 263
LLVGLLI RCFI GDCGKTRLI LKAR 261
LI SSLLI RFVI GDRKI RLFLK- - 254

*k k% *kk * ** * %

58
17
60
58
53

118
49

120
118
113

178
109
180
178
173

238
169
240
238
233



AQP9 - CLUSTAL W (1.83) multiple sequence alignnent

ENSMUST00000113569
ENSMUST00000113570
ENSMUST00000074465
ENSMUST00000060917
ENSRNCT00000021442
ENST00000219919

ENSGALTO0000006776
ENSGALT00000039255

ENSMUST00000113569
ENSMUST00000113570
ENSMUST00000074465
ENSMUST00000060917
ENSRNOT00000021442
ENST00000219919

ENSGALTO0000006776
ENSGALT00000039255

ENSMUST00000113569
ENSMUST00000113570
ENSMUST00000074465
ENSMUST00000060917
ENSRNOT00000021442
ENST00000219919

ENSGALTO0000006776
ENSGALT00000039255

ENSMUST00000113569
ENSMUST00000113570
ENSMUST00000074465
ENSMUST00000060917
ENSRNOT00000021442
ENST00000219919

ENSGALTO0000006776
ENSGALT00000039255

ENSMUST00000113569
ENSMUST00000113570
ENSMUST00000074465
ENSMUST00000060917
ENSRNCT00000021442
ENST00000219919

ENSGALTO0000006776
ENSGALT00000039255

ENSMUST00000113569
ENSMUST00000113570
ENSMUST00000074465
ENSMUST00000060917
ENSRNCT00000021442
ENST00000219919

ENSGALTO0000006776
ENSGALT00000039255

-------------------- MPSEKDRAKKNLVQRLALKSCLAKETLSEFLGTF- - - - - -
-------------------- MPSEKDRAKKNLVQRLALKSCLAKETL SEFLGTF- - - - - -
-------------------- MPSEKDRAKKNLVQRLALKSCLAKETLSEFLGTF- - - - - -
MAVQFYLFVCLFVYLFI YVCAPNHT SASENGL L ESAL L PPSFHHVDSRDGAQVI RPGNRD
-------------------- MPSEKDGAKKSLMQRLALKSRI AKETLSEFLGTF- - - - - -
-------------------- MQPEGAEKGKSFKQRLVLKSSLAKETLSEFLGTF- - - - - -

I M VLGCGSI AQAVLSREKAGA | TI NI GFATAVVMA- LYATFGVSGGH NPAVSFAMCT
I M VLGCGSI AQAVLSREKAGA | TI NI GFATAVWMA- LYATFGVSGGH NPAVSFAMCT
I M VLGCGSI AQAVLSREKAGA | TI NI GFATAVVMA- LYATFGVSGGH NPAVSFAMCT
FYLVLGCGSI AQAVLSREKAGA | TI NI GFATAVWMA- LYATFGVSGGH NPAVSFAMCT
I M VLGCSSI AQAVLSRERFGA | TI NI GFASAVWMA- LYVTFG SGGHI NPAVSFAMCA
I LI VLGCGCVAQAI LSRCGRFGGVI TI NVGFSVAVAMA- | YVAGGVSGGHI NPAVSLAMCL
---------------------------- GSSI AVYTCGVYVGGNFSGGHI NPAVSLAMCY
I M TLGCGCVGQAVL SRGAHGGPMT T SVGFAMAVTTA- VYVSGGVSGGH NPAVSLAMCV
-k

* - * % khkkkkhkkkkhkk - kkx

FGRVEWFKFPFYVGAQLL GAFVGAATVFG YYDGLVAFADGKLLI TGENGTAFI FATYPK
FGRVEWFKFPFYVGAQLLGAFVGAATVFA YYDGLMAFADGKLLI TGENGTAFI FATYPK
FGRVEWFKFPFYVGAQLL GAFVGAATVFG YYDGLVAFADGKLLI TGENGTAFI FATYPK
FGRVEWFKFPFYVGAQLLGAFVGAATVFA YYDGLMAFADGKLLI TGENGTAFI FATYPK
FGRVEWFKFPFYVGAQFL GAFVGAATVFG YYDGL VAFAGGKLLVVGENATAFI FATYPA
FGRVKWFKL PFYVGAQFLGAFVGAATVFA YYDGLMSFAGGKLLI VGENATAHI FATYPA
AGRLKWIKLPI YI LAQFLGAFVGAAAVFG YHDAFMEYSNGTLEVTGPYATAHI FATYPA
AGRLKWIKLPI YI LAQFLGAFVGAAAVFG YHDAFMEYSNGTLEVTGPYATAHI FATYPA

koo k keoke ok k- kkkhkkhkkh khkkxkx- Kk % .. * k. * Kk kkkkkk

PFVSVPGAFVDQSP- - - - - - - - - - - oo oo e oo
PFVSVPGAFVDQVWSTMFLLLI VFAI FDSRNLGVPRGLEPI VI GLLI | VI SCSLGLNSGC
PFVSVPGAFVDQVWSTMFLLLI VFAI FDSRNLGVPRGLEPI VI GLLI | VI SCSLGLNSGC
PFVSVPGAFVDQVWSTMFLLLI VFAI FDSRNLGVPRGLEPI VI GLLI | VI SCSLGLNSGC
PFI STPGAFVDQWWSTMFLLLI VFAMFDSRNLGVPRGLEPWI GLLI | VLSCSLGLNSGC
PYLSLANAFADQVWWATM LLI | VFAI FDSRNLGAPRGLEPI Al GLLI | VI ASSLGLNSGC
PYLSLI NGFADQVMSTAVLLLVI FAI FDTRNNRVPKGLEPVWCLLI | VLTCSLGWNSGC
PYLSLI NGFADQVMSTAVLLLVI FAI FDTRNNRVPKGLEPVWWGAELI | VLTCSLGWSGC
K,k

* k%

-------- WPRRI THI KGS- - === = ====---==--SRILSAIRG - - === --===---
AVNPARDL SPRLFTAL AGAGFEVFTFGNNFVWA PVWGPM GAVLGGLI YVLFI QUHHSNP
AVNPARDL SPRLFTALAGANGFEVFTFGNNFVWA PVWWGPM GAVLGGLI YVLFI QUHHSNP
AVNPARDL SPRLFTAL AGAGFEVFTFGNNFVWA PVWGPM GAVLGGLI YVLFI QUHHSNP
AVNPARDL SPRL FTAL AGAGFEVFTVGNNFWA PVWWGPM GAFLGGLI Y1 LFI QVHHSKL
AVNPARDL SPRLFTAL AGAGFEVFRAGNNFVWA PVWGPLVGAVI GGLI YVLVI El HHPEP
AVNPARDL GPRLFTAI AGAGVEVFTAGNNVWAWPI VAPMLGGVLGALTY! | FI EVHHSD-
AVNPARDL GPRL FTAI AGAGVEVFTAGNNVWAWPI VAPM.GGVLGALTY! | FI EVHHSD-
*k ok -k . *
<o - VEHRP- === -meeomm e 192
DPEVKAEPAENNLEKHELSVI M 295
DPEVKAEPAENNLEKHELSVI M 295
DPEVKAEPAENNLEKHELSVI M 321
DPDVKAEPSENNLEKHELSVI M 295
DSVFKTEQSEDKPEKYELSVI M 295
- - - NQQGEENDVYDKYELTNM 229
- - - NQQGEENDVYDKYELTNM 291

153
153
153
179
153
153

154

167
213
213
239
213
213
152
214

187
273
273
299
273
273
211
273



AQP10 - CLUSTAL W(1.83) nultiple sequence alignment

ENST00000324978
ENST00000355197

ENST00000324978
ENST00000355197

ENST00000324978
ENST00000355197

ENST00000324978
ENST00000355197

ENST00000324978
ENST00000355197

ENST00000324978
ENST00000355197

MVFTQAPAEI MGHLRI RSLLARQCLAEFLGVFVLM_LTQGAVAQAVT SGETKGNFFTMFL
MVFTQAPAEI MGHLRI RSLLARQCLAEFLGVFVLM_LTQGAVAQAVTSGETKGNFFTMFL

R I S O

AGSLAVTI Al YVGGNVSGAHLNPAFSLAMCI VGRLPW/KLPI YI LVQLLSAFCASGATYV
AGSLAVTI Al YVGGNVSGAHLNPAFSLAMCI VGRLPW/KLPI YI LVQLLSAFCASGATYV

R I S O

LYHDALONYTGGNLTVTGPKETASI FATYPAPYLSLNNGFLDQVLGTGWMLI VGLLAI LDR
LYHDALONYTGGNLTVTGPKETASI FATYPAPYLSLNNGFLDQVLGTGWLI VGLLAI LDR

R R S R S Sk O bk R IR Sk S b S S R R S R IR S

RNKGVPAGLEPVWWGMLI LALGLSMGANCG PLNPARDL GPRLFTYVAGNGPEVFSAGNG
RNKGVPAGLEPVVWWGMLI LALGLSMGANCG PLNPARDL GPRLFTYVAGNGPEVFRWET -

R R b R R S Sk S S R R O S Sk R R S ok kS Rk

VWWWPVVAPL VGATVGTATYQL L VAL HHPEGPEPAQDL VSAQHKASEL ETPASAQVL ECK
------------ DSPGAG - - - - - - LHSPS- - - - - - - - - SAKG- - - - - SVPGSTALCL- -
. * .

**x % * k- * k.

60
60

120
120

180
180

240
239

300
264



AQP11l - CLUSTAL W(1.83) nultiple sequence alignment

ENSRNCT00000018091
ENSRNOT00000038705
ENSMUST00000055379
ENSMUST00000084986
ENST00000313578

ENSGALT00000002458

ENSRNCT00000018091
ENSRNOT00000038705
ENSMUST00000055379
ENSMUST00000084986
ENST00000313578

ENSGALT00000002458

ENSRNOT00000018091
ENSRNCT00000038705
ENSMUST00000055379
ENSMUST00000084986
ENST00000313578

ENSGALT00000002458

ENSRNOT00000018091
ENSRNCT00000038705
ENSMUST00000055379
ENSMUST00000084986
ENST00000313578

ENSGALT00000002458

ENSRNOT00000018091
ENSRNCT00000038705
ENSMUST00000055379
ENSMUST00000084986
ENST00000313578

ENSGALT00000002458

MSALLGLPPEVQDTCl SLGLM.LWLFMGELARVI ARQQLH RPMWHAFVLEFLATFQLCY
MBALLGLPPEVQDTCI SLGLM_.LWLFMGLARVI ARQQLH RPMWHAFVLEFLATFQLCY
MSALLGLRPEVQDTCl SLGLM.LFVLFVALARVI ARQQLH RPVWHAFVLEFLATFQLCC
MBALLGLRPEVQDTCI SLGLM.LFVLFVGLARVI ARQQLH RPVVHAFVLEFLATFQLCC
MSPLLGLRSELQDTCTSLGLM.SWLLMALARWARQQLH RPVAHAFVLEFLATFQLCC
ASGTVAI\/AAG- G WWBLG.MAAVVAAVGLCRSLAL RRLHARPHLCSFLLELLSTFQVCA

*k Kk kK * -** * sk o kk k% -* ** * *** *

CTHELQLLSEQDSGHPTWILTLI YFFSLVHGLTLVGTASNPCGVMMM L GGVBPEMGAV
CTHELQLLSEQDSGHPTWILTLI YFFSLVHG.TLVGTASNPCGVMVOM L GAVEPEMGAVY
CTHELQVLSEQDSAHPTWILTLI YFFSLVHG.TLVGTASNPCGVMVOM L GAVEPEMGAV
CTHELQVLSEQDSAHPTWILTLI YFFSLVHGLTLVGTASNPCGVMMM L GGVBPEMGAV
CTHELQLL SEQHPAHPTWI L TLVYFFSLVHG. TLVGT SSNPCGVMVQWWL GGVBPETGAV
CT NELSLLGNT EP- RPHTALTLTYGFTVL HGLTLPGSTCNPCGT LQDLV\GG?TSARAGG_

** ** -k s kk k% * e kkkkk * . ****

RLMAQLVSALCSRYCI SALWSLSLTKYHFDERI LACRNPI NTDI SKAI | | EAl CSFI FHS
RLMAQLVSAL CSRYCI SALWSLSLTKYHFDERI LACRNPI NTDI SKAI | | EAlI CSFI FHS
RLLAQLVSALCSRYCI SALWSLSLTKYHYDERI LACRNPI HTDMSKAI | | EAI CSFI FHS
RLLAQLVSALCSRYCI SALWSLSLTKYHYDERI LACRNPI HTDVBKAI | | EAl CSFI FHS
RLLAQLVSAL CSRYCTSALWSL GL TQYHVSERSFACKNPI RVDLLKAVI TEAVCSFLFHS
Kl V\AQ:AAAVLARVFM-IFI V\RLEMAESHLGALTQECG\IPNQTTEVQAFCI ELLFSWFQ_

** -k -k % * ** *

ALLHFQEVRTKLRI HVLAALI TFLAYAGGSL TGAL FNPAL AL SLHFPCFDESFYKFFWY
ALLHFQEVRTKLRI HVLAALI TFLAYAG - - - - == = = = == s = e o mmmm e meee e me o
ALLHFQEVRTKLRI HLLAALI TFLAYAG- = = = = == === === === m e o mmceo oo
ALLHFQEVRTKLRI HLLAALI TFLAYAGGSL TGAL FNPALAL SLHFPCFDEL FYKFFWY
ALLHFQEVRTKLRI HLLAALI TFLVYAGGSL TGAVFNPAL AL SLHFMCFDEAFPQFFI VY
TI LQVEN| KPSYRVHAVALLI TMLVFAG: - - - - - - oo oo oo

* * % *** * sk k

W/APSLGVLLM LMFSFFLPW.HNNQLSNKKE 271
------- VLLM LMFSFFLPW.HNN- - - - - - - 225
------- VLMM LMFSFFLPW.HNNQMITNKKE 232
W.APSVGVLMM LMFSFFLPW.HNNQVITNKKE 271
W.APSLA LLM LMFSFFLPW.HNNHTI NKKE 271

59

59
59
59
58

119
119
119
119
119
117

179
179
179
179
179
177

239
207
207
239
239



AQP12 - CLUSTAL W(1.83) nultiple sequence alignment

ENSMUST00000059676
ENSRNOT00000005935
ENSGALT00000010387
ENST00000337801
ENST00000373309

ENSMUST00000059676
ENSRNCT00000005935
ENSGALT00000010387
ENST00000337801
ENST00000373309

ENSMUST00000059676
ENSRNCT00000005935
ENSGALT00000010387
ENST00000337801
ENST00000373309

ENSMUST00000059676
ENSRNOT00000005935
ENSGALT00000010387
ENST00000337801
ENST00000373309

ENSMUST00000059676
ENSRNCT00000005935
ENSGALT00000010387
ENST00000337801
ENST00000373309

ENSMUST00000059676
ENSRNCT00000005935
ENSGALT00000010387
ENST00000337801
ENST00000373309

MASLNVSL CFFFATCAI CEVARRASKAL L PAGTYASFARGAVGAAQLAACCL EMRVL VEL

MASLNVSL SFFFATCAI CEVARRASKAL L PAGTYASFAREAVGAAQLAACCL EMRVL VEL

MAGLNVSI AFFFLVLGTCEAFRRLSKRLLAPGLLVCL TAELAGSLQLCSGCLELRMLLEI

MAGLNVSL SFFFATFAL CEAARRASKAL LPVGAYEVFAREA: - - - - = = = = - - - MRTLVEL

--------------------- NQPAPALSPQ- - - - = = = = === o s mmmm e mee oo
. . *

GPWAGGFGPDLLLTLVFLLFLVHGVTFDGASANPTVAL QEFL MVEASL PNTLLKLSAQVL
GPWAGGFGPDLLLTLVFLLFLVHGVTFDGASANPTVAL QEFLMWEASL PSTLLKLLAQVL
GPWGG- LSPDVVLTLLFLLFVWHAACANGAASNPTVSL QEFLLFECSLVATVAKLLAQCY
GPWAGDFGPDLLLTLLFLLFLAHGVTLDGASANPTVSL QEFLMAEQSL PGTLLKLAAQGL
------------------------ VSCRHSSSC—GXER\/‘QEFLI\/AE@L PGTLLKLAAQGL

**** * k% * - *k k%

GAQAACAL TORCWAVIEL SEL HL L QSL MAAHCSSTLRTSVLQGMLVEGACTFFFHLSLLHL
GAQAACAL TQRCWIVEEL SEL HLL QSLMAVHCSSTLRTSVL QGTLVEGACTFLFHLSLLHL
GTGVOWAL TKLYWSMEL TQLHLT QNLVASECSSSI RTSPHL GALVEAACSFFFHLI LLRV
GVQAACTLMRLCWAVEEL SDL HL L QSL MAQSCSSAL RTSVPHGAL VEAACAFCFHL TLLHL
G\/QAACT LMRLCWAVEL SDL HL L QSL MAQSCSSAL RTSVPHGAL VEAACAFCFHL TLLHL

* *** -*** * * k% *** ok k ok * *** ** * kk %k **

QHSLLVYRVPALALLVTLNMAYTAGPYTSAFFNPALAASVTFHCPGNTLLEYAHVYCLGPV
QRSLLVYRAPALALLVTAVAYTAGPYTSAFFNPALAASVTFHCSGNTLLEYAHVYCLGPV
RRSPAVCRVPVLAATVTFLTYVAAPATGAFFNPALATASTFLCAGSSL QDY QVYW.GPL
RHSPPAYSGPAVALLVTVTAYTAGPFTSAFFNPALAASVTFACSGHTLLEYVQVYW.GPL
RHSPPAYSGPAVAL LVTVTAYTAGPFTSAFFNPALAASVTFACSGHTLLEYVQVYW.GPL

:* * % :* * * * ******** * % * * :* :* :** ***'
AGM LAVLLHQGHLPR: - - - - - LFQR-- - - - NLFYRQKSKYRTPRGKLSPG: - - - - - - - -
AGM LAVLLHQGHLPR- - - - - - FFER-- - - - NLFYRQKSKYRTPRVKLSPG: - - - - - - - -
AGM_LAALLLYQGNI PR - - - - - FFQK--- - - NLL YGQKSKYKI PKARVVHA: - - - - - - - -
TGWLAVLLHQGRLPH- - - - - - LFQR-- - - - NLFYGQKNKYRAPRGKPAPA:- - - - - - - - -

TEEQHGEVMEPPL GPRSGDSGPW. QRPRWSPHLLLHLLSDTRLHLTEVPEGQLGSYG LE
. .. * . P ko .

------------- SVDAKM HKGE- - - <<= === -==--- 290
------------- SVDTKM LKGE- = - === -==---=--- 290
------------- EDGEQQ QKGK- - - - - GEKSNPAPRA- 299

------------- SCDTQTPAKGSSVREPGRSGVEGPHSS 295
AFFSFCWLYTGEVSCGAMPQPPLGGKDRSWESLRHLALRW 265
*

60

60
48
10

120
120
119
108
46

180
180
179
168
106

240
240
239
228
166

280
280
279
268
226



