SUPPLEMENTAL FIGURE 2

Mammalian 1810019J16Rik (Kdf1) protein alignment

M musculus

H sapiens

R norvegicus
C familiaris
E caballus

B taurus

M musculus

H sapiens

R norvegicus
C familiaris
E caballus

B taurus

M musculus

H sapiens

R norvegicus
C familiaris
E caballus

B taurus

M musculus

H sapiens

R norvegicus
C familiaris
E caballus

B taurus

M musculus

H sapiens

R norvegicus
C familiaris
E caballus

B taurus

M musculus

H sapiens

R norvegicus
C familiaris
E caballus

B taurus

M musculus

H sapiens

R norvegicus
C familiaris
E caballus

B taurus

e el e

121
121
121
121
121
121

181
181
181
181
181
181

241
241
241
241
241
241

301
301
301
301
301
301

360
361
360
360
361
361

MPRPGPRPSSGPPRLGPWERPSELCLETNDERSQPP P@RRTREPDPKDPGHHGPE ST
MPRPGHPRPISGPPRLGPWERPTELCLETY DJ§P§OPPPSRRTRRPDPKDPGHHGPE ST
MPRPGEPRPSSGPPRLGPWERPTELCLETDERSQOPP P@RRTRRPDPKDPGHHGPE ST
MPRPGHPRPSSGPPRLGPWESPTELCLETEDEPSQPPPSRRTRRPDPKDPGHHGPESHTF
MPRPGHPRPSSGPPRLGPWERPIELCLETYDEPSQPPPSRRTRRPDPKDPGHHGPESHTF
MPRPGHPRPSSGPPRLGPWERPIELCLETY DEJNSAP PSRRTRRPDPKDPGHHGPESHTF]

ISGSAEPANEPPHCCLLWRPWEWDWCRAAFCFRRCRDCLORCGACVRGCSPCLSAGD)ZERE
ISGSAEPALEEPTCCLLWRPWVWEWCRAAFCFRRCRDCLQRCGACVRGCSPCLSEEDSTE
ISGSAEPANEPPTCCLLWRPWEWDWCRAAFCFRRCRDCLQRCGACVRECSPCLSAGDPIE
ISGSAEEA CCLLWRPWVWDWCRAA!CFRRCRSCLQRCGACMRGCSPCLSAGDSPE
CCLLWRPWVWDWCRAAFCFRHCRGCLQRCGACVRGCSPCLSAGDSPE
CCLLWRPWVWDWCRAAFCFRRCYDCLORCGAC

GHAEAIRMWAKEHNGVPPSPDRAPPSRRDGOQRLKESMGSSEFSYPDVKLKGIPVYPYRHATSP
GT‘EANWAKEHNGVPPSPDRAPPSRRDGQRLKSTMGSSFSYPDVKLKGIPVYPYERATSP
GSSEAEWAKEHNGVPPSPDRAPPSRRDGQKLKTSMGSSFSYPDVKLKGIPVYPYRHATSP
GAAEANWAKEHNGVPPSPDRAPPSRRDGQRLKSTMGSSEFSYPDVKLKGIPVYPYRSATSP
GAAEAEWAKEHNGVPPSPDH‘PPSRRDGQRLKTTMGSSFSYPDVKLKGIPVYEYRP‘TSP

BAPPSRRDGORLKSEWMGSSEFSYPDVKLKGIPVYPYRSENT SP

\WPDYDSCCKEPLAEPPPIRHSLPSTEMMNSPRGSEEYYSFHESDLDLPEMGSGSMSSREID
APDADSCCKEPLAPPPPMRHSLPSTIASSPRGSEEYYSFHESDLDLPEMGSGSMSSREID
VPDADSCCKEPLADPPPERHSLPSTFTSSPRGSEEYYSFHESDLDLPEMGSGSMSSREID

APDADSCCKEPLAEPPPMRHSLPSTMASSPRGSEEYYSFHESDLDLPEEGSGSMSSREID
APDEDSCCKEPLAEPPPMRHSLPSTL‘SSPRGSEEYYSFHESDLDLPEIGSGSMSSREID
APDADSCCKEPLAPPPPMRHSLPSTMASSPRGSEEYYSFHESDLDLPEEGSGSMSSREID

LIFKKLTELFSVHQIDELAKCTSDTVFLEKTSKISDLISSITQODYHLDEQDAEGRLVRG
LIFKKLTELFSVHQIDELAKCTSDTVFLEKTSKISDLISSITQODYHLDEQDAEGRLVRG
LIFKKLTELFSVHQIDELAKCTSDTVFLEKTSKISDLISSITQODYHLDEQDAEGRLVRG
LIFKKLTELFSVHQIDELAKCTSDTVFLEKTSKISDLISSITQODYHLDEQDAEGRLVRG
LIFKKLTELFSVHQIDELAKCTSDTVFLEKTSKISDLISSITQODYHLDEQDAEGRLVRG
LIFKKLTELFSVHQIDELAKCTSDTVFLEKTSKISDLISSITQODYHLDEQDAEGRLVRG

S/ AAPDSGHETMBGSGLSQDELTVQISQETTADA
IIRISTRKSRARPQTSEGRSERAAAPMNAAAPDSGHETMVGSGLSQDELTVQISQETTADA
IIRISTRKSRERPOTSEGRSIREMA PRAAAPDSGHETMVGSGLSQDELTVQISQETTADA
IIRISTRKSRARPOTEGRSMREAAPRAAAPDSGHETMVGSGLSQDELTVQISQETTADA
IIRISTRKSRERPOTHEGRSERAAAGMAAAPDSGHETMVGSGLSQDELTVQISQETTADA
IIRISTRKSRARPQTIEGRSSRAAAPMAAAPDSGHETMVGSGLSQDELTVQISQETTADA

IARKLRPYGAPGYPAS@DSSFQGTDTDSSGAPLLQVYC
IARKLRPYGAPGYPASHDSSFQGTDTDSSGAPLLQVYC
IARKLRPYGAPGYPAS@DSSFQGTDTDSSGAPLLQVYC
IARKLRPYGAPGYPASHDSSFQGTDTDSSGAPLLQVYC
IARKLRPYGAPGYPESHDSSFQGTDTDSSGAPLLQVYC
IARKLRPYGAPGYPASHDSSFQGTDTDSSGAPLLQVYC




