
mKCTD2     KAKILQERGSRM 
mKCTD5    KAKILQERGSRM 

mKCTD17.1     KAKPCHLRIPLTFSPSHHRLLLLRFLLEVPVRTLPDPSLSLQ
mKCTD17.2     KAK-----------------------------------------------VPVRTLPDPSLSLQ
mKCTD17.3     KAKLLQARGTRM

mKCTD17.v1   KAKSTDEQLEEQRRQEVEEVEVAQVQVEADAQEKALSSQDPANLFSLPPPPPPPPLPAGGPASSSSTSSSSWISSAPCLFPLCPCPGFLSACSRLHPGAALVPVSRALSPSPLALHPQASCLPPPSPLPAPPASWPGEEGRGRICSLSSNPAEHL
mKCTD17.v8   KAKSTDEQLEEQRRQEVEEVEVAQVQVEADAQEKALSSQDPANLFSLPPPPPPPPLPAGGPCPHPPRPKPELAVRAPRPRARPQSCRPCYYKPEAPGCEPPDHLQGLGVPI
mKCTD17.v4   KAKSTDEQLEEQRRQEVEEVEVAQVQVEADAQEK-------------------------------------------------GPCPHPPRPKPELAVRAPRPRARPQSCRPCYYKPEAPGCEPPDHLQGLGVPI

hKCTD17.2     KTKSTEEQLEEQQQQEEEVEEVEVEQVQVEADAQEK--------------------------------------------GSRPHPLRPEAELAVRASPRPLARPQSCHPCCYKPEAPGCEAPDHLQGLGVPI

254

242-297

Brain
RT-PCR

+
+

+
+

211

B

A

Inc          1 ---------------------------------------------------------MSTVFINSRKSPNVLKKQG
mKCTD17.2    1 ------------------------------------------------MQTTRPAMRMEAGEAAPPVGAGGRPGGG
mKCTD17.3    1 ------------------------------------------------MQTTRPAMRMEAGEAAPPVGAGGRPGGG
mKCTD2       1 MAEL---QLDPAVAGLGGGGSSAMGDGGGSGRGPPSPRPAGPTPRGHGRQPAAAAQPLEPGPGPP----ERTGGGG
mKCTD5       1 MAENHCELLPPAPSGLGAGLG------GGLC------------------------RRCSAGMGA-----LAQRPGG

Inc         24 VKLNVGGTYFLTTKTTLSRDPNSFLSRLI-QEDCDLISDRDETGAYLIDRDPKYFAPVLNYLRHGKLVLD-GVSEE
mKCTD17.2   33 VRLNVGGTVFLTTRQTLCREQKSFLSRLCQG--EELQSDRDETGAYLIDRDPTYFGPILNFLRHGKLVLDKDMAEE
mKCTD17.3   33 VRLNVGGTVFLTTRQTLCREQKSFLSRLCQG--EELQSDRDETGAYLIDRDPTYFGPILNFLRHGKLVLDKDMAEE
mKCTD2      74 VRLNVGGTYFVTTRQTLGREPKSFLCRLCCQEDPELDSDKDETGAYLIDRDPTYFGPILNYLRHGKLIITKELAEE
mKCTD5      46 VRLNVGGTYFLTTRQTLCRDPKSFLYRLC-QADPDLDSDKDETGAYLIDRDPTYFGPVLNYLRHGKLVINKDLAEE

Inc        102 EAEFYNVTQLIALLKECILHRDQR-PQTDKKRVYRVLQCREQELTQMISTLSDGWRFEQLISMQY-TNYGPFENNE
mKCTD17.2  111 EAEFYNIGPLIRIIKDRMEEKDYTVAQVPPKHVYRVLQCQEEELTQMVSTMSDGWRFEQLVNIGSSYNYGSEDQAE
mKCTD17.3  111 EAEFYNIGPLIRIIKDRMEEKDYTVAQVPPKHVYRVLQCQEEELTQMVSTMSDGWRFEQLVNIGSSYNYGSEDQAE
mKCTD2     154 EAEFYNIASLVRLVKERIRDNENRTSQGPVKHVYRVLQCQEEELTQMVSTMSDGWKFEQLISIGSSYNYGNEDQAE
mKCTD5     125 EAEFYNITSLIKLVKDKIRERDSKISQMPVKHVYRVLQCQEEELTQMVSTMSDGWKFEQLVSIGSSYNYGNEDQAE

Inc        180 VSKECGTT-AGRELELNDRAKVLQQKGSRILGI--
mKCTD17.2  191 VSKELHSSPHGLSSESTRKAKVPVRTLPDPSLSLQ
mKCTD17.3  191 VSKELHSSPHGLSSESTRKAKLLQARGTRM-----
mKCTD2     234 VSRELNNSTNGIVIEPSEKAKILQERGSRM-----
mKCTD5     205 VSKELHNTPYGTTSEPSEKAKILQERGSRM-----
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