
CLUSTAL 2.0.12 multiple sequence alignment

sp|P10636|TAU_HUMAN         MAEPRQEFEVMEDHAGTYGLGDRKDQGGYTMHQDQEGDTDAGLKESPLQT 50

sp|P10636-8|TAU_HUMAN       MAEPRQEFEVMEDHAGTYGLGDRKDQGGYTMHQDQEGDTDAGLKESPLQT 50

tr|Q9VB13|Q9VB13_DROME      MADVLEKSSLLDAVP-------------------------------PLGD 19

                            **:  :: .:::  .                               **  

sp|P10636|TAU_HUMAN         PTEDGSEEPGSETSDAKSTPTAEDVTAPLVDEGAPGKQAAAQPHTEIPEG 100

sp|P10636-8|TAU_HUMAN       PTEDGSEEPGSETSDAKSTPTAEDVTAPLVDEGAPGKQAAAQPHTEIPEG 100

tr|Q9VB13|Q9VB13_DROME      PHPPLPHQQLQQEAAAAAAANAAPPAPPQQQQPPPHQLQQQQPQQQQLQQ 69

                            *    ..:  .: : * ::..*   :.*  :: .* :    **: :  : 

sp|P10636|TAU_HUMAN         TTAEEAGIGDTPSLEDEAAGHVTQEPESGKVVQEGFLREPGPPGLSHQLM 150

sp|P10636-8|TAU_HUMAN       TTAEEAGIGDTPSLEDEAAGHVTQ-------------------------- 124

tr|Q9VB13|Q9VB13_DROME      KPANARANQDQKEGDNDSG------------------------------- 88

                            ..*:  .  *  . ::::.                               

sp|P10636|TAU_HUMAN         SGMPGAPLLPEGPREATRQPSGTGPEDTEGGRHAPELLKHQLLGDLHQEG 200

sp|P10636-8|TAU_HUMAN       --------------------------------------------------

tr|Q9VB13|Q9VB13_DROME      --------------------------------------------------

sp|P10636|TAU_HUMAN         PPLKGAGGKERPGSKEEVDEDRDVDESSPQDSPPSKASPAQDGRPPQTAA 250

sp|P10636-8|TAU_HUMAN       --------------------------------------------------

tr|Q9VB13|Q9VB13_DROME      --------------------------------------------------

sp|P10636|TAU_HUMAN         REATSIPGFPAEGAIPLPVDFLSKVSTEIPASEPDGPSVGRAKGQDAPLE 300

sp|P10636-8|TAU_HUMAN       --------------------------------------------------

tr|Q9VB13|Q9VB13_DROME      --------------------------------------------------

sp|P10636|TAU_HUMAN         FTFHVEITPNVQKEQAHSEEHLGRAAFPGAPGEGPEARGPSLGEDTKEAD 350

sp|P10636-8|TAU_HUMAN       --------------------------------------------------

tr|Q9VB13|Q9VB13_DROME      --------------------------------------------------

sp|P10636|TAU_HUMAN         LPEPSEKQPAAAPRGKPVSRVPQLKARMVSKSKDGTGSDDKKAKTSTRSS 400

sp|P10636-8|TAU_HUMAN       -------------------------ARMVSKSKDGTGSDDKKAK------ 143

tr|Q9VB13|Q9VB13_DROME      -------------------------VDESTQEKDRNGP------------ 101

                                                     .   ::.** .*.            

sp|P10636|TAU_HUMAN         AKTLKNRPCLSPKLPTPGSSDPLIQPSSPAVCPEPPSSPKHVSSVTSRTG 450

sp|P10636-8|TAU_HUMAN       --------------------------------------------------

tr|Q9VB13|Q9VB13_DROME      --------------------------------------------------

sp|P10636|TAU_HUMAN         SSGAKEMKLKGADGKTKIATPRGAAPPGQKGQANATRIPAKTPPAPKTPP 500

sp|P10636-8|TAU_HUMAN       ----------GADGKTKIATPRGAAPPGQKGQANATRIPAKTPPAPKTPP 183

tr|Q9VB13|Q9VB13_DROME      ---------------------------------NSPSSPVKTPTSTSSKP 118

                                                             *:.  *.***.:..: *

sp|P10636|TAU_HUMAN         SSGEPPKSGDRSGYSSPGSPGTPGSRSRTPSLPTPPTREPKKVAVVRTPP 550

sp|P10636-8|TAU_HUMAN       SSGEPPKSGDRSGYSSPGSPGTPGSRSRTPSLPTPPTREPKKVAVVRTPP 233

tr|Q9VB13|Q9VB13_DROME      DKS----GTSRPPSATPSNKSAPKSRSASKNRLLLKTPEPEPVKKVPMN- 163

                            ...    . .*.  ::*.. .:* *** : .     * **: *  *    

sp|P10636|TAU_HUMAN         KSPSSAKSRLQTAPVPMPDLKNVKSKIGSTENLKHQPGGGKVQIINKKLD 600

sp|P10636-8|TAU_HUMAN       KSPSSAKSRLQTAPVPMPDLKNVKSKIGSTENLKHQPGGGKVQIINKKLD 283

tr|Q9VB13|Q9VB13_DROME      --------KVQVGHAPSPNLKAVRSKIGSLDNATYKPGGGHVKIESKKID 205

                                    ::*.. .* *:** *:***** :* .::****:*:* .**:*

sp|P10636|TAU_HUMAN         LSNVQSKCGSKDNIKHVPGGGSVQIVYKPVDLSKVTSKCGSLGNIHHKPG 650

sp|P10636-8|TAU_HUMAN       LSNVQSKCGSKDNIKHVPGGGSVQIVYKPVDLSKVTSKCGSLGNIHHKPG 333

tr|Q9VB13|Q9VB13_DROME      IKAAPRIEAKND--KYMPKGGEKKIVTTKLQWN-AKSKIGSLENAAHKPG 252

                            :. .    ..:*  *::* **. :** . :: . ..** *** *  ****

sp|P10636|TAU_HUMAN         GGQVEVKSEKLDFKDRVQSKIGSLDNITHVPGGGNKKIETHKLTFRENAK 700

sp|P10636-8|TAU_HUMAN       GGQVEVKSEKLDFKDRVQSKIGSLDNITHVPGGGNKKIETHKLTFRENAK 383

tr|Q9VB13|Q9VB13_DROME      GGDKKIETLKMDFKDKAKPKVGSTANVKHQPGGGDIKIQTQKLEIKAQSK 302

                            **: :::: *:****:.:.*:**  *:.* ****: **:*:** :: ::*

sp|P10636|TAU_HUMAN         AKTDHGAEIVYKSPVVSGDTSPRHLSNVSSTGSIDMVD--SPQLATLADE 748

sp|P10636-8|TAU_HUMAN       AKTDHGAEIVYKSPVVSGDTSPRHLSNVSSTGSIDMVD--SPQLATLADE 431

tr|Q9VB13|Q9VB13_DROME      VGSLDNVKHKPGGGEKKIFDDKDYLKNVEHSVALTTPPTQSPLPSMTASG 352

                            . : ...:    .   .   .  :*.**. : ::      **  :  *. 

sp|P10636|TAU_HUMAN         VSASLAKQGL 758

sp|P10636-8|TAU_HUMAN       VSASLAKQGL 441

tr|Q9VB13|Q9VB13_DROME      ADENLNQQS- 361

                            .. .* :*. 







Supplementary Figure 4




















