Partial PDZ/

CRIB SH3 WH2

Curved IRSpS53

I-BAR

. SH3 WH?2 like
domain | tpTKS B EBAR/ND

IRTKS-IRSp53 proteins sequences alignement

Score Expect Method Identities Positives Gaps
396 bits(1017) 7e-137 Compositional matrix adjust. 216/539(40%) 320/539(59%) 56/539(10%)

Query 7 EEMHRLTENVYRTIMEQFNPSLRNFIAMGRNYERATAGVTYARRGYFDALVEMGELRASES 66
EE++RLTE+ ¥+ +MEQFNP LRN I +GENYERA+ + A K Y+D + K+GE+A+ S
Sbjct 6 EEVNRLTESTYRNVMEQFNPGLRNLINLGENYERAVNAMILAGRKAYYDGVAKIGEIATGS 65

Query 67 QGSKELGDVLFQMAEVHRQIQNQLEEMLRKSFHNELLTQLEQRVELDSRYLSAALRRYQTE 126
S ELG VL +++ H+++ L+E K FH E++ +LE+K+ELD +Y++A LK+YQTE
Sbjct 66 PVSTELGHVLIEISSTHRRLNESLDENFRRFHREIIHELERRIELDVRYMNATLRRYQTE 125

Query 127 QRSKGDALDRCQAELREKRKLRRRKSQGSEKNPQRYSDRELQYIDAISNRQGELENYVSDGYRTA 186
++K ++L+K QAELEKEK+R+KSQGS+N KY EKE++Y++ ++++Q E++ +++DG K A
Sbjct 126 HENKLESLERSQAFELKKIRRKSQGSRNALKYEHREIEYVETVTSRQSEIQRFIADGCKEA 185

Query 187 LTEERRRFCFLVERQCAVARNSAAYHSKGKELLAQRLPLWQQOACADPSKIPERAVQLMQOQ 246
L EE+RRFCFLV+K C A + YH + ELL EKLP WO+ C D ER+PE+ + ++++
Sbjct 186 LLEERRRFCFLVDRHCGFANHIHYYHLQSAELLNSKLPRWQETCVDAIRVPEKIMNMIEE 245

Query 247 VASNGATLPSALSASKSNLVISDPIPGARPLPVPPELAPFVGRMSAQESTPIMNGVTGPD 306
+ + P+ P+ P+ +P + R +

Sbjct 246 IRT-———————————————————-- PASTPVSGTPQASPMIERSNVVR-——————————— 271

Query 307 GEDYSPWADRRARQPRSLSPPQOSQSKLSDSYSN---TLPVRRKSVTPRNSYATTENKTLPR 363
+DY + P+ 8 S L D ++N P +V NS T+E+ +L R
Sbject 272 -RKDYDTLSKCSPRMPPAPSGRAYTSPLIDMFNNPATAZPNSQRVN--NSTGTSEDPSLQR 328

Query 364 SSSMAAGLERNGRMRVEKAIFSHAAGDNSTLLSFREGDLITLLVPEARDGWHYGESERTEM 423
S S+2& GL + +VK IF H AG N TLLSF +GD+ITLL+PE +DGW YGE + +K
Sbjct 329 SVSVATGLNMMRRQRVRKTIFPHTAGSNKTLLSFAQGDVITLLIPEERDGWLYGEHDVSRKA 388

Query 424 RGWFPFSYTRVLDSDGSDRLHM---SLQQOGRSSSTGNLLDRKDDLAIPPPDY-————-—- G 472
RGWEFP SYT++L+ + ++ + + 8 +3 8T NL + + IPPPDY
Sbjct 3835 RGWFPSSYTRLLEENETEAVTVPTPSPTPVRSISTVNLSENSSVVIPPPDYLECLSMGARZR 448

Query 473 AASRAFPAQTASGFR---QRPYSVAVPAFSQGLDDYGARSMSRNPFAHVQLRKPTVTNDR 528
A RA A+T S FK +P AP + G S NPFA V+L+PTVTNDR
Sbjct 448 ADRRADSARTTSTFRAPASKP-ETAAPNDANGTARPPFLS-GENPFATVRLRPTVTNDR 505



