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Abl Family AUR Family AKT Family CAMKI1 Family CDK Family, CDC2 Subfamily
ABL/ABLI —Ous - U . 1130 AurA/STK6 —— s 403 AKT1/PKBa -»-aemmsing € 430 CaMK1a/CAMKI ~ S — 370 CDC2/CDKI1 mssism- 297
ARG/ABL2 Ousi— "M 182 AurB/AURKB — sy 344 AKT2/PKBb -»-eamsine € 481 CaMK1b/PNCK NS 34 3 . CDK2 ‘emmsiEme- 298
Ack Family AurC/AURKC —es—- 309 , AKT3/PKBg --emmsine € 479 CaMKI1d -GS — 385 CDK3 NS 305
ACK/TNK2 “— i ! LI —®—1036 BUB Family DMPK Family, GEK Subfamily CaMKlg ~ SN 476 CDK Family, CDKI10 Subfamily
TNKI .o ®— 666 BUBI SN 1085 DMPK1/DMPK — S ©—€>—— 639 —0@—1551 caMK4 Los 473 CDKI10 — S 360
Alk Family BUBR1/BUBIB . GESEES—1050 DMPKZ/CDC42BPG—-O—.’—O—60-':1_7_I?‘ VACAMKL/CAMKV —GEESEEES-c—— 501 CDK Family, CDK4 Subfamily
ALK — | merEe e S Bud32 Family MRCKa/CDC42BP A — -~ - — - GO CAMK2 Family CDK4 el 303
LTK s T— x 864 620 PRPK/TP53RK —GEEE— 253 MRCKb/CDC42BPB — SO P —C —o - G CaMK2a e 478 CDK6 femmsm—— 326
AxI Family CAMKK Family. Meta Subfamily DMPK Family, ROCK Subfamily —o—i7n1 caMK2b BEEEEEEN . A A Sy o CDK Family. CDK5 Subfamily
TYRO 3 - I —— T —— 890 CaMKKI1 — s —<— 505 ROCKI — DO €D - - X 1354 caMK2d e - 499 CDK5 ‘emusisme- 292
AXL B -G - T— - 887 CaMKK2 —GEmsS———— 588 ROCK?2 — SO PO P -aa X 1388 CaMK2g “eEmsmES-c—@Ea»- 553 CDK Family, CDK7 Subfamily
MER/MERTK - I — L ———— 999 CDC7 Family DMPK Family. Unique Subfamily CAMKL Family, AMPK Subfamily CDK7 e — 346
CCK4 Family cDC7 —GESR—— 574 CRIK/CIT - € R ——(— - AMPKal/PRKAAI1 ~GEEEES———————— 550 CDK Family, CDK8 Subfamily
CCK4/PTK? T - — QT - 1070 CK2 Family GRK Family, BARK Subfamily -G —— 2027 AMPKa2/PRKAA2  -GEEESENES———— 552 CDK11/CDC2L6 e 502
Csk Family CK2al/CSNK2Al —ammsmmnn-T 391 BARKI/ADRBKI —-GriD-emmsmme-©-—<a» 639 CAMKL Family, BRSK Subfamily CDK8 — S ——— 464
CsK ~O-mEm- Gmuilu- 450 CK2a2/CSNK2A2  —<EESEEED—350 BARK2/ADRBK2 —EDGEESEED-©—<«>— 683 BRSKI — s 794 CDK Family, CDK9 Subfamily
CTK/MATK —O-EEE—- L 507 Haspin Family GRK Family, GRK Subfamily BRSK2 ~GlE— 736 CDK9 ~CEEE— 372
DDR Family Haspin/GSG S 798 GPRK4/GRK4 —ED- =S — 5738 CAMKL Family. CHK1 Subfamily CDK Family, CRK7 Subfamily
DDRI ST T z 913 IKK Family GPRK5/GRK5 — @D G- ©— 590 CHK1/CHEKI e 476 CHED/CDC2L5 < c— 1212
DDR2 ST T— T 855 IKKa/CHU K ‘emmsiamy———————————— 745 GPRK6/GRK6 —ED- SN ©— 576 CAMKL Family, HUNK Subfamily CRK7/na —— 1490
EGFR Family IKKb/IKBKB s 756 GPRK7/GRK7 —ED- =S 553 HUNK —— ————————————— 7114 CDK Family, PITSLRE Subfamily
EGFR S . I YU %4210 IKKe/IKBKE emmET———————————— 716 RHOK/GRKI1 —ED- GO — 563 CAMKL Family, LKB Subfamily PITSLRE/CDC2L2 — @ — G —GEEEES— 795
HER2/ErbB2 BR - GR— -r —i— ~= LI TTlia55 TBKI e o ey ey 71 MAST Family LKB1/STKI —GESS—— 433 CDK Family. TAIRE Subfamily
HER3/ErbB3 A -G -5 - f— T L1342 IRE Family MASTI —— - L P 1370 CAMKL Family, MARK Subfamily PCTAIREI/PCTKI ——— NS — 496
HER4/ErbB4 - GR-§ -F —— I 1308 IRE1/ERNI1 H6—e-p-p—p— i CESEND-GEE- 977 MAST2 _—s o — S ———— MARKI —amslme-0——————%795 PCTAIRE2/PCTK2 — CENSEEED— 523
Eph Family IRE2/ERN2 BE—86-p——i— G- 92 5 MAST3 — T O P 13008 MARK2 —s-o————« 788 PCTAIRE3/PCTK3  —CSEND— 472
EPHAI B —O-EHEE-F— LT @B 976 - MOS Family MAST4 — - C————1— oL, MARK3 —ammsine-0——————%-776 PFTAIREI/PFTKI — S — 451
EPHA2 Beb —ONEEET— 1 —&-976 Mos sy 346 MASTL — G 879 MARK4 —amsa.- 00— ® 752 PFTAIRE2/ALS2CR7 —<CEENSENNED— 334
EPHA3 B —C- T 1 -G 983 NAK Family NDR Family CAMKL Family, MELK Subfamily CDK Family, Unique Subfamily
EPHA4 S —O- I G- 986 AAKI ———s — 897 LATSI — OGN GRS 1130 MELK ~ammslan——————% 651 CCRK eSS 346
EPHAS5 O —O-EHE WL —@» 1037 BIKE/BMP2K — O 1161 LATS2 —L 0 SRS ©— 1088 CAMKL Family. NIM1 Subfamily CDKL Family
EPHA6 SEEES—O-EEHE-T—— L — @9 1036 GAK —— 5% 1311 NDRI1/STK38 — NSO 465 NIMI — S 436 CDKLI S 357
EPHA7 S —O- NI LT @D 998 MPSK1/STK16 — NSNS 304 NDR2/STK38L — e - 464 CAMKL Family, NuaK Subfamily CDKL2 S —————— 493
EPHAS SEEES—O-EEHEEHT—— sl —@- 1005 NEK Family PKA Family NuakK1 — S ———————— 661 CDKL3 GRS ————— 592
EPHA10 D —O-EHI-T— LT -8 1008 NEKI —.. —— (66— 1258 PKACa/PRKACA —emisle@ 350 Nuak2 — G628 CDKL4 NSNS 342
EPHBI S S —O- - Gl - 984 NEK2 ~ GRS G—— 445 PKACb/PRKACE —Gmsmm® 350 CAMKL Family, PASK Subfamily CDKL5 -GS 1030
EPHB2 St 1055 NEK3 e 506 PKACQ/PRKACG —emmsmmn® 350 PASK —e. B s 1323 CLK Family
EPHB3 FOED—C-EEHE-T - LT @8- 998 NEK4 [ -S— 841 PRKX —alEEe 0 3538 CAMKL Family, QIK Subfamily CLK1 —— S 484
EPHB4 S — O — 1 —G- 987 NEK5 S ———O——————— 708 PRKY — - 77 QIK/SNFILK2 ——,— 926 CLK2 ——— SR 499
EPHB6 DS —O— - — LT L —@- 1006 NEK6 ammsias 313 PDK1 Family QskK — SO @ 1371 CLK3 —— SN 4,90
Fak Family NEK7 —GER 302 PDK1/PDPKI1 U esmsime- -« 556 SIK/SNFILK —GEEENS-O—————————————— 783 CLK4 — RS- 451
FAK/PTK2 —————— T 11 lmE 1052 NEK8 e O—-0—® 692 PKC Family, Alpha Subfamily CAMKL Family. SNRK Subfamily DYRK Family. Dyrkl Subfamily
PYK2/PTK2B G - e -SEEND 1009 NEK9 D-OO—G 979 PKCa/PRKCA —o-o-<cr— S € 67 SNRK -GS ——————————————— 765 DYRKIA — s 763
Fer Family NEK10 — 00— O-GEEENED——— 1125 PKCb/PRKCBI Lle-c-c—wms @ 670 CAMK-Unique Family DYRKIB — e 629
FER > -O— € —ESE- Gl 327 NEKI11 R —O T 645 PKCg/PRKCG —C-o-dcr—GEES - 697 SgK495/STK40 — S —— 435 DYRK Family, Dyrk2 Subfamily
FES - @ . - ASS YY) NKF1 Family PKC Family, Delta Subfamily STK33 —GlEN—514 DYRK2 — S —— 528
FGFR Family SBK/SBKI1 —aEES————— 424 PKCd/PRKCD o ammind € 676 CASK Family DYRK3 — o 533
FGFRI B — - — - elmlls - gop SgK069 — D GRS ———— 935 PKCQ/PRKCQ —L—c-o—emmsminn- ¥ 706 CASK -GS —O——@RE- 926 DYRK4 —— GEEER———— 520
FGFR2 B e — 801 NKF2 Family PKC Family, Eta Subfamily DAPK Family DYRK Family, HIPK Subfamily
FGFR3 B — - — s - — g 06 PINK1 — G — 58] PKCe/PRKCE - —o-o—— S €5 737 DAPKI -GS ! WEW—1432 HIPK1 _— 1210
FGFR4 Bl el T — 802 NKF3 Family PKCh/PRKCH G —o-o— s © 682 DAPK2 —~ GRS 370 HIPK2 — 198
InsR Family SgK223 Lt . <SR (383 PKC Family. lota Subfamily DAPK3 -annsinis - @@ 454 HIPK3 _— s 1215
IGFIR G- GED E H - Gn i 367 SgK269 2 T — e - PKCi/PRKCI ~O—o—GEEEEEe © 557 DRAKI/STKI7A — S 414 HIPK4 G —————— 616
INSR OG- - 382 NKF4 Family CEEE— 1746 PKCz/PRKCZ o —emmsEEe € 592 DRAK2/STKI7B — SRS 372 DYRK Family, PRP4 Subfamily
IRR/INSRR B -G - IEHE H-f— LT — 1297 CLIK1/STK35 — - S 3| PKG Family DCAMKL Family PRP4/PRPF4B 6 v T I GENESE- 007
JakA Family CLIKIL/PDIKIL ~ G- 341 PKG1/PRKG O aDaE>-aEEES O (70 DCAMKLI - o—— 740 GSK Family
JAK1 —————— s — - 142 NKF5 Family PKG2/PRKG Ol GEENS 0 762 DCAMKL2 — G QIS ——— 766 GSK3a - e — 453
JAK2 G wsa— 1 . 132 SgK307/TEX14 —s ' 1451 PKN Family DCAMKL3 ———— G 648 GSK3b L emmmsmms—1- 420
JAK3 m 5 . - - T 124 SgK424 —A————<GEE 485 PKN1/PRKI1 —C-CP O ——— G € 942 MAPKAPK Family, MAPKAPK Subfamily MAPK Family, ERK Subfamily
TYK2 & S— I o 187 NRBP Family PKN2/PRK2 —O-C- O — sl © 934 MAPKAPK2 sl 6400 ERK1/MAPK3 —ammsiamin— 379
Lmr Family NRBP1/NRBP — =535 PKN3/PRK3 - O CD—<ia—— GEESEES € 359 MAPKAPK3 —GEESS— 332 ERK2/MAPKI ~ GRS 360
LMRI/AATK T 1326 NRBP2 ——Gs——— 507 RSK Family. MSK Subfamily MAPKAPK5 —~ GRS ——G— 473 ERK3/MAPK6 s ———— 721
LMR2/LMTK2 L o Other-Unique Family MSKI/RPS6KAS5 —CEEsums-€—ammsimy—— 302 MAPKAPK Family, MNK Subfamily ERK4/MAPK4 —GES———————— 557
LMR3/LMTK3 B —fx 1480 KIS/UHMKI1 — SR 419 MSK2/RPS6KA4 —CEESEED € GEESEES— 772 MNK1/MKNK]1 — SN 465 ERK5/MAPK7 — s —TTe I —3gi5
Met Family RNASEL FA-A=AA=A-A-A-A——CEISID-GE- 741 RSK Family, p70 Subfamily MNK2/MKNK2 —GNENN— 418 MAPK Family, ERK7 Subfamily
MELT L 5> 1390 SgK071/C90rf96 —GEEENS————————— 6350 p70S6K/RPS6KB1 ~—cmmsmme§3— 525 MLCK Family ERK7/MAPKI5 S 277
RON/MSTIR B G D T}t i —— LT — 140 0 SgK196 i— G- 350 p70S6Kb/RPS6KB2 — s @ — 432 caMLCK -GENENNDC 398 MAPK Family. JNK Subfamily
Musk Family SgK396/STK31 — > -GS 1019 RSK Family, RSK Subfamily SgK085 —— S 393 JNK1/MAPK8 —emmdinine—— 427
MUSK B i~ — T - 869 SgK493 — G ——— (493 RSKI/RPS6KAZ2 —CiENsiam-C)—Gmmsiums— 735 skMLCK/MYLK2 —— @GNS 595 JNK2/MAPK9 —ams—— 474
PDGFR Family SgK496/RIPK5 & NSNS 929 RSK2/RPS6KA3 —<CEmsamy-O -emmsame— 740 SmMMLCK/MYLK i ——— - —— JNK3/MAPKI0 —elmdame— 464
FLT3 e —ap—— - enamnsss— 993 PEK Family, GCN2 Subfamily RSK3/RPS6KAl —CEESECGEEsmED——7353 PHK Family S 1914 MAPK Family. nmo Subfamily
FMS/CSFIR el e p L — 972 GCN2/EIF2AK4 G D Gl ————— RSK4/RPS6KA6 ——<ESEED € GEEENED— 745 PHKgl ~CEEEEEDc<- 386 NLK — aEEaE.— 515
KIT Bl e 976 PEK Family. PEK Subfamily «BD——— 1649 RSK Family. Unique Subfamily PHKg2 —CEEEEE— 406 MAPK Family, p38 Subfamily
PDGFRa Bl wsm ol ——F— - —1089 VA FIVE B—p—F¢: — el 1115 SgK494 ——— S — 449 PIM Family p38a/MAPK14 —enmsiame— 359
PDGFRb s R e —106 PEK Family, Unique Subfamily RSKL Family PIMI — GRS 404 p38b/MAPKII S 372
Ret Family HRI/EIF2AK1 ————<amssssnlian-6- 630 RSKLI/RPS6KC1  ~aBis——@ CENSEND—-1054 PIM2 — S 3 p38d/MAPKI3 — S — 365
RET - e T 114 I GCYAIFIVE - emsnllay- 55 | RSKL2/RPS6KL1 —il-CSE— 54 PIM3 — G326 p38g/MAPKI2 — SRS — 367
Ror Family PLK Family SGK Family PKD Family RCK Family
RORI B > T— x 937 PLK1 —eEES OO 603 SGK — a6 431 PKD1/PRKDI1 —_— o —ammsime—! 912 ICK N 632
ROR2 B~ G T — T 943 PLK2 — S ————— OO 685 SGK2 — eSS ©- 427 PKD2/PRKD2 —o——a>—ammElms— 573 MA K S ————————— 623
Ryk Family PLK3 — SN ——— O 646 SGK3 - — - © 496 PKD3/PRKD3 —C—O0—wE > —dlEY— 595 MOK/RAG S 419
RYK F— I 604 PLK4 LS 970 YANK Family PSK Family SRPK Family
Sev Family SCYI1 Family YANK1/STK32A -<GEESEES— 396 G —— SN 423 MSSK1/STK23 ST 533
ROS/ROS! F— > ——— - ——— s ———————— i scyL — SR — i H-H—H————@~ 808 YANK2/STK32B —<GEMSEES— 414 PSKH2 — GRS 385 SRPKI — 3 6
src Family A T — G 234 scyL2 — s — -1 —G—G 929 YANK3/STK32C ——GEESES——— 186 RAD53 Family SRPK2 — e e—————— 638
BLK —OEEN- L 504 SCYL3 T 741 CHK2/CHEK2 A emmsie 543
BRK/PTK6 e- i" Y45| Slob Family CK1 GROUP Trbl Family & 0 100 200 300 400 500 600 700 800 900 1000 1100 1200 1300 1400 1500
FGR —OEEE—-GEs - 529 Slob/PXK - S — i 57 8 Trb1/TRIBI —— G 372
FRK —OEEN— sl 505 TBCK Family CK1 Family Trb2/TRIB2 —CEESEES— 343 ™\
FYN o msm— e 536 TBCK D G —— -89 3 CKla/CSNKIA1 ~GEEENES— 337 Trb3/TRIB3 — G 355 RGC GROUP
HCK —-omn—-curius - 525 TLK Family CK1a2/CSNKIAIL —CESENES— 337 TSSK Family
LCK —ouis-aumiin- 508 TLKI —l—6 s T766 CK1d/CSNKID -GS ——— 415 SSTK/TSSK6 —GEEE—— 273 RGC Family
LYN — O 51 TLK2 —l G GC—OCemmEmE»— 772 CKle/CSNKIE ~ammsmll—— 416 TSSKI eEEEES—— 37 ANPa/NPRI B — - S — GRS 10 6 |
SRC I Lo main— e 535 TOPK Family CKIgI/CSNKIG] — CEmSE»—— 422 TSSK2 -GS — 3538 ANPb/NPR2 e — - S — GRS 1047
SRM/SRMS Bl G- 488 PBK — GRS 322 CKIg2/CSNKIG2 — SIS 415 TSSK3 G- 763 CcYGD/GUCY2D -G —m—— i GRS — G — 110 3
YES/YESI — OS540 TTK Family CK1g3/CSNKIG3 —<SED—— 447 TSSK4 —~GEEEEED— 328 CYGF/GUCY2F G — G — G — 110 8
Syk Family TTK @ CEERED— 341 TTBK Family HSER/GUCY2C A — i — GRS — G —- 107 3
SYK e - 635 ULK Family TTBK1 e 1413 0 100 200 300 400 500 600 700 800 900 1000 1100 1200 1300 1400 1500
ZAP70 el 619 Fused/STK36 LS H—1315 TTBK2 — 1244 \_
Tec Family ULKI ——s 1050 VRK Family .
BMX -W— s — e 675 ULK2 f—s 1036 VRKI1 —GENSEES— 396 Trio Family P
BTK -—en oGl 658 ULK3 S Gb-Gi- 472 VRK2 — s 508 SPEG/APEG —_—_— e A s 1A SRS — 3267
ITK DO O NS — G IS - 620 ULK4 rES———-———580 VRK3 T G- 474 Trad/KALRN — €O —— LGS — 1289
TEC S-S G - 63 VPS15 Family 0 100 200 300 400 500 600 700 800 900 1000 1100 1200 1300 1400 1500 TRIO > LS B iR MO Bt C————————— | rvinSi— 3038
TXK — OIS T 527 PIK3R4 — Sy —— W G-I —vv-y-—W- 1357 \_ Obscn T I T T T T T T T T 0 T 0 T T T S T T T T T T S T T S S RS
Tie Family WEE Family D - G S - T G - O | B G < | a—
TIEY B - I F— w1138 MYT1/PKMYTI — e 499 4 N\ ke i s e i -GS 3550
TIE2/TEK B A 3 S - — -1 1124 WEE1 -G 646 IR O U 0 100 200 300 400 500 600 700 800 900 1000 1100 1200 1300 1400 1500 1600 1700 1800 1900 2000 2100 2200 2300 2400 2500 2600 2700 2800 2900 3000 3100 3200 3300 3400 3500 3600 3700 3800
-Uni i WEEIB/WEE2 _— s g
2 U::.u?;:’?(li)af:r;’sl'll'y\lKl e — 422 Wnk Familil i GlEF mlvgique Sybfamlly e » - I 26926
) ol |l NN = e e e e s e 2382 COT/MAP3K8 467 TTN FHH‘HWT‘T”‘”WHH\HH‘H‘\‘TTH“H"T‘HH‘HHHH\PH” FFOFFUFFFFFOFFFUFFFFFFFFFFIFFOFFFOFF FFF FFFFF FFFOFFFFF FFF FFFFFIFFFFFFOFFIFFFOFFFFFIFFFFFFOFF FFFFFFFF FFFOFFFIFF FFFFFFIFF FFF FFFIFFOFFF FFFILFF R ‘
Trk Fam"y . B Wnki NIK/MAP3K14 —_—947 0 1000 2000 3000 4000 5000 6000 7000 8000 9000 10000 11000 12000 13000 14000 15000 16000 17000 18000 19000 20000 21000 22000 23000 24000 25000 26000 27000
TRKA/NTRKI B —— 5 emanias| 796 Wnk2 _— ) \_ .
v I8 v 4 2297 STE1 Family
TRKB/NTRK2 -l ———— i ——— G - 322 Wnk3 R —— T R S s e d o
TRKC/NTRK3 s L SR #—ammauns’ 839 Wnk4 L o H—e—rr7p3 MAP3K1/MEKK1 5— ammsEl-1495 e ~
. MAP3K2/MEKK2 —@—————GEESEND 618
VEGFR Family a.a. length a.a. length a.a. length
FLT1/VEGFRI1 Bl = i ) AT— I L1338 KISESKCMERKS g2k SIS 1607 LEGEND Freq. low-high (average) Freq low-high (average) Freq. low-high (av.)
=3 L - MAP3K4/MEKK4 ‘ .
e Tl I ewEE T Ty . el ————@—1374 ABCI 5 - 102-117 (114) Furin-like 7 ——— 153-162 (156) PQQ n e 31-39 (34)
KDR/VEGFR2 - - T 1356 0 100 200 300 400 500 600 700 800 900 1000 1100 1200 1300 1400 1500 MAP3K6/ASK2 | e e——6——01 Activin_recp 1N <ac 75-102 (91) Fz 3 - > 138-142/(139) PSI 2 3 44 (44)
g MAEEE A= KIS PR S N A ADF A 4 129-130 (130) GCcc2_Gcc3 14 © 43-50 (45) PX 3 @ 108-113 (110)
MAP3K8/YSK4 QEEE 1325 Alpha_kinase ¢ - 199-231 (213) GS 7 © 29-31(31) RBD 3 73-76 (74)
Atypical GROUP ) STE20 Family. FRAY Subfamily ANF_receptor 5 GHMMMMMELLEDS | 335-364 (348) CUKE [y — 173 (173) RCC L4 39765 (53)
0 100 200 300 400 500 600 700 800 900 1000 1100 1200 1300 1400 1500 OSR1/0XSR1 —eaamslme——— 527 AT 59 28:35 (31) RIS 5 @ 124-141 (129) Recep_L_domain 14 | 12-122 (116)
\_ ABC1 Family, ABCI-A Suifantily STLK3/STK39 | oy | Arm 3 0 41 (41) HEAT 45 H 32-41(37) RGS 7 - 119-122 (121)
ADCK3/CABCI - i STE20 Family, KHS Subfamily Autoinhibitory 5 6-41(27) HGTP_anticodon 1 @B 92 (92) Rhodanese 1 |- 107 (107)
T N\ A I 503 GCK/MAP4K2 P Ny S . B41 6 CEED 228-255 (240) HRI1 n «a» 64-85 (71) RhoGAP | GERE» 185 (185)
IRAK Family ABCI Family, ABC1-B Subfamily HPKI/MAP4K!  -camsisss—— —— GEENEEES- 533 :zix Z m. 2227_:;225) :SPZO : IID :973((;?) E?booGniFd N, i “— :::::Z ::::))
IRAKI i esl————— 712 g - 22 o P — —846 BROMO 15 @ 73124 (90 IG 37 | 62-183 (86 RING 4 50-75 (60)
IRAK2 -lb—— G 590 > . 0 TN e i BTK 4 B 37 37( ) IG_like 91 56108 ((76)) RIO 3 0- 224-249 (237)
IRAK3 Hibl— IS 596 RECLEamIly. ABELC Sutfimily STeeoNamy- MEl SUbf_am"y A . c 32 @ 46-(57 )sz iGe2 129 53-102 (69 ROC PR — 121-222 (172)
IRAK4 b —— G- 46,0 2 g EF Ay N —. n 1 —1239 cz 9 <@ 104-13; (11)4) IGv 16w 58-151 ((80)) RRM 1 83/(83)
LISK Family, LIMK Subfamily SiphajRamiguienak SubiEmily e R Ric —_ 'G I 'pe0 Calmodulin-bind 20 ¢ 11-26 (20) lon_trans 2 G 206-213 (210) RWD 1 13 (113)
Lot e ChaK1/TRPM7 PO RS il el el ZC3/MINK/MINK  —~cmsis—-Ca= G- 1332 - N _ . _
S POE AP — S oo e— oo ses gtz soclly Tn ‘h S ) e
LISK Family, TESK Subfamily Alpha Rammily,"cERBIES URSL!Y 2012 ST Y. M ™Y ! CNH 12 175-316 (287) KR 2 @ 83 (83) SAR;H 2 48 (48)
TESK1 —alE—— 626 gh 2K o 2 o e g R e cNMP 4 @ 117-124 (120 L27 2 54:56 (55 SEC14 1 :’ 146 (146)
. i —t i Alpha Family. Unique Subfamily ————— 1507 MST2/STK3 — s 0——& 491 - (120) st _
Y AlphaK1/ALPK3 - 1 STE20 Family. NinaC Subfamily —16l5 iled-coil 141 € 21-793 (58) LDLa 1 37 (37) Sema 2 445-446 (446)
LRRK Family o e o ol 4052 L. . T ————-0—— | § | CcoR 2 QLLLiciiiiin 369-401(385) LIM 4 ¢ 52-55 (54) SH2 30 msm 76106 (86)
LRRK1 AR D SE—- g S SIS [ T - e D 00— 341 cvee 5 195-196  (196) LRR 24 » 19-25 (23) SH3 29 © 53:68 (59)
R Ll bbbl R —O—d . .
) ] P e e e e R e h AlphaK3/ALPKI Q- 1244 STE20 Family, PAKA Subfamily DCX 4 Eow 84-92 (88) LRRCT 3 45:49 (47) signal_peptide 78 16-56 (26)
MLK Family, HH498 Subfamily - Sy ——wr N =W W—W— 2527 poy PAKI Lt T i = 45 DEATH 6 wnu 76:97 (86) LRRNT 2 2835 (32) SPEC 4 107-108 (108)
HH498/TNNI3K ———@-A-A-A-A-A-A-A-A-A-A—ISHIED——— 93 6 - A vl 1 rler 1271 PAK2 o sy 5 ., DnaJ 1 ol 62 (62) LY 3 > 39-43 (41) SerThrKinase 399 < NESHLND 192-574 (270)
MLK Family, ILK Subfamily BRD Family PAK3 — e 559 DSRM 2 66-67 (67) MAM 1 157 (157) SWIM 1 8 29 (29)
=y i _,A,A,A_-‘ 15 BRD2 —a I e @G 801 STE20 Family, PAKB Subfamily EGF €] 26-37 (33) MIT 4 aw 29-79 (54) TBC 1 212 (212)
MLK Family, LZK Subfamily o A | g ot am 7ok 2 o ammb- - o EPH_Ibd 14 GEESD 196-233 (177) MYSc 2 —— RIS ) TIG - 83-95 (90)
DLK/MAP3K12 — & 859 i o - PAK5/PAK? —— | o719 Extensin_2 2 el | 357-401(379) NUC194 | CETENNNED 398 (398) TMD 82 18-24 (23)
LZK/MAP3K13 — G- ®——————————————— 966 PG o ammi FA58C 2 GuE» 137-157 (147) PAS 2 = 68 (68) TPR_1 1 R 34 (34)
MLK Family, MLK Subfamily g [ s - < if i FAST_Leu-rich 1 168 2 : -
FAST Famlly STE20 Family, SLK Subfamily = (168) PB1 5 80-84 (81) tRNA-synt_2b 1 s 165 (165)
JL KL QRE 3K 9 e log i o e ST I S N I S R ™ W P FAT 5 GEEEEEEEEED 324-450 (385) PBD 9 © 14-74 (48) TUDOR 1 59 (59)
MLK2/MAP3K10 s 954 S i | G ' BEREE-G-B0—255 FATC 6 @ 28:33 (32) PDZ 7 @ 76-89 (81) TyrKinase 93 | da 246-359 (269)
MLK3/MAP3KII —o-amsinp-0— 111N g, . 1y les STE20 Family. STLK Subfamily FCH 2 - 92:-94 (93) PH 24 @ 90-130 (121) UBA 2 ® 38-45 (40)
MLK4 —- s 1036 [ ST | e 43 FHA 1 uEw 64 (64) PHD a 44:62 (49) UME 1 | 107 (107)
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