
MIDA_HUMAN (5309) AAEMWQSYLILTAPLSQRLCEELRLILEPTQAAKLKGDYRTGKRLNIRKVIPYIASQFRKDKIWLRRTKPSKRQY
MIDA_YEAST (4629) SRELWHKSEISTADLVSRLGEQLRLILEPTLATKLKGDYKTGKRLNMKRIIPYIASQFRKDKIWLRRTKPSKRQY
MIDA_GIARD (4554) GNHLLLDLIKQTSAAAFSLAERLRIILEPTVTSDLKGDFRTGKKLNLRRIIPFIASEFQKDKIWLRRTKPSKRVY
BCHD_RHOCA ( 306) AGQEQ--IGNRRGRPLPSRKGKLEDDAKIDLVATLRSAAPWQGLRRRQAPAGTERVLLVESSDIHIKRRKEMSDR
BCHD_CHLFL ( 370) -GSRG-TISGQRGRHIRSVPGK-PAQGRLDVIATLRAAAPWQRIRAAEYHPHRRGRIHLRADDLHIKKYRSKAGT
CHLD_ARATH ( 501) GRAKNVIFSEDRGRYIKPMLPK-GPVKRLAVDATLRAAAPYQKLRREKDISG-TRKVFVEKTDMRAKRMARKAGA
ITAM_HUMAN (  75) PIRLQVPVEAVNMSLGLSLAATTSPPQLLACGPTVHQTCSENTYVKGLCFLFGSNLRQQPQKFPEALRGCPQEDS
ITAL_HUMAN (  82) PVTLR-GSNYTSKYLGMTLATDPTDGSILACDPGLSRTCDQNTYLSGLCYLFRQNLQGPMLQGRPGFQECIKGNV
ITA2_HUMAN ( 100) STSIPNVTEKTNMSLGLILTRNMGTGGFLTCGPLWAQQCGNQYYTTGVCSDISPDF-QLSASFSPATQPCP-SLI

                                                                                   
 Structure                                                                                  └

MIDA_HUMAN (5384) QICLAIDDSSSMVDNHTKQLAFESLAVIGNALTLLEVGQIAVCSFGESVKLLHPFHEQFSDYSGSQILRLCKFQQ
MIDA_YEAST (4704) QIMIALDDSKSMSESKCVKLAFDSLCLVSKTLTQLEAGGLSIVKFGENIKEVHSFDQQFSNESGARAFQWFGFQE
MIDA_GIARD (4629) QVLLAVDDSSSMAP--IAKYALQAITLLFNACKFLEVGQLSVFSFGQKFELLLPITDQYNDASLAYAIGSFTFAQ
BCHD_RHOCA ( 379) VLIFAVDASGSAAVARLSEAKGAVELLLGRAYAARDH--VSLITFRGTAAQVLLQPSRSLTQTKRQLQGLPGGG-
BCHD_CHLFL ( 442) LFCFLVDASGSMALHRMRQAKGAVNALLQQAYVHRDQ--VALLAFRGERADLLLPPSQSVELAKRALDVLPTGG-
CHLD_ARATH ( 574) LVIFVVDASGSMALNRMQNAKGAALKLLAESYTSRDQ--VSIIPFRGDAAEVLLPPSRSIAMARNRLERLPCGG-
ITAM_HUMAN ( 150) DIAFLIDGSGSIIPHDFRRMKEFVSTVMEQLK--KSKTLFSLMQYSEEFRIHFTFKEFQNNPNPRSLVKPITQLL
ITAL_HUMAN ( 156) DLVFLFDGSMSLQPDEFQKILDFMKDVMKKLS--NTSYQFAAVQFSTSYKTEFDFSDYVKRKDPDALLKHVKHML
ITA2_HUMAN ( 174) DVVVVCDESNSIYP--WDAVKNFLEKFVQGLDIGPTKTQVGLIQYANNPRVVFNLNTYKTKEEMIVATSQTSQYG
                        ▲ ▲ ▲
 Structure        ──�───┘         └─────�─────┘       └───�───┘              └────�───┘

MIDA_HUMAN (5459) K-KTKIAQFLESVANMFAAAQQLSQNISSETAQLLLVVSDGRGLFLEGKERVLAAVQAARNANIFVIFVV----L
MIDA_YEAST (4779) T-KTDVKKLVAESTKIFERARAMVHN---DQWQLEIVISDG---ICEDHETIQKLVRRARENKIMLVFVI----I
MIDA_GIARD (4702) N-ETRVSDAISIASDYLDSVRFFKG--SDSALQLLLMISDGR---LKEKGGVAREIRKCMGRGQLPVLIV----L
BCHD_RHOCA ( 451) --GTPLASGMEMAMVTAKQARSR------GMTPTIALLTDGRG-NIALDGTANREL----AGEQATK--------
BCHD_CHLFL ( 514) --GTPLAAALLAAYQISEQARSRG-----IFRTTIVLITDGRP-NVPLKADPTMDK----ARRLEQAR------Q
CHLD_ARATH ( 648) --GSPLAHGLTTAVRVGLNAEKSGD----VGRIMIVAITDGRA-NITLKRSTDPESIAPDAPRPTSKELK----D
ITAM_HUMAN ( 223) G-RTHTATGIRKVVRELFNITNGARK---NAFKILVVITDGEKFGDPLGYEDVIPEADREGVIRYVIGV-----G
ITAL_HUMAN ( 229) L-LTNTFGAINYVATEVFREELGARP---DATKVLIIITDGEATDS--GNIDAAKD-----IIRYIIGI-----G
ITA2_HUMAN ( 247) GDLTNTFGAIQYARKYAYSAASGGRR---SATKVMVVVTDGESHDGSM-LKAVIDQCNHDNILRFGIAVLGYLNR
                     ▲                                  ▲▲▲
 Structure           └────�──────┘             └───�───┘        └────�────┘  └──�──┘ └─�─┘

MIDA_HUMAN (5529) DNPSSRDSILDIKVPIFKGPGEMPEIR---SYMEEFPFPYYIILRDVNALPET SDALR WFELVTASDHP*

MIDA_GIARD (4767) D--TDKKSIMDIKSVSFITDSSGKRVRQTSMYLDDFPFQCYALLRHIEDLPE LVAVIKRWIESVSVYNAV*
BCHD_RHOCA ( 505) ----VARAIRASGMPAVIIDTAMRPNP-------ALVDLARTMDAHYIALPRATAHKMADVLGAALEA*
BCHD_CHLFL ( 571) EVQQLAGRLRAAGVGAVVIDTQRSFVSR-----GEAQQLAAWLGGRYVYLPNGRGDQIANAVIAASEEG*
CHLD_ARATH ( 712) EILEVAGKIYKAGMSLLVIDTENKFVST-----GFAKEIARVAQGKYYYLPNASDAVISATTRDALSDLKNS*
ITAM_HUMAN ( 289) DAFRSEKSRQELNTIASKPPRDHVFQVNNFEALKTIQNQLREKIFAIEGTQTGSSSSFEHEMSQEGFSAAITSNG
ITAL_HUMAN ( 288) KHFQTKESQETLHKFASKPASEFVKILDTFEKLKDLFTELQKKIYVIEGTSKQDLTSFNMELSSSGISADLSRGH
ITA2_HUMAN ( 318) NALDTKNLIKEIKAIASIPTERYFFNVSDEAALLEKAGTLGEQIFSIEGTV-QGGDNFQMEMSQVGFSADYSSQN

                                                                                 
 Structure          └────�─────┘   └�─┘└─�─┘        └───�────┘

MIDA_YEAST (4843) DGITSNESILDMSQVNYIPDQYGNPQLKITKYLDTFPFEFYVVVHDISELPEMLSLIL Q FTD ASS*
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