A_ H.sapiens 4EI
H.sapiens 4EHP

H.sapiens 4E3
M.musculus 4EI
X.laevis 4E
A.thaliana 4EI
A.thaliana 4EZ2
A.thaliana 4E3
A.thaliana 1so4E
Z.mays 4E1
O.sativa 4EI
S.cerevisiae 4E
S.pombe 4E1
D.discoideum 4E
T.gondii 4E1
T.gondii 4EZ2
T.gondii 4E3

H.sapiens 4EI
H.sapiens 4EHP
H.sapiens 4E3
M.musculus 4EI
X.laevis 4E
A.thaliana 4EI
A.thaliana 4EZ2
A.thaliana 4E3
A.thaliana 1so04E
Z.mays 4E1
O.sativa 4EI
S.cerevisiae 4E
S.pombe 4E1
D.discoideum 4E
T.gondii 4E1
T.gondii 4EZ2
T.gondii 4E3

33 HYIKHPLOQON
50 GPAEHPLQYN
43 EPGGVPLHSS
33 HYIKHPLONR
29 QYIKHPLONR
56 VPESHPLEHS
61 TQKSHCFEFQONS
61 IQKSHCFQNS
24 --QPHKLERK
39 PPATHPLEHS
48 PAAPHPLEH
33 FDVKHPLNTK
34 FNLKHPLARP
70 NLIKHPLONR
1 -DEPLPLRYV,

LRJFF--KND---KSKT|
TEQY SRRTPGRPTSSQS)!
TEQLD--RSLPGATAAES
LRJF F--KND---KSKT|.
LFF--KND---KSKT|
TEQFD--NPAVKSKQTS[]
TFQIFD--NPSSKSNQV I
TEQFD--NPSSKSNQVI|j
SFRFD--NQSKKG--AA[l
TFQIFD--NPQSKSKQAA]
TEQFD--NPQGKSKQAT(!
TLEYT--KPAVDK-SES|]
TLEIFL--MPPTP—-GLEJ
SLEYD--YQSGKINPEH
HVIEQ - - -VQODDRSREN

155 NVR----- AKGDKIAI‘TTECENREAVTHIGRVYKERLGLPPKIVIGYQSHADTATKSGETTKNRFVV
172 SVR————~ FOEDITISINNKTASDQATTARIRDTLRRVLNLPPNTIMEYKTHTDSIKMPGRLGPQRLLE
167 SVR-—-——- DREDVVQVIINVNASLVGEATVLEKIYELLPHITFKAVEYKPHEEHHAFEGGRGKH-----
155 NVR----- AKGDKIAIfTTECENRDAVTHIGRVYKERLGLPPKIVIGYQSHADTATKSGETTKNRFVV
151 NVR--—--- AKGDKIATIWTTEFENKDAVTHIGRVYKERLGLPAKVVIGYQSHADTATKSGETTKNREVV
176 NIR--——- GKOERISIJNTKNASNEAAQVSIGKOQWKEFLDYNNSIGE---ITHEDAKKLDRNAKNAYTA

181 NFR----- TRGDRISI
181 NFR----- ARGDRISL

TKKAANEEAQLSIGKQWKELLGYNDTIGE---IVHEDAKTLDRDAKRRYTV
TKNAANEEAQLSIGKQWKELLGYNETIGEF---IVHEDAKTLDRDAKRRYTV

143 SVRP---QSKODKLSLITRTKSNEAVLMGIGKKWKEILDVTDKITF---NNHDDSR-—-—---— RSRETV
159 SVR----- GKQERIAIWTKNAANEAAQVSIGKOWKELLDYKDSIGE---IVHDDAKKMDKGLKERYTV
168 SVR-—--—-- GKOERIATIJWTKNAANEAAQISIGKQWKEFLDYKDSIGE---IVHDDAKKMDKGLKNRYTV
155 STR~=~—~ KGGNKFALJITKS-EDKEPLLRIGGKFKQVLKLTDDGHLEFFPH--SSANG-RHPQPSITL
156 NMR----- KGEFYRLAV[ITKSCNNREVLMETIGTRFKQVLNLPRSETIEFSAHEDSSKSGSTRAKTRMSV
191 NSR----- KNGDKISV[ITKTAQDEKATRDVGNCLKKILEIDQTIQY---TPHEDFIRSSKGSKNLYEC
139VDKLSQGRHSCIRIEVUYSELPSREVQDALLKEINKCMATKIDGSVGTLPRADVK —————————————

137 QSK--—--- AKEFVLSL
102 CIR---HHWRKHKIEE]

IIDSCPNAEAQKRIGEKLDQLCRIRGNLSFQFKSFQ-—-——-—-—-—————————
TASLDSGVLAQQEGLLRRLLSQLPGSAGHGVELEFISHREVVQ-—-—-————-
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DLYCFKDKIEPK
DLYCFKDKIEPK

DFHCFKNKIEPK
DFHCFKNKIEPK

SYHLMRGERRPIL,

DYSLEFKDGIEPMI
DYSLFKDGIEPM|
DEYCFKHIIEPK]

EIHLFKAGVEPKJ

DYHVEFRNDVRPE]

LLOLEFRKGCWPLY
NLCEFKNPVKPL|

EDEKNKRGGR

JEDDANKNGG

EEESNAKGGYVY|
EDEKNKRGGR
EDEKNKRGGR

IEDPICANGGK

EDPICANGGK

IEDPICANGGK

EDPECANGGK
EDPICANGGK

JEDPICANGGK

EDEANAKGGK
EDVHNKTGG

WEHESNKRGGK
IEDPRNATGGH
[EFEPS—-GGS
IEHPENIKGGH

LITLNKQ-QRRSDLDRFQYLETLLCLIGESFDDY---SDDVCGAVV 154

LIRLR——==~- KGLASRCENLILAMLGEQFMV----GEEICGAVV 171
KMEVP————— KDSTSTVKELLLATIGEQFTDCAAADDEVIGVSV 166
LITLNKQ-QRRSDLDRFYLETLLCLIGESEDDY---SDDVCGAVV 154
LITLNKQ-QRRNDLDRFQYLETLMCLIGESFDEH---SDDVCGAVV 150
[MT PP == KEKSDKSQLYTLLALIGEQFDH----GDEICGAVV 175
TMEFFP-———- RATLESNQYLNTLLALVGEQFDQ----GDEICGAVL 180
SMMEFP----- KATLECNELNTLLALVGEQFDQ----GDEICGAVL 180
TWVVT--ANRKEALDKGQYLETLMALIGEQFDE----ADEICGVVA 142
TI5CG————= RGKSDTFQYLHTLLAMIGEQFDY----GDEICGAVV 158
TESCG—-—--- RGKSDTMYLHTLLAMIGEQFDY----GDEICGAVV 167
SFQLR--GKG-ADIDELWLRTLLAVIGETIDED---DSQINGVVL 154

FONK--GRGGNALDEM@LTTVLAAIGETLDPT---GQEVMGVVI 155
FVMVKDK-SR---CDNQWT.QSVMACVGETFDS----SDEICGIVY 190
EYRLSFPOMSAGOQIDEYRNNLVLGLIGSTVEG----SDHITGVRL 138
SLRVKKPGCSARTVDGLYETLVLACIGETFEM—-—-—-- PEVVGVVV 136

LRRF---AAKTTVQEMELLLASTVLKDESVG---AVRHCNGIVL 101

elF4G-binding region (S/TVxxF)

PTM residue

DAPI

a-HA

Comiosite

Conserved aromatic residues (8 total)
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