IM-Lmj-Uzbl/1-722
2o6ch/1-722
27ch=-Lmj-Uzb2/1-722
29Ch/1-722
LRVZ=Lae=303/1-714
LRVZ=-lae-327/1-714
LRVZ2-Lae-L484/1-714
LRV1-Lgb0691/1-742
LRVI_ME200/1-742
LRV1-LbrLEM2780(b)/1-742
LRV1-LbrlEM3874/1-742
LRV1-LgyM4147/1-742
LRV1-Lg2001/1-742
LRV1=1/1-741
BjualRV4/1-757
EmaslLRV3/1-741
BwenlRV3/1-733

E6y83_A

by&3_B

Conservation

IM-Lmj-Uzbl/1-722
26ch/1-722
27ch=-Lmj-Uzbd/1-722
29Ch/1=-722
LRV2-Lae-303/1-714
LRVZ2=Lae=327/1-714
LRVZ=Lae-L494/]1-7]14
LRV1-Lgb06381/1-742
LRV1 Me200/1-742
LRV 1-LbrLEM2780(b)/1- 742
LRV1-LbrlEM3874/1-742
LRV1-LgyM4147/1-742
LRV1-Lg2001/1-742
LRV1-1/1-741
BjualRV4/1-757
BmasLRV3/1-741
BwenlRV3/1-733

6yB3_A

6y83_B

Conservation

IM-Lmj-Uzbl/1-722
26ch/1-722
27ch-Lmj-Uzb2/1-722
29Ch/1-722
LRVZ=lae-303/1-714
LRV2-Lae-327/1-714
LRVZ=Lae-L494/1-714
LRV1-Lgb06%91/1-742
LRVI_M&e200/1-742
LRV1=LbrlEM 2 780(b)/1=742
LRV1-LbrLEM3874/1-742
LRVi-LgyM414//1-742
LRV1-Lg2001/1-742
LRV1-1/1-741
BjualRV4,/1-757
BmasiRV3/1=-741]
BwenlRV3/1-733

ByB3 A

by83_B

Conservation

IM-Lmj-Uzbl/1-722
2bch/1-722
27ch-Lmj-Uzb2/1-722
29Ch/1-722
LRVZ2-Lae-303/1-714
LRVZ=lae=-327/1-714
LRVZ2-Lae-L494/1-714
LRV1-Lg60691/1-742
LRV1_ME200/1-742
LRV1=-LbrLEM2780(b)/1-742
LRV1=LbrlEM3874/1-742
LRV1-LgyM4147/1-742
LRV1-Lg2001/1-742
LRV1-1/1-741
BjualRV4/1-757
BmaslRV3/1-741
BwenlRV3/1-733

E6y83_A

by&3_B

Conservation

IM-Lmj-Uzbl/1-722
26ch/1-722
Z2ich=-Lmj=-Uzbs/1-722
29Ch/1-722
LRV2-Lae-303/1-714
LRVZ2=Lae-327/1-714
LRVZ=lae-L494/]1-714
LRVi1-Lgb0621/1-742
LRV1 M6200/1-742
LRV1-LbrLEM2780¢b)/1-742
LRVI1=-LbrlEM3874/1-742
LRV 1-LgyM4147/1-742
LRV1-Lg2001/1-742
LRV1-1/1-741
BjualRvV4/1-757
BmasLRV3/1-741
BwenlRV3/1-733

ByB3_A

6y83_B

Conservation

IM=-Lmj=-Uzbl/1-722
2b6ch/1-722
27ch-Lmj-Uzb2/1-722
29Ch/1-722
LRVZ2=Lae-303/1-714
LRVZ2-Lae-327/1-714
LRVZ=Lae-L494/1-714
LRV1-Lgb0691/1-742
LRVI_Me200/1-742
LRV1=LbrLEM2780(b)/1=742
LRV1-LbrLEM3874/1-742
LRVi=-LgyM4147/1-742
LRV1-Lg2001/1-742
LRV1-1/1-741
BjualRV4/1-757
BmaslRV3/1-741]
BwenlRV3/1-733

oy83_A

Gy83_B

Conservation
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AMQAC
AMQAC
AMQAC

LEGMQAC
LPGMQAC
LEGMQAC

LAATNTL
LAATNSL
FAATNSL
FAATNSL
LAATNSL
LAATNTL

LAATNSL

vEsCcBBvVLSIAS
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583 v TVSVNA
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586 NTET

586 NTRET
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3-fold *
ILLTNSTN SYQA
ILLTNSTN SYQA
ILLTNSTN SYQA

I LLTNSTN
I LLTNST
I LLTNST
ILLTNST

6137

YVAVATAGLV
VAVATAGLVHLS
VAVATAGLY
YVAVATAGLV
VAVATAGLY
VIVATAGLYV
VIVATAGLY
VILATAALY
VVLATAALYV
VILATAALY
VILATAALY
YVILATAALV
VILATAALY
VILATAALY
ITLATAGBLVAVS
TAVATAALVHLS
VAVATAGLY

b owlle B0 O ) el sl |

VYTAVLNYCSTV
VYTAVLNYCSTYV
VYTAVLNYCSTYV
VYTAVLNYCSTYV
VYTAVLNY
VYTAALNY
VYTAALNY
VNYCST
LNYCST

VNYCST
VNYCST
LNYCST
VNYCST
INYCST

AMmRNA-binding

SYQATTNV ASHvS | -SASF Y IVV F ABACMARYCLTIE 134
SYQATTNV r | - SASF Y IVV F AGACMAHYCLTIG 134
SYQATTNV | - SASF 't IVV F AGACMAHYCLTIG 134
SYQATTNV | - SASF Y IVV F AGACMAHYCLTIG 134
STTRQAYQATVNV Y IVV F AGACMAHYCLTIG 126
STVRQAYQATVNV Y IVV F AGACMAHYCLTIG 126
STIRQAYQATVNV Y IVV F AGACMAHYCLTIG 126
L VSSALAANTRHAFVNYVLAMLRHAGAC I AHY CMTG 136

L VSSSLAANTRHFVNVLAMLRHAGAC I AHYCMTE 136

L VSSALAANTQHFVNVLAMLRHAGAC I AHY CMTG 136

L VSSALAANTEHFVNVLAMLRHAGAC | AHYCMTG 136

L VSSSLAANTQHFVNVLAMLRHAGAC I AHYCMTG 136

L VSSALAANTOQHFVNVLAMLRHAGAC I AHY CMTG 136

L VSSALAANTQHFVNVLAMLRHAGAC | AHYCMTG 136

L SEVR I TEsFEAQVBFSSMLYHAGRC LMWY SMTQ 140

Ig L | ITNTEGRYP INVLAL IEQAGAAMA chrija?

L ANVTV FNANFLALLRHAGACMAHYSLTE 137

744545 5839654 534246 BES5 ST 7 444733435613 7-5377287426262 3467 6546357353543 6873
mRNA—hlndln
MBINIFNCIYLLAAACEBCNIVF VILT NTIIYLLHLQSN LEATVITVVARS 283
MBINIFNCIYLLAAACEBCNIVEF VILT NTIIYLLHLQSN LETVITVVAHRS 283
MBINIFNCIYLLAAACEBCNIVF VILT NTIIYLLRLQSN LEATVITVVARS 283
MBI INIFNCIYLLAAACECNIVF VILT NTIIYLLELQSN LEHATVVTVVAHS 283
M IHIFHCITLLIAAC SNIVF VVLT NTIIYLLHLQSN IHSVVTVVAHS 275
MEBINIFNCIYLLAAACESNIIF VILT NTIIYLLHLQSN LEASVMTVVARS 275
MBINIFNCIYLLAAACESNIIF VILT NTIIYLLHLQSN LHSVMTVVAHS 275
IFNMLYLLGCACBAS | AMBNI SNTS A VTIFYMLGLM LEASVTTVIARS 285
| FNMLY LLGCACBAS | AMBNI SNTS A VTIFYMLSLM LEHSVTTVIAHS T 285
I FNTLYLLECACBASVAMBNI SNTS A ITIF?HLILH LEHSVTTVIAHS T 285
I FNTLYLLGCACBAS | AMBNI SNTS A VTIFYMLGLM Y LHSVTTVIAHS T 285
| FNMLYLLEGCACBAS | AMBNI SNTS A VTIFYMLSLM Y LHSVTTVIAHS T 285
IFNMLY LLGCACBAS | AMBNI SNTS A VTIFYMLGLM C LAEASVTTVIARS T 285
I FNVLYLLGCACBAS | AMBNI ANTS A VTIFYMLGLMEBSCGY LHSVTTVIAHRS T 285
LLYBTLLMLGVAAEANIVLGTVVLNQGTL LAVEYLLALSSLCGY LHS IATVVEHT M 292
IYNVVYLL EﬁCSElIhL NVLVI Q HTIFYLL.LM AAGA IASLALTAGL VYTIV 5 M 286
YNVVYLLGCATNCT | AMBNVLS I NTIFYLLSLMBYVCGA AALALTSGLEASVYTVY S M 286
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NLCTF AFNIV--ACSA
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NLCTF AFNVV--ACGT
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3-fold

ﬂ b ]

TL FSTGLF LTTFTNVEF 582
TL FSTGLF LTTFTNVEF 582
TL FSTGLF LTTFTNVEF 582
TL FSTGLF LTTFTNVEF 582
TL FSTGIY LTSFTNV 574
TL FSTGIF LTSFTNV 574
TL F5T LTSFTNV 574

SL STSC LTSYTAVCYV 585

TL STSC LTSYTAVCV I L 585

STSC LTSYTAVCYV QAL 585
SL STSC LTSYTAVCYV I L 585
TL STSC LTSYTAVCY I L 585

STSC LTSYTAVCYV 585
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% residues outlining pores
A  mRNA binding
# mRNA decapping



