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exon sup XRbm9      AAPGLQADVSLATEAGVPLPGPRGVNTYIPLI
hRbm9           228 ASS-FQADVSLGNDAAVPLSGRGGINTYIPLI 258
                    *:   ****** ::* *** *  *:*******

B

Figure S1

RTA      1                                               MQNE   4
XRbm9    1 MADAVMSDAHLLGFNTRGTKRESDQQLHLGSSGASGAGVKRQRVEPEQQE  50
hRbm9    1                                                 NE   2
                                                           :*

RTA      5 P-------LTPGYHGFPARDSQGNQEPTTTPDAMVQPFTTIPFPPPPQNG  47
XRbm9   51 PGNPMSMPVSQAYQGFAPLNSQGNQEPTATPDTMVQPFAAIPFPPPPQNG 100
hRbm9    3 P-------LTPGYHGFPARDSQGNQEPTTTPDAMVQPFTTIPFPPPPQNG  45
           *       ::  *:**    ********:***:*****::**********

RTA     48 IPTEYGVPHTQDYAGQTGEHNLTLYGSTQAHGEQSSNSPSTQNGSLTTEG  97
XRbm9  101 LSTDYGSQHTQDYATQSTEHGIPLYGGGQSLAEHSAPATSTANASSTTDG 150
hRbm9   46 IPTEYGVPHTQDYAGQTGEHNLTLYGSTQAHGEQSSNSPSTQNGSLTTEG  95
           : *:**  ****** *: **:: ***  *:  *:*: : ** * * **:*

RTA     98 GAQTDGQQSQTQSSENSESKSTPKRLHVSNIPFRFRDPDLRQMFGQFGKI 147
XRbm9  151 -SQTEGQQSQSQNNENSETKASPKRLHVSNIPFRFRDPDLRQMFGQFGKI 199
hRbm9   96 GAQTDGQQSQTQSSENSESKSTPKRLHVSNIPFRFRDPDLRQMFGQFGKI 145
            :**:*****:*  ****:*::****************************

RTA    148 LDVEIIFNERGSKGFGFVTFENSADADRAREKLHGTVVEGRKIEVNNATA 197
XRbm9  200 LDVEIIFNERGSKGFGFVTFETSADADRAREKLHSTVVEGRKIEVNNATA 249
hRbm9  146 LDVEIIFNERGSKGFGFVTFENSADADRAREKLHGTVVEGRKIEVNNATA 195
           *********************:************ ***************

RTA    198 RVMTNKKMVTPYANGWKLSPVVGAVYGPELYAASSFQADVSLGNDAAVPL 247
XRbm9  250 RVMTNKKSVTPYGNGWKLSPVVGAVYGPELYA------------------ 281
hRbm9  196 RVMTNKKMVTPYANGWKLSPVVGAVYGPELYAASSFQADVSLGNDAAVPL 245
           ******* **** *******************                  

RTA    248 SGRGGINTYIPLISLPLVPGFPYPT---AATTAAAFRGAHLRGRGRTVYG 294
XRbm9  282 -----------------VPGFPYPTAAAAATTAAAFRGAHLRGRGRTVYG 314
hRbm9  246 SGRGGINTYIPLI----IPGFPYPT---AATTAAAFRGAHLRGRGRTVYG 288
                            :*******   **********************

RTA    295 AVRAVPPTAIPAYPGVVYQDGFYGADLYGG-----YAAYRYAQPAT---- 335
XRbm9  315 AVRAVPPTAIPTYPGVLYQDGFYGTELYGG-----YAAYRYAQPATA--- 356
hRbm9  289 AVRAVPPTAIPAYPGVVYQDGFYGADLYIESANCFRSNRVDMQPTDMHSL 338
           ***********:****:*******::**        :     **:     

RTA    336 --ATAATAAAAAAAAYSDGYGRVYTADPYHALAPAASYGVGAVASLYRGG 383
XRbm9  357 --ATAATAAAAAAAAYSDGYGRVYTADPYHTLAPATSYGVGAVASLYRGG 404
hRbm9  339 LLQPQPPLLQPLQPLTVTVMAGCTQPTPTMPLPLPLAMELALWRVYTEVA 388
                                      *   *    :  :          

RTA    384 YSRFAPY    389
XRbm9  405 YSRFAPY    411
hRbm9  389 TADLPPTEVT 398
            :   *     
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XRbm9 HA-XRbm9 ΔN

B

Input
IP

IgG
IP

XRbm9

XRbm9

HA

HAInput IgG Rbm9 HA

IP

Input IgG Rbm9

XRbm9
Ag
+
IP

XRbm9

XRbm9

A

IP

 

 



M 

500bp 
400bp 
350bp 
300bp 

220bp 
200bp 

poly(A) tail 

Figure S3

Ab t
0 
no

 Ab 

IgG
 

XGld2
 Ab 

CPEB Ab 

XRBM9 A
b 

400bp 
300bp 

mos 

S22 

1 4 2 3 5 6 



Figure S4
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XGld2 Δ4

NLS CatalyticCentral PAP/25A

XGld2 Δ4    1 MYPNSPSLGRIPLPLPCARQQQTSAYLSKVPVSVAPDLLSPEQFFQASLN  50
XGld2       1 MYPNSPSLGRIPLPLPCARQQQTSAYLSKVPVSVAPDLLSPEQFFQASLN 

XGld2 Δ4   51 IHKNA-------------------------------------------KR  57
XGld2      51 IHKNANLPRLLMNGNVLTVPPLSSPPWSYLNHSPLISPGSPPSSFQNRKR 100

XGld2 Δ4   58 RSDEGNSPYDVKRQRFQSPQEQTVNHQAVPLRGDIRCSYPGSPAFPLLQS 107
XGld2     101 RSDEGNSPYDVKRQRFQSPQEQTVNHQAVPLRGDIRCSYPGSPAFPLLQS 150

XGld2 Δ4  108 PSPPVLKGHSSNSGDCWLYDHIDTTLPVAKDKLSKQILDLFQALQQQVCD 157
XGld2     151 PSPPVLKGHSSNSGDCWLYDHIDTTLPVAKDKLSKQILDLFQALQQQVCD 200

XGld2 Δ4  158 LKKKDICRAELQREIQQIFPQSRLYLVGSSLNGFGIRSSDADLCLVLKEE 207
XGld2     201 LKKKDICRAELQREIQQIFPQSRLYLVGSSLNGFGIRSSDADLCLVLKEE 250

XGld2 Δ4  208 PMNQNTEARHILSLLHKHFYTRLSYIERPQFIRAKVPIVKFRDKVSGAEF 257
XGld2     251 PMNQNTEARHILSLLHKHFYTRLSYIERPQFIRAKVPIVKFRDKVSGAEF 300

XGld2 Δ4  258 DLNVNNVVGIRNTFLLRTYAYLDKRVRPLVLVIKKWANHHGINDASRGTL 307
XGld2     301 DLNVNNVVGIRNTFLLRTYAYLDKRVRPLVLVIKKWANHHGINDASRGTL 350

XGld2 Δ4  308 SSYTIVLMVLHYLQTLPEPILPSLQKKYPECFDRTMQLHLVHQAPRNIPQ 357
XGld2     351 SSYTIVLMVLHYLQTLPEPILPSLQKKYPECFDRTMQLHLVHQAPRNIPQ 400

XGld2 Δ4  358 FLSKNETPLGDLLLGFLKYFAVEFDWSKDIISLREAKALPRTDDYEWRNK 407
XGld2     401 FLSKNETPLGDLLLGFLKYFAVEFDWSKDIISLREAKALPRTDDYEWRNK 450

XGld2 Δ4  408 YICVEEPFDGSNTARAVYEKQKFDLIRAEFLKAWVALRDNRDLYSLLPVK 457
XGld2     451 YICVEEPFDGSNTARAVYEKQKFDLIRAEFLKAWVALRDNRDLYSLLPVK 500

XGld2 Δ4  458 GIMKKMHSL 466
XGld2     501 GIMKKMHSL 509
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