
Organism Name Sequence pCR-Blunt pnEAvH pnEA-vH pGEX-NB pDONR207TM 
Homo sapiens 

      
 

HsPRMT7_5_NdeI GATCGACcatatgAAAATCTTCTGCAGTCGG 
 

X X X X 

 
HsPRMT7_3_BglII GAGCagatctGTCTGGGGTATCTGCATGCC 

 
X X X 

 
 

HsPRMT7_3_stop_BglII GAGCagatctTCAGTCTGGGGTATCTGCATG 
    

X 
Mus musculus 

      
 

MmPRMT7_5_NdeI catatgAAGGTCTTCTGTGGCCG X 
    

 
MmPRMT7_3_BglII agatctGCTCAAGGTGTCTGCAAG X 

    
 

MmPRMT7_3_stop_BglII agatctTCAGCTCAAGGTGTCTG X 
    Arabidopsis thaliana 

      
 

AtPRMT7_5_NdeI GATCGATcatatgTCGCCTCTGTCTTCTC 
 

X X X X 

 
AtPRMT7_3_BamHI GGTCggatccAGAAATAGTATGAGTGACG 

 
X X X 

 
 

AtPRMT7_3_stop_BamHI GGTCggatccTCAAGAAATAGTATGAGTGAC 
    

X 
Danio rerio 

      
 

DrPRMT7_5_NdeI GATCGATcatatgAAGACGTTTTGCGGTC 
 

X X X X 

 
DrPRMT7_3_BamHI GAggatccAGATTCAGTGATGGAGAAGTC 

 
X X X 

 
 

DrPRMT7_3_stop_BamHI GAggatccTCAAGATTCAGTGATGGAGAAG 
    

X 

      
 

XlPRMT7_5_NdeI GAGCGATcatatgAAGGTATTTTGCGGTC 
 

X X X X 

 
XlPRMT7_3_BglII GAGCagatctAAAGTCTGGTTCAAAGCAC 

 
X X X 

 
 

XlPRMT7_3_stop_BglII GAGCagatctCTAAAAGTCTGGTTCAAAGC 
    

X 
 

 

species with a two letters code, the extremity of the gene to which it is complementary (either 5’ or 3’ end), the presence of the stop codon and the restriction 
site used. In the sequence the nucleotides from the restriction site are lowercased. 

 

Xenopus laevis 

Supplementary Table S1 Pairs of oligonucleotides used for cloning PRMT7 genes in the different target vectors. The oligonucleotide names include the 



HsPRMT7_dom1    1          P                                  D                           LMKIF  RAN TTGSV WLEE E      D   EIARS YADML  K RNVKYYQGI AAV       Q   V DIGTGTG    CS         E    D HY.... YHQ     S     H  D         R   SRVKDRG KAL
MmPRMT7_dom1    1          P                                  D                           LMKVF  RAN TTGSL WLEE E      D   EIARS YADML  K RNIKYYQGI AAV       Q   V DIGTGTG    CG         E    D HY.... YHQ     S     H  D         R   SRVKDRG KAL
XlPRMT7_dom1    1          P                                  D                           LMKVF  RVN TTGAM WVEE E      D   EIARS YADML  K RNEKYYQGI AAV       Q   V DIGTGTG    CG         D    D HY.... YHQ     S     H  D         C   RRVKQRG EAV
DrPRMT7_dom1    1          P                                  D                           LMKTF  RAN TTGAL WVEE E      D   EIARS YADML  K RNEKYYEGI AAV       E   V DIGTGTG    CG         D    S EY.... YHQ     C     H  D         R   RRVKARG RPV
AtPRMT7_dom1    1          P                                  D                           LQRVF  RQD LTGNS WIVI D      S   LLATT YLDML  S RNIAYRLAI KTI       E   V DIGAGTG    QL         E    E NDQPGT TDG     S     N  R         E   ......T PCH
HsPRMT7_dom2  363          P                                  D                           L               AHLL    R               FGE   Q RT    QALRTVL          VC  VSDGS ......... VCDCQ    WNRP ...............   IN  D  DRYV       KPD......S   C     .
MmPRMT7_dom2  363          P                                  D                           L               AHLL    R               FGE   Q RT    QALRTVL          VC  VSDGS ......... VCDCQ    WNRP ...............   IN  D  DHYA       LPG......S   C     .
XlPRMT7_dom2  358          P                                  D                           L               AHIT    R               FGE   R RT    EALKKVV          TC  VSDGS ......... TCHCG    WNRA ...............   LN  H  QQYF       TPS......S   C     .
DrPRMT7_dom2  358          P                                  D                           L               AHLV    R               FGE   E RT    SALRSIL          VC  VSDGS ......... CCTCQ    WTRP ...............   LN  Q  ESYV       KPD......S   S     .
AtPRMT7_dom2  400          P                                  D                           L               LHLT    R               VAI   S YR    EATRKAL          QC  IDDSL ......... LSTGD    LPPE ...............   YG  I  QSLF       QGK....SYP   V     .

HsPRMT7_dom1   77 LL   A                                 N  SMM VTA A        A EVFKPMA   AAV IV K G S  KIKVINK S EVTVG   DM  RANILVTELFDT          G ....DFCY I       ..D   K  E   F .D       H T     PEG  PC            .
MmPRMT7_dom1   77 LL   A                                 N  SMM VTA A        A EVFKPMA   AAV IV R G S  KIKVINK S EVTVG   DL  RANILITELFDT          G ....DFCY I       ..E   K  E   F .D       H T     PDG  PC            .
XlPRMT7_dom1   77 LL   A                                 N  SMM VTA A        A EVFKPMS   AAV IV A G S  KIKVINK S EVTVG   DM  KANILITELFDT          G ....DCCY I       ..D   Q  K   F .D       H T     PDG  KT            .
DrPRMT7_dom1   77 LL   A                                 N  SMM VTA A        A EVFKPMA   AAS IV R G S  KIKIINK S EVTVG   DM  RANILVTELFDT          G ....DFCY I       ..Q   C  E   F .D       H T     PDG  QE            .
AtPRMT7_dom1   75 LL   A                                 N  SMM VRA R        A ESYLPMV   LMR VM K G T  NINLINK S ELKVG   DI  RADVLVSEILDS          M GDSKGMVT C       ..K   K  H   M .K       R D     SE.  AS            .
HsPRMT7_dom2  413 LL   A                                 N   V    LGV    EQVFTVE S  S      RKI  A  L  D IN I  R    LT E     KVSLLLGEPFFT  S L HH   ....       S AA H..KLL   FK  H E. K  I EK P.EL  N DLQGR            T.
MmPRMT7_dom2  413 LL   A                                 N   M    LGA    EQVFTVE S  S      KRI  V  L  D IS I  R    LT A     KVSLLLGEPFFT  S L HH   ....       S VA Y..RLM   FK  H E. K  V NK P.EL  A DLEGK            T.
XlPRMT7_dom2  408 LL   A                                 N   V    LGA    KQIYTLE S  A      KKL  V  L  E IQ L  S    LI A     KISTLIGEPFFT  P L HS   ....       S SI Q..HLM   FQ  H G. K  V HK A.DS  T DFEDR            T.
DrPRMT7_dom2  408 LL   A                                 N   V    LGS    KKVFSLE S  A      EQV  T  L  D VQ L  R    LS A     QISVLMGEPYFS  P F HL   ....       S GM K..QVI   LH  S K. G  L GI A.EQ  L DLDGN            T.
AtPRMT7_dom2  452 LL   A                                 N   L    ISN    SRVLSLS G  E      EAI  S  F  D FE F  R    NL K     KIDLLIGEPYYS  P M LH   ...R       P LQ NAARYF   AD  G SK R  Y .. DGKT  A AYPG.            GL

HsPRMT7_dom1  149                              P ELIGEG  ALPS EHA   LVE   EAV  RATVY QLVES  M S N L  I V        I     VES  GA SV.      ..    Y   HRH   ENC    H     A     GR W W K FP H QTSLGEQV VPPVD   CP  P
MmPRMT7_dom1  149                              P ELIGEG  ALPS EHA   LVQ   EAV  RATVY QLVES  M S N L  V V        I     LER  GA SV.      ..    Y   HKH   EDC    H     A     RR W W K FP R RTSLGEQV VPPSE   CP  P
XlPRMT7_dom1  149                              P ELIGEG  ALPS EHA   LMQ   EAV  RATVF QLVES  L S N L  L L        I     LET  GA SV.      ..    Y   QHN   ETW    H     A     TR W W K FP N ET....GD KPHPE   CP  P
DrPRMT7_dom1  149                              P ELIGEG  ALPS EHA   LVQ   EAV  RATIY QLVES  L K A M  I V        L     VQE  GA SV.      ..    Y   HMH   TGC    H     A     DM W W Q RP D DG....HR MPPGA   CA  P
AtPRMT7_dom1  150                              P ELLGEG  LIPS QHA   LLV   KTV  RATTY QLVES  L N Q L  N A        L     LES  GI SQ.      ..    L   HDM   DNP    Y     C     TF C L D RN E KTSDGVR. V.PPG   LF  K
HsPRMT7_dom2  484                              P S LPW NL FW  RTAV Q L     VM  AASL   VV F DLWRIR       G  EGFD   MD MI    DF ES. L   H  Y  YV    D H GPGAM   Q    HAV  E R      SP....C DC    VHI  D  KRAL  R
MmPRMT7_dom2  484                              P S LPW NL FW  RTSV Q L     VM  AASL   IV F DLWRIR       G  EGFD   MD MI    DF ES. L   H  Y  YV    D H APGAV   Q    HAV  E R      SP....C DC    VHI  D  KHSL  R
XlPRMT7_dom2  479                              P N LPW NL FW  RTAL T L     VL  SASL   AV F DLWRIR       G  EGFD   MD MI    NF ES. L   H  Y  YS    S N AKDCT   L    HVV  E K      SP....C MC    VSI  K  KNSL  R
DrPRMT7_dom2  479                              P S LPW SL FW  RTAV Q L     IL  AATL   AV F DLWRIR       G  EGFD   MD MI    DF ES. L   H  F  YC    A L QPDAT   R    YAV  E Q      FP....C TC    VSP  E  QRSL  R
AtPRMT7_dom2  526                              P N LPW NL FW  RTLL S L     VM  KGVL   AM L DLWKSR       G  EGFD   VN TL    DL SGE G   Q  R  KD    D V SEDAV   Y    RGC  Y P      CC....L SV    HTL  T  GGCG  P

HsPRMT7_dom1  226                              F                    G       W  IQ NQV    FT   VLS     FSID     SSS     R F   T  RA VVLS W I MD EG I  TMAP WCD  L   SPAD  ...   DVLPM     SKQV   AACHS R EPL S   Q      D E  P  K KC    F AH
MmPRMT7_dom1  226                              F                    G       W  IQ NQV    FT   VLS     FSVD     SSS     R F   A  QA VVLS W I MD EG I  TMAP WCD  L   SPAD  ...   DVLPM     SKQV   AACHS Q VPL S   Q      D E  P  K KC    F AQ
XlPRMT7_dom1  222                              F                    G       W  IQ SQL    FK   ILS     FRVD     SSA     V F   A  AA VVLS W I MD DG I  TMQP WCD  L   NPRD  ...   EVLCV     SCQV   PTSHP H TSL S   Q      E D  P  S TC    S MY
DrPRMT7_dom1  222                              F                    G       W  IQ SQV    FT   AIS     FSVD     SSA     V F   T  RA VVLS W I MD EG I  TMAP WCD  L   PTDA  ...   PVCTM     SKPV   AQSYT R KSQ G   Q      D D  P  N VC    S SY
AtPRMT7_dom1  225                              F                    G       W  SM VDA    IK   LLS     FEFD     ESN     V I   T  SV AIIS W L LD EG I  STAP WQY  H   IEKE  ...   EPVKI     WKRP   G.ELD H EAK T   H      V Q  S  T FY    R ID
HsPRMT7_dom2  559                              F                    G       W EA   PL E  C    SLSE   ILTFD QQ V         TV  R   Q HAAVL M   L    TLS GR  EPH  W YP R...    PWQ        P PLQPLCAEG  EL RP  S       EYH TPEC   T LLEPADP
MmPRMT7_dom2  559                              F                    G       W EA   PL E  C    SLSK   ILTFD QQ I         TM  T   K HGAVL M   L    TIS GR  EPH  W YP R...    PQE        P PQQPMQSKG  EL RP  S       EYQ TPDS   T LINPAED
XlPRMT7_dom2  554                              F                    G       W EA   PL E  C    ALSE   VMTFN TE V         SL  V   Q HGAVL M   L    TVS GQ  EPH  W YP R...    PIQ        P PTEEIRASG  NL RS  C       VYE TKEI   T LIGISEE
DrPRMT7_dom2  554                              F                    G       W EA   PL E  C    ALTK   VMTFD TQ V         AV  T   R HGVAL M   L    SVS GW  EPH  W YP R...    PCP        C PEQPISSDG  PF GR  C       EYQ TDDI   M LTKAVSQ
AtPRMT7_dom2  602                              F                    G       W DS   PF I  C    ILSK   VMEFD SK I         QI  I   V HGIAL M   M    STV SK  PCL  F WQ GETK    EFT        P T.GPCSGEV  EF KP  C       DWV DEEN   I .....TG

HsPRMT7_dom1  303          W     Q VS     E    DHW     FLP E   VVQGS   L A      V YSLQ TS DP..E MQ R   M C Y   Q E.P     ALY V HHDDYC W    R  PEKNERVRQMR.
MmPRMT7_dom1  303          W     Q VT     E    DHW     FLP E   VVQGS   L A      V YSLQ TS DP..Q LQ R   M C Y   Q E.P     PRC V HHDDYC W    R  PDENDSAYQVR.
XlPRMT7_dom1  299          W     Q VE     S    DHW     FLP E   VTQGE   L A      V YSLN SS TQ..Q VP R   M C Y   K C.S     VCC T HQDDYC W    K  A.ENDPVCRER.
DrPRMT7_dom1  299          W     Q VA     A    DHW     FLP E   VSEGE   L V      L YSLT SE DP..H YP R   M S Y   A E.N     ELM M SHDDYS W    H  Q.NDVRVAPFR.
AtPRMT7_dom1  301          W     Q VS     V    DHW     FTP T   ISKGE   L A      I YNLK TQ NSEIG RD C   K C W   G GVS     KVH H SHTCTN L    K  SLTHER..THF.
HsPRMT7_dom2  636          W     Q V              K    F             G R VS    AV F   T DI M  REGG....CC NPHC  A Y FSPAPDPR.ALLG P T  ...Y  E HPD G  I EF HADTPD
MmPRMT7_dom2  636          W     Q V              K    F             G R VS    VV F   T DI M  RKGD....CC NPHC  A Y LSTTLDLR.VPLN P S  ...Y  E HPL G  T EF LADTLS
XlPRMT7_dom2  631          W     Q V              K    F             S S VS    SV F   E DI M  EMGE....CQ YPHR  G Y FSSILNPQTIPAQ P S  ...Y  T IPK G  R CF PDF...
DrPRMT7_dom2  631          W     Q V              K    F             G E LS    SL F   S DI M  SEGA....CE NPHR  G F FRSAKET...SGD R D  ...Y  T EPH G  K DF ITES..
AtPRMT7_dom2  676          W     Q V              K    L             G S SI    SL L   S EL V  TPDD....KY ....  G K LGKPVT...VRME P S  GIQA  D SSN .  I TH I....S

DVGxGxG

SExMGxx

     xxLxxExM

THWxQ

tic cores. The four signature sequences are localized and the consensus written below. Abbreviations are as 
follow: Hs/Homo sapiens, Mm/Mus musculus, Xl/Xenopus leavis, Dr/Danio rerio, and At/Arabidopsis thaliana. 
The alignment was drawn with Espript (Gouet et al., 1999).

been aligned with T-coffee (Notredame et al., 2000). The full sequences were firts aligned to delineate the cataly-
Supplementary Figure S1 Alignment of the cloned PRMT7 domains. Five PRMT7 domain sequences have 
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