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Table S1. Crystallography   Data collection and refinement statistics of PRMT6-compound 4 
(MS117) complex 

 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 

Table 1. Data collection and refinement statistics 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 

*Values in parentheses are for highest-resolution shell. 
 

 
 

PRMT6_MS117 
(PDB 6P7I) 

Data collection  
Space group P 21 
Cell dimensions    
    a, b, c (Å) 78.09, 135.13, 83.21 
    a, b, g  (°)  90.00, 98.01, 90.00 
Resolution (Å) 50.0-2.00 (2.03-2.00)*  
Rsym or Rmerge 0.093 (0.927) 
I / sI 26.6 (1.7) 
Completeness (%) 99.9 (98.0) 
Redundancy 7.0 (5.9) 
  
Refinement  
Resolution (Å) 50.00-2.00 
No. reflections 111464 
Rwork / Rfree 0.184/0.222 
No. atoms  
    Protein 10666 
    Inhibitor MS117 106 
    SAH 104 
    Water 767 
B-factors 25.3 
    Protein 36.0 
    Inhibitor MS117 33.7 
    SAH 27.2 
    Water 41.6 
R.m.s. deviations  
    Bond lengths (Å) 0.010 
    Bond angles (°) 1.422 
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Table S2. Selectivity of compound 4 against 33 methyltransferases 
 

 
  

10µM 50µM
PRMT6 2 1
PRMT1 3 2
PRMT3 7 2
PRMT4 9 2
PRMT5 102 69
PRMT7 95 12
PRMT8 4 2
PRMT9 108 90
G9a 94 85
GLP 88 80

SUV39H1 81 5
SUV39H2 87 59
SETDB1 108 93
PRDM9 91 71
SETD7 89 10
SETD8 101 101
MLL1 96 92
MLL3 100 100

SUV420H1 107 77
SUV420H2 100 77

PRC2 85 52
SETD2 93 81
SMYD2 92 90
SMYD3 101 96
BCDIN3D 100 100
DNMT1 94 94

DNMT3A/3L 65 30
DNMT3B/3L 105 53

NSD1 109 105
NSD2 116 117
NSD3 122 120
Ash1L 103 99
DOT1L 95 103

Mtases MS117	(Activity	%)
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CLUSTAL O(1.2.4) multiple sequence alignment 
 
SP|Q96LA8|PRMT6_HUMAN  ------------------------------------------------------------ 
SP|Q99873|PRMT1_HUMAN  ------------------------------------------------------------ 
SP|P55345|PRMT2_HUMAN  --------------------------M--ATS---------------------------- 4 
SP|O60678|PRMT3_HUMAN  MC----SLASGATGGRGAVENEE-DLPELSDSGDEAAWEDED--------------DADL 41 
SP|Q86X55|CARM1_HUMAN  MAAAAAAVGPGAG-GAGSA------VP--GGA---------------------------- 23 
SP|O14744|PRMT5_HUMAN  MA---AMAVGGAGGSRVSSGRDLNCVPEIADTLGAVAKQGFDFLCMPVFHPRFKREFIQE 57 
SP|Q9NVM4|PRMT7_HUMAN  ------------------------------------------------------------ 
SP|Q9NR22|PRMT8_HUMAN  ------------------------------------------------------------ 
SP|Q6P2P2|PRMT9_HUMAN  MSNSRPRSRRDAGGGAGAAGRDE-LVSRSL------------------------------ 29 
                                                                                   
 
SP|Q96LA8|PRMT6_HUMAN  ------------------------------------------------------------ 
SP|Q99873|PRMT1_HUMAN  ------------------------------------------------------------ 
SP|P55345|PRMT2_HUMAN  ------GDCPRSE-----------------------SQGEEPAECSEAG-LLQEG---VQ 31 
SP|O60678|PRMT3_HUMAN  PHGKQQTPCLFCN-----RLFT--------------SAEETFSHCKSEHQFNIDSMVHKH 82 
SP|Q86X55|CARM1_HUMAN  ------GPCATVSVFPGARLLT---IG--------DANGEIQRHAEQQA-LRLEV---RA 62 
SP|O14744|PRMT5_HUMAN  PAKNRPGPQTRSDLLLSGRDWNTLIVGKLSPWIRPDSKVEKIRRNSEAA-M-------LQ 109 
SP|Q9NVM4|PRMT7_HUMAN  ------------------------------------------------------------ 
SP|Q9NR22|PRMT8_HUMAN  ------------------------------------------------------------ 
SP|Q6P2P2|PRMT9_HUMAN  ---------------------------------------QSAEHCLGVQ---------DF 41 
                                                                                   
 
SP|Q96LA8|PRMT6_HUMAN  ------------------------------------------------------------ 
SP|Q99873|PRMT1_HUMAN  ------------------------------------------------------------ 
SP|P55345|PRMT2_HUMAN  PEEFVAI----------------------------------------------------- 38 
SP|O60678|PRMT3_HUMAN  GLEFYGYIKLINFIR-LKNPTVEY---------MNSIYNPVPWEKEEYL-KPVLEDDLLL 131 
SP|Q86X55|CARM1_HUMAN  GPDSAGI----------------------------------------------------- 69 
SP|O14744|PRMT5_HUMAN  ELNFGAYLGLPAFLLPLNQEDNTNLARVLTNHIHTGHHSSMFWMRVPLVAPEDLRDDIIE 169 
SP|Q9NVM4|PRMT7_HUMAN  ------------------------------------------------------------ 
SP|Q9NR22|PRMT8_HUMAN  ------------------------------------------------------------ 
SP|Q6P2P2|PRMT9_HUMAN  GTAYAHYLLVLSLAPELKHDVK-----------ETFQYTLFRWAEELDA-LSRIQD-LL- 87 
                                                                                   
 
SP|Q96LA8|PRMT6_HUMAN  ------------------------------------------------------------ 
SP|Q99873|PRMT1_HUMAN  --------------------MAAAEAANCIMENFV-----------ATLANGMSLQPP-- 27 
SP|P55345|PRMT2_HUMAN  -------ADYAAT-----------DETQLSFL----------------------RGEK-- 56 
SP|O60678|PRMT3_HUMAN  QFDV--EDLYEPVSVPFSYPNGLSENTSV-VEKLKHME----ARALSAEAALARARED-- 182 
SP|Q86X55|CARM1_HUMAN  -------ALYSHEDV-CVFKCSVSRETECSRVGKQSF-------------IITLGCNS-- 106 
SP|O14744|PRMT5_HUMAN  NAPTTHTEEYSGEEKTWMWWH--NFRTLCDYSKRIAVALEIGADLPSNHVIDRWLGEPIK 227 
SP|Q9NVM4|PRMT7_HUMAN  ------------------------------------------------------------ 
SP|Q9NR22|PRMT8_HUMAN  --------------------MGMKHSSRCLLLRRKMAE----NAAESTEVNSPPSQPP-- 34 
SP|Q6P2P2|PRMT9_HUMAN  -------GCYEQALE--LFP---DDEVICNSM-----------------------GE--- 109 
                                                                                   
 
SP|Q96LA8|PRMT6_HUMAN  ------------------MSQPKKRKLESGG--------------GGEGGEGTEEEDGAE 28 
SP|Q99873|PRMT1_HUMAN  ---------------L-----EE-------------------------VSCGQ------- 35 
SP|P55345|PRMT2_HUMAN  ---------------ILILRQTTADWWW--G--------------ERAGCCGYIPANHVG 85 
SP|O60678|PRMT3_HUMAN  ---------------LQKMKQFAQDFVMHTD--------------V--RTCSS------- 204 
SP|Q86X55|CARM1_HUMAN  ---------------VLIQFATPNDFCSFYN--------------ILKTCRGHTLERS-- 135 
SP|O14744|PRMT5_HUMAN  AAILPTSIFLTNKKGFPVLSKMHQRLIFRLLKLEVQFIITGTNHHSEKEFCSYLQYLEY- 286 
SP|Q9NVM4|PRMT7_HUMAN  ----------------------------------------------MKIFCSR------- 7 
SP|Q9NR22|PRMT8_HUMAN  ---------------QPVVPAKPVQCVHHVS--------------TQPSCPGR------- 58 
SP|Q6P2P2|PRMT9_HUMAN  -------------------------HLFRMG--------------FRDEAAGYF------ 124 
                                                                         .         
 
SP|Q96LA8|PRMT6_HUMAN  REAALERPRRTKRERDQLYY---ECYSDVSV-----------HEEMIADRVRTDAYRLGI 74 
SP|Q99873|PRMT1_HUMAN  -AESSEKPNAEDMTSKDYYF---DSYAHFGI-----------HEEMLKDEVRTLTYRNSM 80 
SP|P55345|PRMT2_HUMAN  --KHVDEYDPEDTWQDEEYF---GSYGTLKL-----------HLEMLADQPRTTKYHSVI 129 
SP|O60678|PRMT3_HUMAN  ---STSVIADLQEDEDGVYF---SSYGHYGI-----------HEEMLKDKIRTESYRDFI 247 
SP|Q86X55|CARM1_HUMAN  -----VFSERTEESSAVQYF---QFYGYLSQ-----------QQNMMQDYVRTGTYQRAI 176 
SP|O14744|PRMT5_HUMAN  --LSQNRPPPN---AYELFAKGYEDYLQSPLQPLMDNLESQTYEVFEKDPIKYSQYQQAI 341 
SP|Q9NVM4|PRMT7_HUMAN  -------ANPTT--GSVEWLEEDEHYD------YHQEIARSSYADMLHDKDRNVKYYQGI 52 
SP|Q9NR22|PRMT8_HUMAN  -GKMSKLLNPEEMTSRDYYF---DSYAHFGI-----------HEEMLKDEVRTLTYRNSM 103 
SP|Q6P2P2|PRMT9_HUMAN  --HKAVKLNPDFSDAKENFY-RVANWLVERW-----------HFIMLNDTKRNTIYNAAI 170 
                                        :      :                   :  *  :   *   : 
 
SP|Q96LA8|PRMT6_HUMAN  LRNW--------AALRGKTVLDVGAGTGILSIF----CAQAG-ARRVYAVEASA-IWQQA 120 
SP|Q99873|PRMT1_HUMAN  FHNR--------HLFKDKVVLDVGSGTGILCMF----AAKAG-ARKVIGIECSS-ISDYA 126 
SP|P55345|PRMT2_HUMAN  LQNK--------ESLTDKVILDVGCGTGIISLF----CAHYARPRAVYAVEASE-MAQHT 176 
SP|O60678|PRMT3_HUMAN  YQNP--------HIFKDKVVLDVGCGTGILSMF----AAKAG-AKKVLGVDQSE-ILYQA 293 
SP|Q86X55|CARM1_HUMAN  LQNH--------TDFKDKIVLDVGCGSGILSFF----AAQAG-ARKIYAVEAST-MAQHA 222 
SP|O14744|PRMT5_HUMAN  YKCLLDRVPEEEKDTNVQVLMVLGAGRGPLVNASLRAAKQADRRIKLYAVEKNP-NAVVT 400 
SP|Q9NVM4|PRMT7_HUMAN  RAAV-SRVK---DRGQKALVLDIGTGTGLLSMM----AVTAG-ADFCYAIEVFKPMADAA 103 
SP|Q9NR22|PRMT8_HUMAN  YHNK--------HVFKDKVVLDVGSGTGILSMF----AAKAG-AKKVFGIECSS-ISDYS 149 
SP|Q6P2P2|PRMT9_HUMAN  -QKA--------VCLGSKSVLDIGAGTGILSMF----AKKAG-AHSVYACELSKTMYELA 216 
                                         :: :* * * :       .          . :        : 
 
SP|Q96LA8|PRMT6_HUMAN  REVVRFNGLEDRVHVLPGPVETVELP------EQVDAIVSEWMGYGLLHESMLSSVLHAR 174 
SP|Q99873|PRMT1_HUMAN  VKIVKANKLDHVVTIIKGKVEEVELP--V---EKVDIIISEWMGYCLFYESMLNTVLYAR 181 
SP|P55345|PRMT2_HUMAN  GQLVLQNGFADIITVYQQKVEDVVLP------EKVDVLVSEWMGTCLLFEFMIESILYAR 230 
SP|O60678|PRMT3_HUMAN  MDIIRLNKLEDTITLIKGKIEEVHLP--V---EKVDVIISEWMGYFLLFESMLDSVLYAK 348 
SP|Q86X55|CARM1_HUMAN  EVLVKSNNLTDRIVVIPGKVEEVSLP------EQVDIIISEPMGYMLFNERMLESYLHAK 276 
SP|O14744|PRMT5_HUMAN  LENWQFEEWGSQVTVVSSDMREWVAP------EKADIIVSELLGSFADNELSPE-CLDGA 453 
SP|Q9NVM4|PRMT7_HUMAN  VKIVEKNGFSDKIKVINKHSTEVTVGPEGDMPCRANILVTELFDTELIGEGALPSYEHAH 163 
SP|Q9NR22|PRMT8_HUMAN  EKIIKANHLDNIITIFKGKVEEVELP--V---EKVDIIISEWMGYCLFYESMLNTVIFAR 204 
SP|Q6P2P2|PRMT9_HUMAN  CDVVAANKMEAGIKLLHTKSLDIEIP--KHIPERVSLVVTETVDAGLFGEGIVESLIHAW 274 
                            :     : :                  :.. :::* ..     *        .  
 
SP|Q96LA8|PRMT6_HUMAN  TKWLK------------EGGLLLPASAELFIAPISDQ-MLEW---RLGFWSQVKQHYGVD 218 
SP|Q99873|PRMT1_HUMAN  DKWLA------------PDGLIFPDRATLYVTAIEDRQYKDY---KIHWWENV---YGFD 223 
SP|P55345|PRMT2_HUMAN  DAWLK------------EDGVIWPTMAALHLVPCSADKDYRS---KVLFWDNA---YEFN 272 
SP|O60678|PRMT3_HUMAN  NKYLA------------KGGSVYPDICTISLVAVSDVNKHAD---RIAFWDDV---YGFK 390 
SP|Q86X55|CARM1_HUMAN  -KYLK------------PSGNMFPTIGDVHLAPFTDEQLYMEQFTKANFWYQPS-FHGVD 322 
SP|O14744|PRMT5_HUMAN  QHFLK------------DDGVSIPGEYTSFLAPISSSKLYNEVR---------------- 485 
SP|Q9NVM4|PRMT7_HUMAN  RHLVE------------ENCEAVPHRATVYAQLVESGRMWSWNK---LFPIHVQ------ 202 
SP|Q9NR22|PRMT8_HUMAN  DKWLK------------PGGLMFPDRAALYVVAIEDRQYKDF---KIHWWENV---YGFD 246 
SP|Q6P2P2|PRMT9_HUMAN  EHLLLQPKTKGESANCEKYGKVIPASAVIFGMAVECAEIRRH--------------HRVG 320 
                         :                   *                                     
 
SP|Q96LA8|PRMT6_HUMAN  MSCLEGFATRC-----LMGHSEIVV----QGL------------SGEDVLARPQRFAQLE 257 
SP|Q99873|PRMT1_HUMAN  MSCIKDVAIKE-----PL------V----DVV------------DPKQLVTNACLIKEVD 256 
SP|P55345|PRMT2_HUMAN  LSALKSLAVKE-----FFSKPKY-N----HIL------------KPEDCLSEPCTILQLD 310 
SP|O60678|PRMT3_HUMAN  MSCMKKAVIPE-----AV------V----EVL------------DPKTLISEPCGIKHID 423 
SP|Q86X55|CARM1_HUMAN  LSALRGAAVDE-----YFRQPVVDT----FDI------------RI--LMAKSV---KYT 356 
SP|O14744|PRMT5_HUMAN  -ACREKDRDPE-A---QFEMPYVVRLHNFHQL-----------SAPQ----PCFTFSHPN 525 
SP|Q9NVM4|PRMT7_HUMAN  TSLGEQVIVPPVDVESCPGAPSVCDIQL-NQV----------SPADFTVLSDVLPMFSID 251 
SP|Q9NR22|PRMT8_HUMAN  MTCIRDVAMKE-----PL------V----DIV------------DPKQVVTNACLIKEVD 279 
SP|Q6P2P2|PRMT9_HUMAN  IKDIAGIHLPTNV---KFQSPAYSSVDTEETIEPYTTEKMSRVPGGYLALTECFEIMTVD 377 
                                                     :                             
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Supplementary Figure 1. Sequence alignment of 9 PRMTs. The alignment indicates Cys50 in 

PRMT6 is a unique cysteine residue to be targeted by an irreversible inhibitor.  

 
SP|Q96LA8|PRMT6_HUMAN  LSRAGLEQELEAGVGGRFRCSCYGSAPMHGFAIWFQVTFPGG---ESEK-PLVLSTSPF- 312 
SP|Q99873|PRMT1_HUMAN  IYTVKVED---LTFTSPFCLQVKRNDYVHALVAYFNIEFT-R----CHK-RTGFSTSPE- 306 
SP|P55345|PRMT2_HUMAN  MRTVQIS--DLETLRGELRFDIRKAGTLHGFTAWFSVHFQSLQ--EGQP-PQVLSTGPF- 364 
SP|O60678|PRMT3_HUMAN  CHTTSISD---LEFSSDFTLKITRTSMCTAIAGYFDIYFEKN----CHN-RVVFSTGPQ- 474 
SP|Q86X55|CARM1_HUMAN  VNFLEAKEGDLHRIEIPFKFHMLHSGLVHGLAFWFDVAFIGS-----IM-TVWLSTAPT- 409 
SP|O14744|PRMT5_HUMAN  -----RDPMIDNNRYCTLEFPVEVNTVLHGFAGYFETVLYQD---------ITLSIRPET 571 
SP|Q9NVM4|PRMT7_HUMAN  FSKQVSS----SAACHSRRFEPLTSGRAQVVLSWWDIEMDPEGKIKCTMAPFWAHSDPE- 306 
SP|Q9NR22|PRMT8_HUMAN  IYTVKTEE---LSFTSAFCLQIQRNDYVHALVTYFNIEFT-K----CHK-KMGFSTAPD- 329 
SP|Q6P2P2|PRMT9_HUMAN  FNNLQELKSLATKKPDKIGIPVIKEGILDAIMVWFVLQLDDE---------HSLSTSPS- 427 
                                                    .  ::   :                  *   
 
SP|Q96LA8|PRMT6_HUMAN  --HPATHWKQALLYLNEPV--QVEQDTDVSGEITLLPSRDNPRRLRV---------L--- 356 
SP|Q99873|PRMT1_HUMAN  --SPYTHWKQTVFYMEDYL--TVKTGEEIFGTIGMRPNAKNNRDLDF---------T--- 350 
SP|P55345|PRMT2_HUMAN  --HPTTHWKQTLFMMDDPV--PVHTGDVVTGSVVLQRNPVWRRHMSV---------A--- 408 
SP|O60678|PRMT3_HUMAN  --STKTHWKQTVFLLEKPF--SVKAGEALKGKVTVHKNKKDPRSLTV---------T--- 518 
SP|Q86X55|CARM1_HUMAN  --EPLTHWYQVRCLFQSPL--FAKAGDTLSGTCLLIANKRQSYDISI---------V--- 453 
SP|O14744|PRMT5_HUMAN  HSPGMFSWFPILFPIKQPI--TVREGQTICVRFWRCSN-----SKKV------------- 611 
SP|Q9NVM4|PRMT7_HUMAN  EMQWRDHWMQCVYFLPQEE--PVVQGSALYLVAHHDDYC--------------------- 343 
SP|Q9NR22|PRMT8_HUMAN  --APYTHWKQTVFYLEDYL--TVRRGEEIYGTISMKPNAKNVRDLDF---------T--- 373 
SP|Q6P2P2|PRMT9_HUMAN  ---EETCWEQAVYPVQDLADYWIKPGDHVMMEVSCQDCYLRIQSISVLGLECEMDVAKSF 484 
                             *      . .        .  :                                
 
SP|Q96LA8|PRMT6_HUMAN  ------LRYKVGD-----------QEEKTKDFAMED------------------------ 375 
SP|Q99873|PRMT1_HUMAN  ------IDLDFKG-----------QLCELSCSTD---------------YRM--R----- 371 
SP|P55345|PRMT2_HUMAN  ------LSWAVTS-----------RQDPTSQKVGEKVFPI---------WR--------- 433 
SP|O60678|PRMT3_HUMAN  ------LTLNNST-----------QTYGLQ------------------------------ 531 
SP|Q86X55|CARM1_HUMAN ------AQVDQT--------------GSKSSNLLDLKNPF---------FRY--TGTTPS 482 
SP|O14744|PRMT5_HUMAN  -----WYEWAVTA-----------PVCSAIHNPTGRSYTI-------------------- 635 
SP|Q9NVM4|PRMT7_HUMAN  ----VWYSLQRTSPEKNERVRQMRPVCDCQAHLLWNRPRFGEINDQDRTDRYVQALRTVL 399 
SP|Q9NR22|PRMT8_HUMAN  ------VDLDFKG-----------QLCETSVSND---------------YKM--R----- 394 
SP|Q6P2P2|PRMT9_HUMAN  TQNKDLLSLGNEA-----------ELCSALANL---------------------QTSKPD 512 
                                                                                   
 
SP|Q96LA8|PRMT6_HUMAN  ------------------------------------------------------------ 
SP|Q99873|PRMT1_HUMAN  ------------------------------------------------------------ 
SP|P55345|PRMT2_HUMAN  ------------------------------------------------------------ 
SP|O60678|PRMT3_HUMAN  ------------------------------------------------------------ 
SP|Q86X55|CARM1_HUMAN  PPPGSHYTSPSENMWNTGSTYNLSSGMAVAGMPT------AYDL---SSVIASGSSVGHN 533 
SP|O14744|PRMT5_HUMAN  -----------------------GL----------------------------------- 637 
SP|Q9NVM4|PRMT7_HUMAN  KPDSVCLCV-SDGSLLSVLAHHLGVEQ-------------VFTV---------ESSAASH 436 
SP|Q9NR22|PRMT8_HUMAN  ------------------------------------------------------------ 
SP|Q6P2P2|PRMT9_HUMAN  AVEQTCILESTEIALLNNIPYHEGFKMAMSKVLSSLTPEKLYQTMDTHCQNEMSSGTGQS 572 
                                                                                   
 
SP|Q96LA8|PRMT6_HUMAN  ------------------------------------------------------------ 
SP|Q99873|PRMT1_HUMAN  ------------------------------------------------------------ 
SP|P55345|PRMT2_HUMAN  ------------------------------------------------------------ 
SP|O60678|PRMT3_HUMAN  ------------------------------------------------------------ 
SP|Q86X55|CARM1_HUMAN  N-----LIPLANTGIVNHTHSRMGSIMSTGIVQGSSGAQGSGGGSTSAHYAVNSQFTMGG 588 
SP|O14744|PRMT5_HUMAN  ------------------------------------------------------------ 
SP|Q9NVM4|PRMT7_HUMAN  K----LLRKIFKAN---HLEDKINIIEKRPELLTNEDLQGR-----------KVSLLLGE 478 
SP|Q9NR22|PRMT8_HUMAN  ------------------------------------------------------------ 
SP|Q6P2P2|PRMT9_HUMAN  NTVQNILEPFYVLDVS-EG------FSVLPVIAGTLGQVKPYSS------VEKDQHRIAL 619 
                                                                                   
 
SP|Q96LA8|PRMT6_HUMAN  ------------------------------------------------------------ 
SP|Q99873|PRMT1_HUMAN  ------------------------------------------------------------ 
SP|P55345|PRMT2_HUMAN  ------------------------------------------------------------ 
SP|O60678|PRMT3_HUMAN  ------------------------------------------------------------ 
SP|Q86X55|CARM1_HUMAN  PAISMASPMSIPTNTMHYGS---------------------------------------- 608 
SP|O14744|PRMT5_HUMAN  ------------------------------------------------------------ 
SP|Q9NVM4|PRMT7_HUMAN  PFF---TTSLLPWHNLYFWYVRTAVDQ--------------------------------- 502 
SP|Q9NR22|PRMT8_HUMAN  ------------------------------------------------------------ 
SP|Q6P2P2|PRMT9_HUMAN  DLIS--EANHFPKETLEFWLRHVEDESAMLQRPKSDKLWSIIILDVIEPSGLIQQEIMEK 677 
                                                                                   
 
SP|Q96LA8|PRMT6_HUMAN  ------------------------------------------------------------ 
SP|Q99873|PRMT1_HUMAN  ------------------------------------------------------------ 
SP|P55345|PRMT2_HUMAN  ------------------------------------------------------------ 
SP|O60678|PRMT3_HUMAN  ------------------------------------------------------------ 
SP|Q86X55|CARM1_HUMAN  ------------------------------------------------------------ 
SP|O14744|PRMT5_HUMAN  ------------------------------------------------------------ 
SP|Q9NVM4|PRMT7_HUMAN  ------HLGPGAMVMPQAASLHAVVVEFRDLWRIRSPCGDCEGFDVHIMDDMIKRALDFR 556 
SP|Q9NR22|PRMT8_HUMAN  ------------------------------------------------------------ 
SP|Q6P2P2|PRMT9_HUMAN  AAISRCLLQSGGKIFPQYVLMFGLLVESQTLLEENAVQGTERTLGLNIAPFINQ----F- 732 
                                                                                   
 
SP|Q96LA8|PRMT6_HUMAN  ------------------------------------------------------------ 
SP|Q99873|PRMT1_HUMAN  ------------------------------------------------------------ 
SP|P55345|PRMT2_HUMAN  ------------------------------------------------------------ 
SP|O60678|PRMT3_HUMAN  ------------------------------------------------------------ 
SP|Q86X55|CARM1_HUMAN  ------------------------------------------------------------ 
SP|O14744|PRMT5_HUMAN  ------------------------------------------------------------ 
SP|Q9NVM4|PRMT7_HUMAN  ESREAEPHPLWEYPCRSLSEPWQILTFDFQQPVPLQPLCAEGTVELRRPGQSHAAVLWME 616 
SP|Q9NR22|PRMT8_HUMAN  ------------------------------------------------------------ 
SP|Q6P2P2|PRMT9_HUMAN  QVPIRVFLDLSSLPCIPLSKPVELLRLDLMTPYLNTS-NREVKVYVCKSGRLTAIPFWYH 791 
                                                                                   
 
SP|Q96LA8|PRMT6_HUMAN  ------------------------------------------------------------ 
SP|Q99873|PRMT1_HUMAN  ------------------------------------------------------------ 
SP|P55345|PRMT2_HUMAN  ------------------------------------------------------------ 
SP|O60678|PRMT3_HUMAN  ------------------------------------------------------------ 
SP|Q86X55|CARM1_HUMAN  ------------------------------------------------------------ 
SP|O14744|PRMT5_HUMAN  ------------------------------------------------------------ 
SP|Q9NVM4|PRMT7_HUMAN  YHLTPECTLSTGLLEPADPEGGCCWNPHCKQAVYFFSPAPDPRALLGGPRTVSYAVEFHP 676 
SP|Q9NR22|PRMT8_HUMAN  ------------------------------------------------------------ 
SP|Q6P2P2|PRMT9_HUMAN  MYLDEEIRLDTSS-------EASHWKQA----AV----------VLDNPIQVEMGE---- 826 
                                                                                   
 
SP|Q96LA8|PRMT6_HUMAN  ---------------------- 
SP|Q99873|PRMT1_HUMAN  ---------------------- 
SP|P55345|PRMT2_HUMAN  ---------------------- 
SP|O60678|PRMT3_HUMAN  ---------------------- 
SP|Q86X55|CARM1_HUMAN  ---------------------- 
SP|O14744|PRMT5_HUMAN  ---------------------- 
SP|Q9NVM4|PRMT7_HUMAN  DTGDIIMEFRHADTPD------ 692 
SP|Q9NR22|PRMT8_HUMAN  ---------------------- 
SP|Q6P2P2|PRMT9_HUMAN  ---ELVLSIQHHKSNVSITVKQ 845 
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Supplementary Figure 2. MS assay results for PRMT1 incubated with compound 4 (MS117). 

 

Supplementary Figure 3. MS assay results for PRMT3 incubated with compound 4 (MS117). 
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Supplementary Figure 4. MS assay results for PRMT4 incubated with compound 4 (MS117). 

 

 

Supplementary Figure 5. MS assay results for PRMT8 incubated with compound 4 (MS117). 
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Supplementary Figure 6. 1HNMR spectrum of compound 1. 
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Supplementary Figure 7. 13CNMR spectrum of compound 1. 
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Supplementary Figure 8. 1HNMR spectrum of compound 2. 
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Supplementary Figure 9. 13CNMR spectrum of compound 2. 
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Supplementary Figure 10. 1HNMR spectrum of compound 3. 
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Supplementary Figure 11. 13CNMR spectrum of compound 3. 
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Supplementary Figure 12. 1HNMR spectrum of compound 4. 
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Supplementary Figure 13. 13CNMR spectrum of compound 4. 
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Supplementary Figure S14. HPLC-HRMS spectrum of compound 4.
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Supplementary Figure 15. 1HNMR spectrum of compound 5. 
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Supplementary Figure 16. 13CNMR spectrum of compound 5. 
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Supplementary Figure S17. HPLC-HRMS spectrum of compound 5. 
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Supplementary Figure 18. 1HNMR spectrum of compound 6. 
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Supplementary Figure 19. 13CNMR spectrum of compound 6. 
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Supplementary Figure 20. 1HNMR spectrum of compound 7. 
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Supplementary Figure 21. 13CNMR spectrum of compound 7. 
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Supplementary Figure S22. HPLC-HRMS spectrum of compound 7.                                                       
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