Supplemental data 2 (Fig. 1 & 2 related)

VRK1

VRK2
VRK3 MISFCPDCGKSIQAAFKFCPYCGNSLPVEEHVGSQTFVNPHVSSFQGSKRGLNSSFETSP

VRK1

VRK2
VRK3 KKVKWSSTVTSPRLSLFSDGDSSESEDTLSSSERSKGSGSRPPTPKSSPQKTRKSPQVTR

VRK1T ————————— MPRVKAAQAGRQSSAKRHLAEQFAVGEI ITDMAKKEWKVGLPIGQGGFGCI

VRK2 MPPKRNEKYKLPIPFPEGKVLDDMEGNQWVLGKKIGSGGFGLI

VRK3 GSPQKTSCSPQKTRQSPQTLKRSRVTTSLEALPTGTVLTDKSGRQWKLKSFQTRDNQGIL
61K

VRK1 YLADMNSSESVGS——DAPCVVKVEPSDNGPLFTELKFYQRAAKPEQIQKWIRTRKLKYLG

VRK2  YLAFPTNKPEK————DARHVVKVEYQENGPLFSELKFYQRVAKKDCIKKWIERKQLDYLG

VRK3 YEAAPTSTLTCDSGPQKQKFSLKLDAKDGRLFNEQNFFQRAAKPLQVNKWKKLYSTPLLA

VRK1 VPKYWGSGLHDKNGKSYRFMIMDRFGSDLQKIYEA—NAKRFSRKTVLQLSLRILDILEYI

VRK2 | IPLFYGSGLTEFKGRSYRFMVMERLGI DLQKISGQ—NGT—FKKSTVLQLGIRMLDVLEYI

VRK3 |IPTCMGF GVHQDK———YRFLVLPSLGRSLQSALDVSPKHVLSERSVLQVACRLLDALEFL
ik k k@ sksksk 2 ik skek, .. 2oksksk sk Isksk sksk:

169K

VRK1 ' HEHEYVHGDIKASNLLLNYKNPDQVYLVDYGLAYRYCPEGVHKEYKEDPKRCHDGTIEFT

VRK2 HENEYVHGDVKAANLLLGYKNPDQVYLADYGLSYRYCPNGNHKQYQENPRKGHNGTIEFT

VRK3 HENEYVHGNVTAENIEFVDPEDQSQVTLAGYGFAFRYCPSGKHVAYVEGSRSPHEGDLEFI
Skk Ikskskskk D D,k kIl Sl L kk sk, skkloDoIsksksksk, sk ok k ok, | C skisk s3ksk

VRK1 | SIDAHNGVAPSRRGDLEILGYCMIQWLTGHLPWEDNLKDPKYVRDSKIRYRENTASLMDK

VvRK2 | SLDAHKGVALSRRSDVEILGYCMLRWLCGKLPWEQNLKDPVAVQTAKTNLLDELPQSVLK

VRK3 SMDLHKGCGPSRRSDLQSLGYCMLKWLYGF LPWTNCLPNTED IMKQKQKF VDKPGPFVGP
deivk skisk | oskelesk, skl oskefekekeok D Iskok sk oskkek Dok D :

VRK1 [CFPEKNKPGETAKYMETVKLLDYTEKPLYENLRDILLQGLKAIGSKDDGK———————— L

VRK2 WAPSGSSCCETAQFLVCAHSLAYDEKPNYQALKKILNPHGIPLGPLDEFSTKGQSINVHTP

VRK3 CGHWI RPSETLQKYLKVVMALTYEEKPPYAMLRNNLEALLQDLR
Lk K KKK K kI, ok

VRK1 DLSVVENGGLKAKTITKKRKKEIEESKEPG VEDTEWSNTQTEEAIQTRS
VRK2 NSQKVDSQKAATKQVNKAHNRLIEKKVHSERSAESCATWKVQKEEKLIGLMNNEAAQEST
VRK3 —VSPYDPIGLPMVP

VRK1 RTRKRVQK
VRK2 RRRQKYQESQEPLNEVNSFPQKISYTQFPNSFYEPHQDFTSPDIFKKSRSPSWYKYTSTV

VRK3
VRK1
VRK2 STGITDLESSTGLWPTI SQFTLSEETNADVYYYR|I I IPVLLMLVFLALFFL\
VRK3
[Transmembrane Domain| | Kinase Domain | Y ATP binding site Y kinase active site
Structure of VRK2A and VRK2B
Start codon Stop codon
Exon
|MPPKRNEKYKL ................. NNEAAQESTRR......... FLALFFL|
Start codon
Exon Stop codon
|MPPKRNEKYKL ................. NNEAAQFR * |
1(aa) 100 200 300 400 500

B Kinase domain —_ (Transmembrane
domain




