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VRK1 ------------------------------------------------------------
VRK2 ------------------------------------------------------------
VRK3 MISFCPDCGKSIQAAFKFCPYCGNSLPVEEHVGSQTFVNPHVSSFQGSKRGLNSSFETSP

VRK1 ------------------------------------------------------------
VRK2 ------------------------------------------------------------
VRK3 KKVKWSSTVTSPRLSLFSDGDSSESEDTLSSSERSKGSGSRPPTPKSSPQKTRKSPQVTR

VRK1 ---------MPRVKAAQAGRQSSAKRHLAEQFAVGEIITDMAKKEWKVGLPIGQGGFGCI
VRK2 -----------------MPPKRNEKYKLPIPFPEGKVLDDMEGNQWVLGKKIGSGGFGLI
VRK3 GSPQKTSCSPQKTRQSPQTLKRSRVTTSLEALPTGTVLTDKSGRQWKLKSFQTRDNQGIL

: . :. * :: * .:* : .. * :

VRK1 YLADMNSSESVGS--DAPCVVKKVEPSDNGPLFTELKFYQRAAKPEQIQKWIRTRKLKYLG
VRK2 YLAFPTNKPEK----DARHVVKKVEYQENGPLFSELKFYQRVAKKDCIKKWIERKQLDYLG
VRK3 YEAAPTSTLTCDSGPQKQKFSLKLDAKDGRLFNEQNFFQRAAKPLQVNKWKKLYSTPLLA

* * ... : . .:* **.* :*:**.** ::** . . *.

VRK1 VPKYWGSGLHDKNGKSYRFMIMDRFGSDLQKIYEA-NAKRFSRKTVLQLSLRILDILEYI
VRK2 IPLFYGSGLTEFKGRSYRFMVMERLGIDLQKISGQ-NGT-FKKSTVLQLGIRMLDVLEYI
VRK3 IPTCMGFGVHQDK---YRFLVLPSLGRSLQSALDVSPKHVLSERSVLQVACRLLDALEFL

:* * *: : : ***::: :* .**. :.. :***:. *:** **::

VRK1 HEHEYVHGDIKKASNLLLNYKNPDQVYLVDYGLAYRYCPEGVHKEYKEDPKRCHDGTIEFT
VRK2 HENEYVHGDDVKKAANLLLGYKNPDQVYLADYGLSYRYCPNGNHKQYQENPRKGHNGTIEFT
VRK3 HENEYVHGNVTAENIFVDPEDQSQVTLAGYGFAFRYCPSGKHVAYVEGSRSPHEGDLEFI

**:*****::.* *:::. :: .** *..**:::****.* * * *..: *:* :**

VRK1 SIDAHNGVAPSRRGDLEILGYCMIQWLTGHLPWEDNLKDPKYVRDSKIRYRENIASLMDK
VRK2 SLDAHKGVALSRRSDVEILGYCMLRWLCGKLPWEQNLKDPVAVQTAKTNLLDELPQSVLK
VRK3 SMDLHKGCGPSRRSDLQSLGYCMLKWLYGFLPWTNCLPNTEDIMKQKQKFVDKPGPFVGP

*:* *:* . ***.*:: *****::** * *** : * :. : * . :: :

VRK1 CFPEKNKPGEIAKYMETVKLLDYTEKPLYENLRDILLQGLKAIGSKDDGK---------L
VRK2 WAPSGSSCCEIAQFLVCAHSLAYDEKPNYQALKKILNPHGIPLGPLDFSTKGQSINVHTP
VRK3 CGHWIRPSETLQKYLKVVMALTYEEKPPYAMLRNNLEALLQDLR----------------

: ::: . * * *** * *:. * :

VRK1 DLSVVENGGLKAKTITKKRKKEIEESKEPG-----------VEDTEWSNTQTEEAIQTRS
VRK2 NSQKVDSQKAATKQVNKAHNRLIEKKVHSERSAESCATWKVQKEEKLIGLMNNEAAQEST
VRK3 -VSPYDPIGLPMVP----------------------------------------------

. :

VRK1 RTRKRVQK----------------------------------------------------
VRK2 RRRQKYQESQEPLNEVNSFPQKISYTQFPNSFYEPHQDFTSPDIFKKSRSPSWYKYTSTV
VRK3 ------------------------------------------------------------

VRK1 ---------------------------------------------------
VRK2 STGITDLESSTGLWPTISQFTLSEETNADVYYYRIIIPVLLMLVFLALFFL
VRK3 ---------------------------------------------------
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VRK2A
........NNEAAQESTRR.........FLALFFL *MPPKRNEKYKL.........
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Structure of VRK2A and VRK2B
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Supplemental data 2 (Fig. 1 & 2 related)
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