ScVIP1l
SpASP1
HsVIP2
AtVIH1
AtVIH2

ScVvIPl
SpASP1
HsVIP2
AtVIH1
AtVIH2

ScVIPl
SpASP1
HsVIP2
AtVIH1
AtVIH2

ScVIPl
SpASP1
HsVIP2
AtVIH1
AtVIH2

354
200
162
159
160

414
260
248
218
219

474
320
308
278
279

526
374
362
338
339

Kinase domain

DGEDHNIYIYYHSKNGGGGRRLFRKVGNKSSEFDPTLVHPRTEGSYIYEQFMDTDNFEDV -
YGEDHNIYIYFPKSVGGGGRKLFRKVANKSSDYDPDLCAPRTEGSFIYEEFMNVDNAEDV -
SAEDHNVYIYYPTSAGGGSQRLFRKIGSRSSVYSPES-NVRKTGSYIYEEFMPTDG-TDV -
NGDDHSIMIYYPSSAGGGMKELFRKVGNRSSEFHPDVRRVRREGSYIYEEFMPTGG-TDV -
NGDDHSIMIYYPSSAGGGMKELFRKIGNRSSEFHPDVRRVRREGSYIYEEFMATGG-TDV -

skk . Kk, *kk . kkkk . sk%x . K * LR S * %

Kinase domain

KAYTIGENFCHAETRKSPVVDGIVRRNTHGKEVRYITELSDEEKTIAGKVSKAFSQMICG -
KVYTVGPHYSHAETRKSPVVDGIVRRNPHGKEIRFITNLSEEEKNMASKISTIAFEQPVCG -
KVYTVGPDYAHAEARKSPALDGKVERDSEGKEVRYPVILNAREKLTIAWKVCLAFKQTVCG -
KVYTVGPEYAHAEARKSPVVDGVVMRNPDGKEVRYPVLLTPAEKQMAREVCIAFRQAVCG -
KVYTVGPEYAHAEARKSPVVDGVVMRNTDGKEVRYPVLLTPAEKQMAREVCIAFRQAVCG -

* Kkkok . Kkkk.kkhkk okk x K. Jhkk .k, . x, Kk ok .. Kk Kk k%

Kinase domain

FDLLRVSGKSYVIDVNGFSFVKDNKAYYDSCANILRSTFIEAKKKMDM- EKKN------- -
FDLLRVSGQSYVIDVNGWSFVKDNNDYYDNAARILKQMFHVAERHRRN-RVPSVQ- - - - - -
FDLLRANGQSYVCDVNGFSFVKNSMKYYDDCAKILGNIVMRELAPQFH- - - - - - IPWSIP -
FDLLRSEGSSYVCDVNGWSFVKNSYKYYDDAACVLRKMFLDAKAPHLSSTIPPILPWKIN -
FDLLRSEGCSYVCDVNGWSFVKNSYKYYDDAACVLRKMCLDAKAPHLSSTLPPTLPWKVN -

Kkkkk ok kkk kkkkokkkk.  kkk_ Kk ok
D phosphatase domain

------------ LPITREEKEQKWVFKGLAIT DRTPKQKFKHSFTSPIFISLLKGH -
----------- EVLNPPPRESEAWRLKSLVGV. DRTPKQKFKFSFTSDPFVKLLQGH -
LEAEDI------- PIVPTTSGTMMELRCVIAV DRTPKQKMKMEVRHQKFFDLFEKC -
EPVQSNEGLTRQGSGIIGTFGQSEELRCVIATI DRTPKQKVKLKVTEEKLLNLMLKY -

EPVQSNEGLTRQGSGIIGTFGQSEELRCVIA DRTPKQKVKLKVTEEKLLNLMLKY -

cakk  kkkkkkk k| Lk

413
259
247
217
218

473
319
307
277
278

525
373
361
337
338

573
422
414
397
398



