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Supplemental Table 1 The primer sequences used in this study

51 4%R Primer name  5I¥)/¥%1 Primer sequence (5'-3')

T-SmCIPKI7-F
T-SmCIPKI7-R
T-SmCIPKS8-F
T-SmCIPK58-R
qPCR-SmSOS2-F
qPCR-SmSOS2-R

PWM101-SmSOS2-F

PWM101-SmSOS2-R

pTRV2-SmSOS2-F

pTRV2-SmSOS2-R

qPCR-SmSOS1-F

qPCR-SmSOSI-R

atsos2-LP

atsos2-BP

atsos2-RP

ATGATGAAGAAAGTAACGAGAAAGG

TCATTGTTCGAAGCAGGCAG

ATGATGAAGAAAGTAACGAGAAAGG

TCATTGTTCGAAGCAGGCAG

CGATCGATAAATGCTGCGGAA

ATCTTCCCTATGTCCAACAGGAG

TCGAGCTTTCGCGAGCTCGGTACC

ATGATGAAGAAAGTAACGAGAA

GCATGCCTGCAGGTCGACTCTAGA

TCATTGTTCGAAGCAGGCAGG

TAAGGTTACCGAATTC

GCTCAGAACAGAGAAACAGGAGAG

CGAGACGCGTGAGCTC

CCTCGTGCAGCCTAACTATGTA

TGGGGAATGCTTGATGAGGGAAG

GAACATAGGATCGCAAGCCCTTCC

AAACTCAGGCTCTTGCTCTTC

ATTTTGCCGATTTCGGAAC

GTATTCCTTCTGTTGCCCTCC




SmCIPK17 . IIYEVGRTIGEGHFAKVKFAR] K VDQ IKRE IS IMK|

SmCIPK18 g CGISYEVGRTIGE GRFAKVKFA[Y VDQIKRE ISIMK
SmCIPK58 IqYE VGRTIGE GUFAKVKFA[S] K VDQIKRE ISIMKIAVREPFSSVESH:SAY T,
SmCIPK24 WYEVGRTIGE FAKVKFA[e] AlK VDQIKRE ISIMK] 3-8 N I\YRLHE VA
AtS50S2 . Y{YEVGRTIGE GIFAKVKFAJ A VDQIKRE ISIMKSVRHPREIVESRSANT,
SmCIPK37 I qYE VGRTIGE GRFAKVKFA[] R VDQIKRE ISIMKMVREPFAUVESASAYL
SmCIPKY . IdYE VGRTIGE GIWFAKVKF AR VDO IKRE IS IMK|
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109 119 129 130 140 159 169 179 139
SmCIPK17 IV T JBRB KiVEQGRL ECICEEKGVYHRDLEPENLLLDEGGNL DF GLSESL P[PRAG] LLEITTCGTENYVAPEVL
SmCIPK18 AV T A BAPKMTRE . . .|.|. CHKGVYHRDLKPENLLLDRL GN L DF G L SENL PeRAG| LLEITTCGTPNYVAPEVL
SmCIPK58 VT e BRABIKMVEQGR CEKGVYHRDLKPENLLLD' AGN L DF GL SENL P[e3AG| LLEITTCGTPNYVAFEVL
SmCIPK24 AV A I BN KA HQGRLS ECICHIAKGVYHRDLEPENLLLDEMGNL DEGLSHYLPRAGIUAL LEITTCGTPNYVAPEVL
AtS0s2 VT X pRRURMVEKGRLEE S)) S |SKhgeledA VD A DF G L SESL P[oRAG
SmCIPK37 IBITEBARIKIVEEGRLISE DF G L SENL PiAelG|
SmCIPKSY I T(ededpR g KiVEBEGRLIS[E TIjA o0 Y K DF G L SESL PEAe)G

SmCIPK17 SCGVI
SmCIPK18 ) (e SCGVI
SmCIPK58 SCGVIL
SmCIPK24 SCGV1I
Atsos2 SCGVI
SmCIPK37 SCGVI

SmCIPK9 Y SCGVI
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SmCIPK17 L INA FERUT T LEXSIG LN L SESLF DREIO
SmCIPK18 L AF)AAI TLELSIG LN L SENLF DREIO
SmCIPK58 L AFERIAT T LERS]G LN L SEALF DREIO
SmCIPK24 L AFpE4T TLAEMIG LN L SEALF DREZO
AtS0s2 L AF)AAT TLENIG LN L SEALF DRSO
SmCIPK37 L AFPRAT T LEJeIC LN L SEJLF DR{&O
SmCIPKY L
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SmCIPK17 T[E TLEFTE!

SmCIPK18 TIEE TLIRYE

SmCIPK58 TlelE T L)RY A

SmCIPK24 S[EE T LR

Atsos2

SmCIPK37

SmCIPK9 2
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Supplemental Fig. 1 Sequence alignment of candidate SmSOS2 homologous proteins

M 2 SmSOS2 CDS f E&#Y PCR Hjk [
Supplemental Fig. 2 PCR electrophoresis profile of SmSOS2 CDS fragment



