Table S2. Integration of the transcriptome and proteomic data using ProteinPilot™ tool.

Underlined sequences are matched to 99% confidence to the MS/MS fragments obtained from reduced-
alkylated and reduced-alkylated-trypsin digested extracted venom from C. flavidus (FLA), C. frigidus (FRI)
collected from One Tree Island reef.

Sequence ID :;Z'- Mature Sequence C\'(;Ze:.n FLA FRI
FLA_01_A 155 DCCNDPACAVNHQDLCT Y N v
FLA_05_A 4 DCCSSVACAHHTPSC \% v 0
FLA_12_A 2 GCCSDPPCARHNPAC Y N 0
FLA_14 A 2 GCCSNPPCAHINPDC Y v 0
FLA_15_A* 8 GCCSNPPCAHLNPAC Y N v
FLA_17_A 336 GCCSNPPCALNNPDC Y v 0

AADENLEERRGHSNVDKSAFDSESDPGAFMKFLEDNGNK v 0
FLA 22 B1 19 LPFEEMDGASPDLGNFEPSAENDHEENKFRFFDQQP N
FLA_23_B2 12 AADENLEERREHAKFQADKSAFDSESSPEDFMKFLEENGN N v 0

TNPFEDASPDLGKFESDQNGQEENKFSFFNQQP

AADENLEERREHAKFQADKSAFDSESSPEDFMKFLEENGN
FLA_24_82 26 TNPFEDASPDLGKFESDQNGQEENKFRFFNQQP N v 0

SIGTEQTCTPDEPADPQGRCGPALSQYHERMCELEEIRHGG

FLA_31_Conlns 3 TFDPQKKRGRASLLRKRRGFLSMLKARAKRNEAGSLQRAGR Y v 0
GIVCECCQNHCSDEEITEYCPPVTESSS
TCEPEDPPDPQGKCGPALSQYHERMCELEEIRHGGTFDPQ

FLA_33_Conlns 3 KKRGRVSSLRKRRGFLSMLKARAKRNEAGSLQRAGRGIICEC Y v 0
CQNRCSDEEFTEYCPPVTESSS
TCEPEDPPDPQGRCGPALSQYHERMCELEEIRHGGTFDPQ

KKRGRASPLRKRRGFLSMLKARAKRNEAGSLQRAGRGIICE Y N4 0
FLA_34_Conlns* 2 CCQNRCSDEEITEYCPPVTESSS
SIEQCRYCSFGKCVWPIVCCGNSGCEIGTVEANTCRPEAGQ
FLA_35_Conophy 2 PFPCKVIGKSCVMNNPSDPSNYYGHCIDADGRGICCVDDN Y N4 0
TCTAHSVCP
STECWYCSFGKCVWPIICCGDDGCEMGTAEANSCRPEGDQ
FLA_36_Conophy 9 HFPCRVIGKSCIMNNPSNPSNYYGHCIGADGLGICCVDDD Y Vv 0
TCTLHSGCP
STECWYCSFGKCVWPIICCGDDGCEMGTAEANTCRPEGDQ
FLA_37_Conophy 2 HFPCRVIGKSCIMNNPSNPSNYYGHCIGADGLGICCVDDD Y N4 0
TCTLHSGCP
STEECWSCSFGKCVWPIVCCGDDGCEMGTAEADKCRPEG
FLA_38 Conophy 3 GQSFPCRVTGQYCFMNNPSNPRNYHGHCVGGDGTGICCV Y N4 0
DDNTCTSHSGCP
STEQCWYCSFGKCVWPIICCGDDGCEMGTAEANSCRPEGD
FLA_39_Conophy 5 QRFPCRVIGKSCIMNNPSNPDDHVGNCIGGDGLGICCVDD Y N4 0
NTCASHSGCL
FLA 51 11 18 GTCSGIGQGCIHHLNCCWDMCCYGHTCVVNIIGCPPH Y v 0
FLA_52_11 8 GTCSGIGQGCIHHLSCCWDMCCYGHTCVVNIIGCPPH Y v 0
FLA 53 I1* 25 TCSDIGQGCTRHLNCCWDMCCYGHTCVMNIIGCPPH v N
QFFCPDSENDPLNCIETKASDATCMKSNSDQTYSYVCGYCG
FLA_54.11 136 QKKESCFGNKVPVSDYNCQTRKIVNNCGGSAL Y v 0
FLA 59 12 32 CSPSGAHCTKHIPCCNGSCCSGKCKHLCFVRF Y v 0
FLA_60_12 30 CSSSGSYCTKHIPCCNGSCCSGKCKHLCFVRF Y N4 0
CIREDAPCSFSAHCCGRNCCRGYCERPCRWIGKRTLFQKSP
FLA_61_12 990 PTSLKCCTEVCCFSS Y v 0
FLA_63_12* 20 CTREDAPCSLPIQCCRRNCCRGTCKHPCRTV v v
FLA_65_[2* 8 CLSDGTVCRHHQQCCHRSCCFRTCLHPCRNT N4 v



FLA_69 12
FLA_77_12*
FLA_79_I12
FLA_80_I2

FLA_ 94 M
FLA_100_M

FLA_107_NSF2*
FLA_112_bt01

FLA_113_bt01

FLA_120_O1
FLA_122 01
FLA_123_O1*
FLA_125 01
FLA_128 O1
FLA_131 01
FLA_135_O1
FLA_136_0O1
FLA_137_O1
FLA_138 O1
FLA_144 01
FLA_148 01
FLA_149 01
FLA_150_O1
FLA_151_O1
FLA_152 01

FLA_157_O1

FLA_159_O1

FLA_177_O3
FLA_180_03
FLA_187 O3
FLA_188 O3
FLA_190_P*
FLA_191_P*
FLA_198 T*
FLA_199 T
FLA_203_V

FLA_02_A/FRI_01_Ar*
FLA_07_A/FRI_14_A*
FLA_08_A/FRI_09_Ar*
FLA_09 A/ FRI_07_A*
FLA_11_A/FRI_05_Ar*
FLA_16_A/FRI_12_A*
FLA_19_A/FRI_06_AA

FLA_40_Conophy/
FRI_21_Conophy*

109
203

211
47

23
22

13

400
56

368
3697
989

707
87

32
25
26
26

118

30

405
58
19
56

9
8

139
4
43/31
575/208
462/4
104/66
402/72
240/11
104/70

4/15

CLHDGTPCRYSFICCNGICCHGRCKYSCGWII

IPCHETGGWCSSVMWCCRSSDVCCELPGQARCTSASVCSS
LT

TNVCLPDGMRCRHYHQCCRRTCCFFRCRYACATN

CYQDETPCRGSIFCCRKKCCIGTCRFPCYVKLERATFQELILQ
P

CCSRDCSVCIPCCPYGSP

QQVCCDPDVCDGGCYTCC
DCQWGCVGCRNRAGCCCGDQVCVDNNRCESRSSQTTTR
PTQHL
EGAVNIFPCNPGRCACLPMEGTSTSYQCQSIHSSTANCVG
NECITESGW
EGAVNIFPCNPGRCACLPREGTSTSYQCQSIHTSTANCVGN
ECITEDEW

DCGEQGQGCYTRPCCPNLMCRGGGTGGGVCQP
DCGEQGQGCYTRPCCPNLVCRGGGTGGGVCQP
DCGERGEGCYTRPCCPGLECHGTHAGGLCQY
DCGERGEGCYTRPCCPGLECIGSYLGGVCQWQ
DCGERGQGCYTRPCCPGRQCVGGATGGGSCL
DCGNNGEGCHTRPCCTGLVCITNYDGRICVWL
DCGNQGEGCYTRPCCPGLECIGTRAGGLCQW
DCGNQGEGCYTRPCCPGLECSGTYAGGVCQP
DCGNQGEGCYTRPCCPGLECVGGRPGGLCQY
DCGNQGEGCYTRPCCSGLHCTGTHAGGLCQW
DCGQQGQGCYTRPCCPNLVCRGGGTGGGSCQP
FPFGGFCALEGENCRIRPCCRGLSCSDNTGFECH
FPVGGFCALEGENCRIRPCCPGLSCSDNTGFECH
FPVGGFCGLEGENCRIRPCCAGLSCSDNTGGECH
IPIGGFCALEGENCRIRPCCPGLSCSDNTGFECH

IPIPMFCALEGENCLIRPCCHGLSCSDNTGFECH
RGLEMFDVAEMCTTRGETCFIIGCCSGLRCGGGTPWGNTC
Qp
RGLEMFNVDKLCAANGQTCFIIRCCSGLTCGGGTTWGTKC
KP

AVDEECKEYCEQQNKNCCGKTNGEPVCAQTCL
TADEACKEYCEERNKNCCGRTNGEPVCAQLCF
TTEECKEYCEQQNKNCCGLTNGEPRCASMCV
TTEECNEYCEQQNKNCCGLTNGEPRCASMCL
YSCARPCDYHNDCPTSCPYCTPFQRCM
YSCARPCGYHNDCPTSCPYCTPFQRCM
HCCPIDLPCCPI

HCCPIDLPCCPL
RDCTTCGGEECCGRCTCTWGDNCDCVAW
DCCNDPACAVNNPGLCT
GCCSDPPCAHHNPAC

GCCSDPPCAHKHC

GCCSDPPCAHKYC

GCCSDPPCAHNNPDC
GCCSNPPCAHNNPDC

DCCSDPPCAHNNPDC

STEQCWYCSFGKCVWPIVCCGSGGCQIGTAEANTCRPPAG
ERFPCKVIGKSCVMNNPSDPSNYYGHCIGAEGHGVCCVD
DNTCTAHSVCP

<~ < =< =< <=

x

< < < < < < < < < < < < < << =<=< =< =<

=<

<~ < < < < < < < < < < < < < < <

R N N N N N N N N S S N N N N N N O O O N N S N UG

N O o o o L\ o

o

O O O O O O 0O O O O O o o o4 oo o

CLAANLALLo04L4AN4N0000 O

&



FLA_41_Conophy/
FRI_22_Conophy*

FLA 55 11/ FRI_28 I1*

FLA_57_11/FRI_31_I1*
FLA_64_12 / FRI_41_[2*
FLA_66_12 / FRI_40_[2~
FLA_73_12 / FRI_32_[2*

FLA_93_M/FRI_53_M~

FLA_117 01/
FRI_74_O1*

FLA_127_O1/FRI_59 017

FLA_126_01/
FRI_67_O1A*

FLA_133_0O1/FRI_62_O1*

FLA_140_O1/FRI_66_O1*

FLA_147_O1/FRI_72_0O17
FLA_153 01/
FRI_78_01r*
FLA_154 01/
FRI_79_01r*

FLA_163_02/FRI_95_02*
FLA_183_03/FRI_97_03*
FLA_185 03/
FRI_101_037*

FLA_196_T/FRI_104_T*

FLA_197_T/FRI_103_TA*

FLA_201_V/FRI_108_V*
FRI_02_A
FRI_03_AA
FRI_04_A
FRI_08_A
FRI_11_A
FRI_13_A

FRI5_A

FRI_17_B1

FRI_20_Conophy

FRI_23 Conophy

FRI_33_12
FRI_39 12
FRI_42_M

FRI_63_01
FRI_68_0O1

11/21
148/70

66/4
11/21
100/3

14/31

85/40

4/17

7076/11
02

93/44

330/154

2962/76
21/166

2009/31
781/27

36/15
35/19

129/19

114/2

18/39

16/22
11
3
87
21
17

17

40

45

145
31

STEQCWYCSFGKCVWPIVCCGSGGCQIGTAEANTCRPQAG
ERFPCKVMGKSCVMNNPSDPSNYYGHCIGAEGYGVCCVD
DNTCTAHSVCP
QFFCPDSENDPLNCVETKPTAATCMHSRSDKTYSYVCGYC
GQKKESCFGNKVPVSDYSCQSRKIVNNCGGSAL
QFFCPDSENDPLNCVETKPTSATCMHSRSDKTYSYVCGYC
GQKKESCFGNKVPVSDYSCQSRKIVNNCGGSAL
CISEDAPCSVNSQCCEGSCCDATCSNPCRWV

CLSDGTVCRHHRQCCHRSCCNRTCLHPCRNT
CRPDQSSCRGHHSCCSGNCCYKFFSGTCRPNACGIIE

CCSQDCWVCIPCCPNGSP

DCAGQGESCFTRPCCSGLQCTGPRPLGVCQ

DCGERGEGCYTRPCCPGLECVGGRPGGLCQY

DCGERGEGCYTRPCCPGLECRGTHAGGLCQY

DCGNQGEGCRTRRCCPGLECIGGYPGGVCQW

DCGNRGEGCYTRPCCPGLECRGTHAGGLCQW

ECGEQGQGCYTRPCCPGQECVAGATGGGVCL

IPVGGFCALEGENCRIRPCCPDLSCSDNTGFECH

IPVGGFCALEGENCRIRPCCPGLSCSDNTGFECH

KSTAQKWWDGECPGSSNGCRSPWDCCAGDCAEGYCVL
R

TTDEECEEYCEQRNKDCCGLTNGEPRCASMCF
TTEECEEYCEQRNKDCCGLTNGEPRCASMCF

GCCPDIAMCCVGI*

SCCPDIAMCCVGI
DECVTCDGEECCGRCTCVWGDCDCVDW
DCCNLPACAASNPGLCT
DCCNDPACTVNNPGLCT
DCCSSAACAHHTPSC
GCCSDPPCAHHNPSC
GCCSNPPCAHHNPDC
GCCSDPPCAHHNPDC

GCCSNPPCAHHNPAC
AGHGGAATDVRSADNTLKRLLHDFRRALKRRSDSRYDRKR
SISVNLDTEILAETVRGSQEDSREASVAGSLEMLEEAGR
STEQCWYCSFGKCVWPIVCCGSGGCQIGTAEANTCRPQAG
ERFPCKVIGKSCVMNNPSDPSNYYGHCIGAEGHGVCCVDD
NTCTAHSVCP
STEQCWYCSFGKCVWPIVCCGSGGCQIGTPEANTCRPQA
GQHFPCKVIGKSCVMNNPSDPSNYYGRCIGAEGHGICCVD
DNTCTAHSVCP
CLSDGTVCRHHQQCCHRSCCFRTCLHPCRLGTRATFQEFIL
H

CFPEGNRCRRNFHCCRENCCRGFCQHPCGIA
YCPRPVC
DCGNQGEGCYTRPCCPGLECHGTHAGGLCQW
NCGNIGEGCYTRRCCPGLECIGGYPGGVCQW
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FRI_76_01/
FRI_77_O1
FRI_80_O1

FRI_81 01

FRI_82_01

FRI_104_T

FRI_106_V

41

ACGKEGERCLIRPCCTGLTCSGIIGGKCES
IPVGGFCALEGQNCRIRPCCPGLSCSDNTGFECH
IPVGGDCAGQGESCFKRPCCSGLQCTGPRPLGVCQ

LIFGGWCGTEGESCKILPCCSDLTCSGIFEGICQS

DGMESLKSVGLCWKEGLPCIIFPCCPGLTCGDGIIGDTCQS
S

GCCPDIAMCCVGI

RDCTTCSGEECCGRCTCTWGDNCDCIAW

o «

PR NEN

<




