that may have derived from housekeeping proteins or serve in endogenous processes in the venom gland

sequences are underlined in black. Predicted mature toxin regions are underlined in green. *Marks sequences
rather than in envenomation.

Supporting Figures. Alignments of all sequences identified in this study grouped according to their gene
superfamily (in alphabetical order). Cys: yellow, Arg and Lys: blue and Glu and Asp: red. Predicted signal
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Con-ikot-ikot_Ps8.1

Con-ikot-ikot_Amz8.1i

Con-ikot-ikot_Ps8.2

Con-ikot-ikot_Ps48.1

Con-ikot-ikot_Ps48.1ii

Con-ikot-ikot_Ps48.2

Con-ikot-ikot_Amz8.1



Cono-NPY superfamlly
10 20

MH.ALLSAL LVI SLVVA.AS.F
MHEIALLSALLVISLVVA---BL

Cono-NPY_Ps1
Cono-NPY_Ps2
Cono-NPY_Ps3

30 40 50 60 70
P-PAQFNSPQ.V-YV-VY.H LAIASRLRYGRS IN--KRSV
PKKIPAQFNSPQEVKEYVRKVVYEHLA I AGRLRYGRS | N--KRISV

80

MQEIALLSALLVISLVVVEVTRQKVVKPVEPVKPEBKFKS | VELEAYLEKLNBYYR | LSKPRFGRSLN | SKRSRKEHGALRS

Conoporin_Amz1*

10 20

3()

40 50 60 70

M.TAQPH.MGVPFPAL-TMVTVFLLLMGNTSPVHPVVLSSAI SLSTVATIASGVISAGTSLAGVTLQGLAAS

80 90

1UU

1’\0 'IZU 1jU ’\40

GYRIVTCT I QVENWTRIYPLLYPSVRI ANSGVLTTAPTA L PG-AFAT-MPAH-A.GVYGTVSW-MHGT-

U 10U

18U 7V

FVLMWSAP FNFHFYSNWLGLGMT-GVAGLA-GNTWF-QMYYGGNSH-LTF_F-T-PV | Y.N-F.V

220 230 240

250 260 262

VGIMTN | HRIAQ | KIV | VIRIP TRINNWKIBL ABIP | RIL S | HQQQKIRIA L QREIN

Conopressin superfamily*
1

10 20 30 40 50

Conopressin_Amz1 MTRISAMLMGRI-LTLVVC----LLLTTQACF IRINCPKIGGKIRIBIVEBIBIRHPPKILCMSCSFGQC
Conopressin_Amz1ii MTRISAMLMGRI-LTLVVC----VLLTTQACF IRNCPKIGGKREVEBBRHPPKILCMSCSFGQC
Conopressin_Ps1 MTRISAMLMGRI-LTLVVC----LLLTTQACF IRNCPKIGGKIRIEBVBBIRHPPKILCMSCSFGQC
Conopressin_Ps2 MTRISAMQMGRIRILTLVVCVLLLLLLTTQACF IRBICPKIGGKIRBIVEA IKIPTRIPCMSCSFGQC
Conopressin_Ps2ii MTRISAMOMGRIQLTLVVCVLLLLLLTTQACF | RBICPKIGGKIRBIVEA | KIPTRIPCMSCSFGQC

60 70 80 90 100 110
Conopressin_Amz1 VGPNICCGERITGCEHMGTPEANTCARIEERP TPCLVIGSPCTLNNPGNTHGNCVSFGICCV
Conopressin Amziii ~ VGPH I CCGBTGCHEMGTPEANT CARIEMBMEBP TPCLVIGSPCTLNNPGNTHGNCVSFGICCV
Conopressin_Ps1 VGPH|CCGETGCHEMGTPHEANTCARIMBEEP TPCLVIGSPCTLNNPGNTHGNCVSFGICCV
Conopressin_Ps2 VGPY | CCGETGCHEMGTPHA | KICAKEMBESBP TPCLVIGSPCTLNNPGNTHGNCVSFGMCCV
Conopressin_Ps2ii VGPY I CCGEITGCHEMGTPHA | KICAKEBNSBP TPCLVIGSPCTLNNPGNTHGNCVSFGMCCV

120 129
Conopressin_Amz1 BBTCFFBLGCL
Conopressin_Amz1i BBTCFFBILGCL
Conopressin_Ps1 BBTCVFEBILGCL
Conopressin_Ps2 BRTCS IBSGCP
Conopressin_Ps2ii BBTCS IBSGCP
D superfamily

] 10 20 30 40 50 60
D_Ps49.1 MPKILEIMMMLVLL ILPLSYFBAGGQAVQGYBAGMERY L L PRIKIL PRII L YCAKIKIVEBIQNSGWVRICCTTL
D_Ps49.1ii MP.L.MMM VLLILPLSYFIAGGQAVQGYBAGVIEIRYLLPRKILPR | LYCAKKIVBIQNSGWVRICCTTL
=0 91

D_Ps49.1 .CG.NCC KIGWGC | RGABPNBAQCSQ
D_Ps49.1ii IKICGKINCCPRKIGWGC | RIGABP NBIAQCSQ

DivMKFPLLFISL_Ps6.27 TLFLMVLTAAVFLTFFTETETMSVFKARBKRYVHPCTGTF SBICRINQPBIGTVCC IKGS
DiVMKFPLLFISL_Ps6.27ii MEISTLFLMVLTAAVFLTFFTETET | SVFKAGHEKRAHPCTGTFSBCRNQPBGTVCCRINGS
DivMKFPLLFISL_Ps6.27iii MEISTLFLMVLMAAVFLTFFTETET | SVFKAGHEKRAHPCTGTFSBCRNQPBGTVCCRINGS

519 ]
DIVMKFPLLFISL_Ps6.27 CHGSACYY
DivMKFPLLFISL_Ps6.27i CHGFACY Y
DivMKFPLLFISL_Ps6.27iii CHGF ACY Y
H superfamily

1 10 20 30 40 50 60
H_Amz77  MNTAGRILLLLCLALGLVFESLGKAVPEEVNAERBTEP FHKBAR-QLHE|LTHPELBCGGVTCHK
H_Ps1 MNTAGRILLLLCLTLGLVFESLGKTVPEEVNABRBTEPFHKBAR-QLHEIL SRS - -BICGGRISCK
H_Ps7.7 MNTAGRILLLLGLALGLVFHEY L GKAVABEYVET HIRITEP BIBKE L REBIS LK | VERTESBCGGVPCK
H_Ps7.7ii MNTAGRILLL-CLALGLVFIESLGKTVABEVETHIRIETIBP BBKE L RBS LK VRRTESBECGGVPCH
/0 sU 89

HAmz7.7  ASCCVIK | IBNEEE | CTVFEC |HPEPQSLQ
H_Ps1 YGCCVN | NGKIKIRIC - | |BICNRIPBILQSLQ
H_Ps7.7 FGCCKTHEBIGKKKICREL GC-KP
H_Ps7.7ii FGCCKRITHGGKKIRICREL GC -KIP




I1 superfamily
1

11_Ps11.1
11_Amz11.1
11_Ps11.2
11_Amz13.1
11_Amz13.1ii

11_Ps11.1
11_Amz11.1
11_Ps11.2
11_Amz13.1
11_Amz13.1ii

12 superfamily
1

12_Ps6.28
12_Ps6.28ii
12_Ps6.31ii
12_Ps_6.29
12_Amz11.7
12_Amz11.7iii
12_Ps_6.30
12_Amz11.7ii
12_Amz11.8

I3 superfamily
1

10 20 30 40 50 60
MEILSVTFLLILMILPSMTGHENKIS SKIRI| LRIGAS LRIGFLW- -BEICSS IGLPCGIHFHCCS-RICC
MEILSVTFLLILMILPSMTGHEKS SKIRITLRIGAS LRIG | VRI--GYC-F VP CHEINFQCCS -RICC
MEILSVTFLLILMILPSLNGHEKSSKRITLRGAS LRG| VR---RCSGLGHEEC-TQSBCCGHELCC
MEILSVTFLLILVTLSSLTGHEKS SKRIT LRBATLRGLLGQTRISCQESREMPC | VPNHCSSHVCC
MEILSVTFLLILVTLSSLTGHEKS SKRRILRBATLRGLLGQTRISCQEMSREPCIVPNHCSSHVCC
70 80 83
MN---YNCVW-NRIS-PCP ILGG
MI---QRICVW-TFTGPCP | LGRI
SA---GTCVM-TIL-PCT--RG
I TNTGRIQCAMHNAC -BICKI- - KA
I TNTGRIQCALHNAC -BICK - - KIA
10 20 30 40 50 60 70 77

LNL--VVFTBRACKTEEF-PCSSBEBECCVAQCYBWKICKIPHYPWP P YKIRGRRQVP FKVF GQR
LNL--VVFTBACKTEEF-PCSSHBBECCVAQCYBWKCKPH | PWPPYMTGRRQVP FKVFGQR
LNL--VVFTERACKTEEF-PCSSHBIBECC | AQCYBWKICKIPH | PWPP YMTGRIRQVP FKVF GQR
LNL--VVLTBACYYBVGEPCSSNIEECC | SECCYGTCLQWCHWPV YKIRGRRHVS FKVF GQR
MMFRLTTVSCFL LNL--VVLTEBACYYBVGEPCSSNEECC | SHCCYGICLQWCTWPV YKIRGRRHVSFKVFGQR
CFL LNL--VVLTEACYYBVGEPCSSNIEECC | SECCYGICLQWCTWPVYKRGRRHVS FKVFGQR
MMFRLTTVSCFL------- L--VVLTRACYYBVGEPCSSNEECC | SECCYGTCLQWCHWPV YKIRGRRHVS FKVFGQR
MMFRLTTVSCFLLVI LNL--VVLTEHACYYBVGEPCSSNKECC | SECCHBG | CLPWCTWPVYKRGRRHVS FKVFGQR
FRLTTVSCFLLVI LNLFQVVLTYACQSENC-SCSSHBBBCC | AQCENGKICVPR-PHEH | Flll | CKIREV S FKVFGQR

MMFRLTTVSCFLLVI
MMFRLTTVSCFLLVI
MMFRLTTVSCFLLVI
MMFRLTTVSCFLLVI
LVI
LVI

<<
<<
r—r-

. 10 20 30 40 50 60 70 80 83
MELSLAIVLILILLTLSTGABTSENSASRTVTAVKE---TP-LLSTCKSKEBETCSBEBBBCCGSLCCFRVYGCQLAYVPCLP

I3_Ps11.2
I3_Ps11.2ii MELSLAIVLILILLTLSTGABTSENSASRTVTAVKE---TP-LLSTCKGKEETCSBBBBCCGSLCCFRVYGCQLAYMPCLP
I3_Amz11.3 MELSLAIVL ILMLLSLSTGABTSENRASRT I T---------- LLSTCKGKEBETCSYIBBBCCGSLCCFRVYGCQLAYVPCLP
I3_Amz11.3ii MELSLAIVLILILLTLSTGAETSBNRASRT IT---------- LLSTCKGKEETCSYEBBCCGSLCCFRVYGCQLAYVPCLP
I3_Ps11.3 KLFLAIVLILMLLSLSTGAETSBNHASSSTTALRBRL LHPNRQWGCRRRYRRICSHENBCCGPLCCARV--CTLMYAPCL
I3_Amz11.6 MELFLAIVL ILMLLSLSTGABTSBNHASRST | ALRBRL LHPNRQWGCRRRYRRICSHENBCCGSLCCARV--CTLMYAPCL
13_Amz11.2 MELFLAIVP ILMLLSLSAGAETSBNRASRTVTAA IBWLFGP-WSWTCSTLGHEQCS | HSBCCGBLCCSGVQ-CSMTYVSCQWGW
I3_Amz11.2ii MELFLAIVP ILMLLSLSTGVEETSENSASRTVTAA---LFSP-WLWGCSTLGHEQCS | HSBCCGHELCCSGVQ-CSMTYVSCNWGW
13_Amz11.2ii MELFLAIVP ILMLLSLSTGVEBTSBNSASRTVTAA---LFSP-WLWGCSTLGHEQCS | HSBCCGHELCCSGVQ-CSMTYVSCNWGW
I3_Ps11.4 MELFLAIVL ILMLLSLSTGVETSENRARRSATALRBRL LHP -KRWGCRETNE | CFNSSNCCRBILSCFT | YLWNKT | YRCM
13_Ps11.4ii MELFLAIVLILMLLSLSTGABRSENHASRSATALRBRLLHP-KSWGCRIETNE | CFNSSNCCRBILSCFV | YLWGKTTFRCM
14 superfamily

1 10 20 30 40 50 60
14_Ps12.1 MFGHTSVNFLLLSIMVFGMVATVICSCGHEHI|VSHBESCHEHQPGHEK I CSCSNHVCC-EHNP-PYSH
14_Ps12.1ii MFGHTSVNFLLLSIMVFGMVATVICSCGHI|VSBEESCHEHQPGHEK | CSCSNHVCC-VNP-PYSH
14_Ps12.3 MFGYTSVNFLLLSIMVFGMVATVICSCGHEHI|VS-BEBSCHQPGHEKIICSCSNHVCC-VNP-SHSH
14_Ps12.2 MFGYTSVNFLLLSITIFSMVATVVCSCGKIS | SSENCHEHQPGHEEI CSCSNHVCCPLIP-PHSH
14_Ps12.2ii MFGYTSVNFLLLSITIFSMVATVVCSCGHKIS | SSENCHQPGHEEICSCSNHVCCPLIP-PHSH
14_Ps12.2iii MFGYTSVNFLLLSITIFGMVATVVCSCGKIS | SSENCHEHQPGHEMI CSCSNHVCCPLIP-PHSH
14 Amz12.1 MFGHTSVNFLLLSIMVFGMVATVICSCGKIS | SSENCHEHQPGHEMICSCSNHVCCPLNP-PHSH
14_Amz12.1ii MFGHTSVNFLLLSIMVFGMVATVICSCGKIS | SSENCHEHHPGHEEI CSCSNHVCCPLNP-PHSH
14_Amz12.1iii MFGHTSVNFHLLS IMVFGMVATVICSCGKISVSSENCHEHQPGHEEI CSCSNHVCCPLNA-PHSH
14_Amz11.4 MFGHTSVRIFLLLS IMLLGMVAMVWCSCG--TLGIHEECHE--GETACRCSNHECCNMEP T PRKEB

70 80 S0 5%

14_Ps12.1 YCMTWRIACYA I TVGFGF SRIRIRIA | QMQERIF LRMTRIG L AB
14_Ps12.1ii YCMTWRIACYA | TVGFGF SRIRIRIA | QMQIERIF LRMTRIGL AB
14_Ps12.3 QCMTSRITCFL ITVGAGVSRRRIA | QMQERIF LRMTRIGL Al
14_Ps12.2 QCMTLTACNI ILSGLG--RRRA | QTQKIRIFLRMTRGL AN
14_Ps12.2ii QCMTLTACNIMLSGLG--RRRA | QTQERFLRMTRIGL AN
14_Ps12.2iii QCMTLTACNIMLSGLG--RRRA | QTQERFLRMTRGL AN
14_Amz12.1 QCMTLTACS IMLSGFG--RIRRIT | QMQERIF LRMTRIG L Al
14_Amz12.1ii QCMTLTACS IMLSGFG--RIRRT | QMQERIF LRMTRIGL AB
14_Amz12.1iii QCMTLTACS IMLSGFG--RIRIRT | QMQERIF LRMTRIGL AB
14_Amz11.4 QCMTQHACY | VHSGKIRI- -RIRIRIV | QKIQKIRIF L GMPRIGHARI




J superfamily
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L superfamily

68
'

60
'

YCQVTTVCTP
YCQVTTVCTP
GCYVEMTCMP

30
h

20
v

BIGF | RRABENGGRITF
BGF | RRABENGGRIT F
BIGFNRIRABKGGRIT F

MK

L_Ps14.1i M

!

LPs142 M

L_Ps14.1




M superfamily

M_Ps1
M_Ps1.iii
M_Ps4
M_Amz1
M_Amz1ii
M_Ps3.9ii
M_Ps3.10
M_Ps3.9
M_Amz3.2
M_Ps3.12
M_Amz3.6ii
M_Amz3.6iii
M_Ps3.12ii
M_Amz3.6
M_Ps3.14
M_Amz3.5
M_Amz3.5ii
M_Ps3.13
M_Amz3.3
M_Amz3.3ii
M_Amz3.4
M_Ps3.11
M_Ps2vi
M_Amz2iii
M_Amz2ii
M_Ps2iii
M_Amz2
M_Ps2iv
M_Ps2v
M_Ps2
M_Ps2ii
M_Ps3ii
M_Amz3ii
M_Amz3iii
M_Ps3iii
M_Ps3
M_Amz3
M_Amz3.1
M_Amz3.1i
M_Amz3.7
M_Amz3.7ii
M_Ps3.2
M_Ps3.15
M_Amz3.8
M_Ps3.3
M_Ps3.3ii
M_Ps3.3iii
M_Amz3.13
M_Ps3.16
M_Amz3.9
M_Ps3.16ii
M_Ps3.17ii
M_Amz3.10
M_Ps3.17
M_Ps3.20
M_Ps3.18
M_Amz3.11
M_Ps3.19
M_Ps3.19ii
M_Amz3.12
M_Amz3.12ii

1 10 20 30 40 50 60 80 ! 110 118
MLEMRAVLFTFLVLFPLATLQLEABQP -~~~ VERYVENKL - -GLNPBERRK | | | PALRRG TPS--RRCM| -~ -=-----~
MFPLATLQLEABQP - - - -VERYVENKL - -GLNPHBERRK | | | PALRRG- - ~TPS--RRCMI -
VLFTFLVLFPLATLQLEABQP - - - -VERYVENKL - -GLNPHBERRK | | | PALRQG- - -TTI--YRCGL-
MLEMGMVLFTFLVLFPLATLQLEABRP - - - - VERYVENKL - -GLNPBERRK | | | PAL = -VTI--YRCGF-

MLEMGVVLFTFLVLFPLATLQLEABQP -VERYVENKL--GLNPEERRK | L | PALRRG- -
MLEMGVVLF | FLVMFPLATLHLEBABRP

-VERYAENEQ--BLNPHBERRK | | |PALSGR-
VLFIFLVMFPLATLHLEBABRP

MLEMGVVLF | FLVMFPLATLHLBABRP - - - - VEERY AENEQ-

MSKEMGVVLFTFLVLFPLATLQLNABRP - - - - VEERYAKNKQ-
MMLEMGVVLLTLLVLVPLATLQLEABRP
MMLEMGVVLLTLLVLVPLATLQLEABRP
MMLEMGVVLLTLLVLVPLATLQLBABRP
MMLEMGVVLLTLLVLVPLATLQLBABRP
MMLEMGVVLLTLLVLVPLATLQPBABRP

GCCRT--ATCHIGRSYYVESEBWCQCCG
GCCRT--ATCHIGRSYYVASBRCQCCG
GCCRT--ATCHIGRSYYVESBWCHCCG
GCCRT--GSCH I GRSSYAVRQKICQCCG

-VERYAGNKQ-
-VERYAGNKQ-
-VERYABENKL - -BLNPBKRRAT IMRSLGPR
MSEMGVVL | | FLVLFSMETLQLEABRP -VERYAKNKQ--NLNPBKRG | Al |HAALS - -~
MSEMGVVL | | FLVLFSLAALQLEABRP - VERHAKNKQ--NLNPEKRG | Al |HAVLS - -~
MVLFSLAALQLEBABRP - - - - VEERYAKNKQ- -NLNPBKRRMT IMHFMLS - === ~-=-==--~---~
MGVVLF | FLVLFPLVTLQVIEMEGRP - - - - VERYAKNKQ- -BLNP VERRG | | TREMWPR-----~-~--~-~-~-~--|
MLEMGVLLF I FLVLFPLATLQLEABRP ---TSCCKP--PNCHG
MLEMGVLLF IFLVLFPLATLQLEABQP ---TSCCKP--PNCHG
MLEMGVLLF I FLVLFPLATLQLEABRP ---TSCCIP--PRCGG
MLEMGVLLF I FLFLFPLATLQLEABQP ---TSCCHP - - PWCEM
MSKLGVVLF I FLVLFPMATVQLEGEQP ---GLRCAG--ASYBPN
MSKLGVVLF | FLVLFPMATVQLEGEQP ---GLRCAG--ASYBPN
MSKLGVVLF | FLVLFPMATVQL ---GLRCAG--ASYBPN
MSKLGVVLF | FLVLFPMTTVQL ---GLRCAG--ASYBPN
MSKLGVVLF I FLVLFPMTTVQL! -ANRHABERG- - -QGL THQYRNLRHV LKR ---GLRCAG--ASYBPN
MSKLGVVLF | FLVLFPMATVQLEGEQP -ANRHABERG- - -QGLTEHQYRNLRHV LKR ---GLRCAG--ASYBPN
MSKLGVVLF | FLVLFPMATVQLEGEQP ---GLRCAG--ASYBPN
MSKLGVVLF I FLVLFPMTTVQLEGHEQP - - - - ABRHABBRG - - -QGL THQYRNLRNVLER - - ------------~ GLRCAG--ASYBPN
MSKLGVVLF I FLVLFPMTTVQLEGEQP - - - - ABRHABERG- - -QGL THQYRNLRNVLER - - ------------~ GLRCAG--ASYBPN
VLFPMTTVQLEGEQP ---GLRCS----SAVPN
MSKLGVVLF | FLVLFPMTTVQLEGEQP ---GLRCS----SAVPN
MSKLGVVLF | FLVLFPMTTVQL ---GLRCS----SAVPN
MSKLGVVLF | FLVLFPMATVQLEGEQP ---GLRCS----SAVPN
MSKLGVVLF I FLVLFPMATLQLEGAQP ---GLRCN----SAAPN
MSKLGVVLF | FLVLFPMATLQLEGAQP - ABRHABERG - - -QGL THQYRNLRNVLKR - - ------------- GLRCN----SAAPN
MSKVGVVLL I FLVLLSLAALQ-NGEEIP RQQRGEKQSPQRENFRSTLREY SHN | QRRCRNGTS SCTTCARKGKEBICMG - -RRGGG
MSKVGVVLL IFLVLLSLAALQ-NGHEEP - - - -RQQR
MMSKLGVLLTICLLLFPLTVLPLBGVQGRHHLTVQPLRRLT---ARSSQPQHRAWBIEEKKI - - - -------------~
MT - - -AR'S SQP QHR AWIIEEKK - - -
MMSKLGVLLP ICLLLFPLTALPLEBGVQGRHHLTVHPLRRLT---ARSSQP QHRAWMIEEKK - - -
LLFPLTALPLEGVQVRHHLTVHPL
MMSKLGVLLTICLLLFPLTVLPLEGVQGRHHLTVHPLRRLT---ARGS
MMSKPGVLLTICLLLFPLAALPQEGHEQP - ---ABQPAERMQ- - -N | SP FKRKHWF NRAAT - - -
MMSKPGVLLTICLLLFPLAALPQEGEQP
MMSKLGVLLTICLLLFPLAALPQEGEQP
MMSKPGVLLTICLLLFPLTALPQEG
MMSKLGVLLTICLLLFPLTALSLBGEQ
TICLLLFPLTALSLEGEQP
MMSKLGVLLTICLLLFPLTALSLEGEQP
MMSKLGVLLTICLLLFPLTALPL
MMSKLGVLLTICLLLFPLTALPL
MMSKLGVLLP ICLLLFPLTALPLEGEQP
MMSKLGVLLTICLLLFPLTALPLEGEQP
MMSKLGVLLTICLLLFPLTALPL
MTICLLLFPLTALPL
MMSKLGVLLTICLLLFPLTVLPLEGEQP
MMSKLGVLLTICLLMFPLTVLPLEGEQP INSAAQ-HPRFEBSVRG---
MMSKLGVLLTICLLLFPVTALPLEGEQP SSAAQ-NPHFEIF IRG---
MMSKLGVLLTICLLLFPVTALPL QP - - --ABQPAERMQE - -BS SAAQ-NPHFBIF IRG--=--------------~

I SPHR-SPWFEP VKR - - -
I SPHL -NPWFBIP VKR - - -
I SPHL -NAWFEP VER - - -
NSAAQ-HPRFEISVRG- - -




01 superfamlly

10 20 40 50 70 80 90 97
01_P26.12ii NILTYAL I VAML FLTACQL ITT----SIGIQIYIANITITIMQISILHIL | K- ICITPGAICS-- L IRTRCCSRK - CRL QP - - -GGGVCVAKRP AN
01_Ps6.12 MKILTYAL | VAMLFLTACQL | TT-IBli- - SRGRQEYRAMRAR TKMQK SK L HKIL TK-RCBTPGARCS --L IRTRCCSRK-CRLQP - - -GGGVCVAKRP AN
O1_Ps6.13 MEILTYAL | VAMLFLTACQL | TT-Bll- - SRGRQEYRGARARTKMQN YK | FKIL TIK-RCBPPGAACS --RTNNQCCHA--CSSPPPGQGKGKIC TKA
01_ps6.13v MKILTYAL | VAMLFLTACQL | TT-IBli- - SRGRQEYRGARARTKMQN YK | FKIL TK-RCBPPGAACS --RTNNQCCHA--CSSPPPGQGKGKCTNA
01_Ps6.13iii FLTACQL I TT-Bll- - SRGRQEYRGARARTEKMQNYK | FKIL TKI-RCHBPPGAACS --RTNNRCCHA--CSSPPPGQGKGKICTNA
01_Ps6.13ii MEILTYAL | VAMLFLTACQL I TT-BN--SRGRQEYRGARARTKMQNYK | FKIL TIK-RCBPPGAACS--RTNNRCCHA--CSSPPPGQGKGKICTNA
O1_Ps6.13iv MKILTYAL | VAMLFLTACQL | TT-BN--SRGRQEYRGARARTKMQN YK | FKIL TK-RCBPPGAACS --RTNNRCCHA--CSSPPPGQGKGKCTNA
01_Ps6.29 RQEHRAANARTEMQNYK | FKIL TKI-RCVAPGGRCT--RWH INCCSKYV - CKILKIKIN- - GNP VC VKK
01_Amz6.18 MKILTYAL | VAMLFLTACQL | TT-HBI- - SRGRQEYRAANARTKMQNYK | FRL TKI-GCVAPGGRCT--LRH INCCSKYV - CKILKIKIN- - GNP VC VKK
O1_Amz6.18ii MEILTYAL | LAMLFLTACQL I TT-HB--SRGRQEYRAANARTEMQNYK | FRL TKI- GCVAPGGRCT--RWH | YCCSKV - CKILKIKIN - - GNP VC VKK
01_Ps6.32 MKILTYAL | VAMLFLTACQL ITT-YN--PRRRQVYRVARERTPHEQHE | VFENASNGKCEBPPGAACT--RVNNNCCK | --CTLRKT--GBPVCTRQ
01_Amz6.19 MEILTYAL IVAMLFLTPCQL ITT-YN--PRRRQVYRVAREBRTPEQHE | VFENSSNGKCHEBPPGAACT--RMSNNCCK | --CTLRKT--EBPVCTRQ
01_Ps6.14 MKILTCVL IVAVLFLTASQLLTA-NEBI--SREBKPGYPALRS | IKTSNSRHSGSVR-TCTHPLLBCG--SG-IECCSKA-CMVE--1TSGRYCM
01_Amz6.20 SKLLTA-BEI--SRBKPGYPALRS | IKTSNSRHSGSVR-TCTEPSLBCG--SS-EECCSKA-CMVE--1TSGRYCMYS
01_ps6.15 MKILTCVL I VAVLFLTACQLLTA-BE--SREBKPGYPALRS | IKTWSSRQSRSVR-TCTHPYYBCHE--SS-EECCSKG-CMFE--MTTGQYCV
01_Amz6.21 MKIL TCVL | VAVLFLTACQLLTA-BEBI- -SREBKPGYPALRS | IKTWSSRQSRSVR-TCTHPYYBCHE--SS-IECCSKG-CMFE--MTAGQYCV
01_Amz6.21ii MKILTCVL I VAVLFLTACQLLTA-BE--SRBKPGYPALRS | IKTWSSRQSRSVR-TCTHPYYBCHE--SS-EECCSKG-CMFE--MTAGQYCV
O1_Ps6.16 MKILTCVL | VAVLFLTACQL | TA-IBI- - SRIBKIQHY P ABR SR | KRQN SKIR SMS TK - SCIGPNLACI—-IN YHCCSKS -CKAK--SRYNGSCQ
O1_Ps6.16ii MKILTCVL I VAVLFLTACQL | TA-Bll- - SRIBKIQHY P ABR SR | KRQN SKIRSMS T - SCKGPNLACR - -RN-YHCCSKS - CKAKI- -SRYNGSCQ
01_Amz6.22ii MTCVL I VAVLFLTACQF | TA-Bll- - SREBKQHY P AR SR | KRQN SKIR SMS TKI - SCKGPNLACR - -RN-YHCCSKS - CRAK - - SRYNGSCQ
01_Amz6.22 MKILTCVL | VAVLFLTACQF | TA-EN- - SRIBKQHEY P ABR SR | KREN SKRSMS TKI - SCKGP SLACR--RN-SHCCSKS - CKAK - - SRYNGSCQ
O1_Ps6.18 MRLTCVL IVAVLFLTACQL I TA- ——S-QIY LAARLRHAMRNSKVP - - -R-ECREQKEECS - -KP -FPCCAGMTCL IRPNSGLKGICV
01_Ps6.18ii SRIBK ECREQKEBCS - -KP-FPCCAGMTCL IRPNSKLEGICV
O1_Ps6.19 ECKER SEECS--I1PSYPCCSGLTCVLRPNSGKINGTCY
01_Ps6.20 MEILTCVL IVAVLSLTACQL I TA-BY - - SRIBK HCREYRQGCA--YT--PCCPGLKCRGT---HAGGMCVKT
01_Ps6.20ii TACQLITA-BY--SREBKQHYLAARFREGMRNSKVS - - -R-EHCREYRQGCA--YT--PCCPGLKCRGT---HAGGMCVK S
01_Amz6.15 MRLTCVL | VAVLSLTACQL I TA-BY - - SRIBKQHY L AARFREGMRNSKV S - - -R-HCREYRQGCA--YT--PCCPGLKCRGT---NAGGMCVKT
01_Amz6.13 MRLTCVL | VAVLSLTACQL I TA-BY - - SRIBKQHEY L AARFREBGMWN SKVF - - -W-ECREYRQGCT--ST-APCCPGLYCRGT---HGGGMCVKS
01_Amz6.13ii MRILTCVL | VAVLSLTACQL | TA-BY - - SREBKQHEY L AARFREGMWN SKVF - - -W-HECREYRQGCT--ST-APCCPGL YCRGT - --HGGGMCVKS
01_Amz6.16 MKILTCVL | VAVLSLTACQL | TA-BY - - SREBKQHY HAAR FREBGMRNSKV S - - -R-BCRKIFRQGCT--TR-SPCCKGLKCSGGPWTGGAGMC | KA
01_Ps6.30 MRLTCVL I VAVLSLTACQL | TA-Bll- - SREBKQHY L AGMFREBIGMRNSKV S - - -R-BCQKINGBGCT--TT-SPCCKBLRCLMPEPREKNAG | CVKA
01_Ps6.21 MEILTCVL IVAVLFLTACQLVTA-BE- - SRBKQEYHALGS | LGMQNSNES ---R-PCTGLGRYCQ----- FPCCPGLKCYR | - --NBIE SWC L RK
01_Ps6.21ii VLIVAVLFLTACQLVTA-BE--SRBKQEYHALGS | LGMQNSNES---R-PCTGLGKYCQ----- FPCCPGLKICYR | - - - NIBEE SWC L RIK
01_Amz6.17 MEIL TCML | VAVLFLTACQLVTA-BE- - SRBKQEYHALGS | LGMQNSKBS - - -R-ACSHLGKYCQ----- LPCCPGLKICCR | - - -HBlE SWC L RK
O1_Ps6.28 MRLTWVL | IAILFLTACQL I TA-BY - - SRIBKHQ YRAVK SREBGMRKPRP F GS - Y -RCGSKGRQCL --T-- | PCCRGL SCRGY - --- CK
01_Ps6.17 MKILTCVL IMAVLFLTACQL I TA-AS-YPRSKQRYPNRR SRBIRK - - - - - SKIL TRI-RCQGYNQPCW--YS-GNCCSHY -CSNG- - KICAV
01_Amz6.23 MKILTCVL IMAVLFLTACQL I TA-AS-YPRSKQRYPNRR SRBIRK - - - - - SKIL TKI-RCQKQGHETCV--FS-SNCCHPFVCMNN------- ACQ
O1_Amz6.23ii MKILTCVL IMAVLFLTACQL I TA-AS-YPRSKQRYPNRR SRBIRK - - - - - SKIL TKI-RCQKQGHETCV--FS-SNCCHP FVCMNN
O1_Ps6.22 MKILTCVL | VAVLFLTACQL | TT-Bll- - S SBILREF PRRKK | BRML HTKAVEA-K-BCRPPGNFCN----TEHGCCBK--CI | F
01_Ps6.23 MIBRLLNTKAAQ--H-RCLGGSSPCT--AFSGNCCNY--CAFF
01_Amz6.24 MIBRLLBTKAAQ--B-RCLGGSSPCT--AFSGNCCNY--CAFF
O1_Amz6.24ii MIBRLLBTRAAQ- -B-RCLGGSSPCT--AFSGNCCNY--CAFF
O1_Ps6.24 M| ERL LKTKBVKAKQ-YCAPAAAWCN--M | KBENCCNY - - CKIF L
O1_Ps6.24ii M| ERL LKTKEVEAKQ-YCAPAAAWCN--M | KBINCCNY - - CKIF L
01_Ps6.24iii M| ERL LKTKEVEAKQ-YCAPAAAWCN--M | KBINCCNY - - CKIF L
01_Amz6.14 MIBRL LKTKBVEAKQ-YCAPAAAWCN--| INBRCCNY --CKIFL
O1_Amz6.14ii M| ERL LKTKEBVEAKQ-YCAPABAWCN--V I NBIKICCNY - - CKIF L
O1_Amz6.14iii M| ERL LK TKEBVEAKQ-YCAPABAWCN--V | NBKICCNY - - CKIF L R
01_Ps6.25 MKILMCVL | ~-AALFLTACQV | TAGNE- - ARB L REF PRRKMRERW - - TGBAEM- L - PCRGAGALCGGEE | P TEHCCHV--CVFN------- WCT
O1_Ps6.26 MKIVSSVL | VAMLTLTACQL | GA-SSHYSIEBVQMVP F VRS ABEMIEE SEN VKL SKIRKICVABWHFCGLF | FSPLCCTRL-CLLT-----~-~ VCFA
0O1_Ps6.26ii MKIVSSVL I VAMLTLTACQL | GA-SSHYSQEVQMAP F VR S ABEMIER SEN VKL SKIRKCVABWHFCGLF | FSPLCCTRL-CLLT------~- VCFA
01_Ps6.27 MKIVSSVL | VAMLTLTACQL | GA-SSHYSQEVQMAP S VRS ABBEMEN SENAKIL SKIR | CLPTWYYCGS | IVSPICCTRL-CLFS------~ VCFP
O1_Ps6.27ii MKIVSSVL | VAMPTLAACQL | GA-SSHYSQEVQMAP S VRIS ABBEMEN SENAKIL SKIR ICLPTWYYCGS | IVSPICCTRL-CLFS-----~-~- VCFP
01_Ps2 MKILTCVL | VAMLFLTACQLNMA -l - - SRIBEQENY L LRL FNMERNS PBISEGL SANTESPA I YV
O1_Ps2ii RLFNMERNS PBISEGL SANTESPAIYV
01_Ps1 RS | IKMLNSKRSRL TKIKCCSHLEYEFETSV- I GN
01_Amz1 RS | IKMLNSKRSRL TRKCCSHLEYEFEASL - IWH
O1_Amzlii RS | IKMLNSKRSRL SRKCCSHLEYEFETSV- | Wl
O1d superfamily

10 20 60 70 80 84
01d_P26.8 MEVTCMMI IAVLLLTASIFIT CIAGGSGCNR---NGACCSGVCFLGICW
01d_Ps6.8ii MKIVTCMM I TAVLLLTASIFIT CIAGGSGCNRI---NGACCSGVCFLGICW
01d_Ps6.12 MKILTCTMIVAVLLLTACI IVS AsE CKISBIGSLCYS---YHEBCCGGNCF | -GCW
01d_Ps6.13 MKILTCT-IVAVLLLTACIIVS AST CKISKIGSLCYY---YGHECCGRINCL | —ACW
O1d_Ps6.4ii MEILTCMI IVAVLFLTTWVFIT | HASKILN CVAGGQGCGFPKII GGPCCSGWCFF-VCF
01d_Amz6.4 MEKILTCMM I VAVLFLTTWVFIT ENLP BHASKILN CVAGGQGCGFPKI| GGPCCSGWCF | -VCT
01d_Ps6.10 MEMTCMM I VAVLFLTTWTFVT | F KASKLE CVAGGQACGFPKIVGGPCCSGYCAF-ACL
01d_Ps6.10iii MEIMTCMM | VAVLFLTTWTFVT HILF KASKLBNRNBECVAGGQACGFPKIVGGPCCSGYCAF -ACL
01d_Ps6.10ii MEMTCMM I VAVLFLTTWTFVT HILFPKTRHEVEKNPKASKLBNRNBECVAGGQACGFPKIVGGPCCSGYCAF-ACL
01d_Ps6.6 TFVT ENLPRMSRHE | KNPHEASKLNKR-BAC | PRIGKILC---- - TGRICCSBIWCF | -VCL
01d_Amz6.25 NPKIASVLNKR -RBICKANGSFCMY ---YABCCNKISCIS-VCY
O1d_Amz6.8ii MEILTCMMIVAVLFLTAFISIT EN L VRIKARHEMEKIN PKIAS VL NKIRI - RBICKIANGS FCMY - - - YABICCNKISC | F-FCY
01d_Amz6.8 MEKILTCMM I VAVLFLTAFISIT ENLVRMARHEMEKNPKASVLNKR-GBCKANGSFCMY - --YABCCNKISC | F-VCY
01d_Amz6.26 MEKILTCMMIVAVLFLTAFISIT EN L VRIKARHEMKINPKASVLNKR - EBCBEAGGSGCMY - --GSECCSGVCFL-VCF
01d_Ps6.11 MEIVTYMMIVAVLFLTAFISIT ENRVRMARYEVKNLKASYVSKKITGGP CKIAPKWGCMY - - -GHEICCGGAC | F-VCFHK |
01d_Ps6.11iii MEIVTYMMIVAVLFLTAFISIT ENRVRMARYEVKNLKASVSKKITGGP CKIAPKWGCMY - - -GHEICCGGAC | F-VCFHK |
01d_Ps6.11ii MKILTCMMIVAVLFLTAGISIT ENRVRMARYEVEKNLKAPVSKKTGGP CKAPKWGCMY - - -GHEICCGGAC | F-VCFK |




O2 superfamily

N Ps1
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MST LRMMLL | LLLLLPMAAFABERP T IRGORSAKF LKS | T-C.QGIPCTSGIWCC-CC-S NCGCRWHE | LBIG | RYRVCEC

P superfamily

1 0 20 30 40 50 60 70 80 90 1 OO 1 1_2
P_Ps9.1 MHLSLAGSAVLMLLLLFAFGNFVGVQPGQIT-VINGQLTII\-PNLISL-PN.L LIPL- HTCNGYCITIHICHINHVG——HS_HHHCYCTI FG-FCLHBSH N
P_Ps9.1ii MHLSLAGSAVLMLLLLFALGNFVGVQPGQ | TREVENGQLTENRPNLRS LREPMRL LKP LBKR-HTCNGYCEBTRHRCHENHVG- -HSHEBBHHHCYCT | FG-FCLHBSH IR
P_Amz9.2 MHLSLAGSAVLMLLLLFALGNFVGVQPGQ | TREVENGQL TENRPNLRS LWKSMRL LKP LBKR-HTCNGLCVTRHBECHENHVGHVHS GEIHHHCHCHEIL F - -VCHHERSEBVE
P_Amz9.2ii MHLSLAGSAVLMLLLLFALGNFVGVQPGQ | TREVENGQLTENRPNLRSLWKPMRL LKP LBKR-HTCNGLCVTRHECHENHVGHVHS GBBHHHCHCHEIL F - -VCHHESEBVE
P_Ps9.2 MHLSLAGSAVLMLLLLFALGNFVGVQPGQ | TREVENGQLTENRPNLRSLRKPMRL LKP LBKER-HTCNGVCF TRHECHENHVGHVHS GBIHHHCHCHEIL F - -VCHHESEVE
P_Ps9.15 NGQLTENRRNLRS LRKPMSL FKIS LBIKIR-RWCSGPCSQQSHECPH------------- YCHCGHEQH - - CHKBRRG
P_Ps9.15ii NGQLTENRRNLRS LRKPMSL FKIS LBIKIR- GWCSGPCSQQSHECPH------------- YCHCGHEQH - - CHKBIRRG
P_Amz9.12ii GQLTENRRNLRS LRKPMSL FKIS LBIKR-RWCSGPCSQQSHCPH----~-~-------~ YCHCGHEQH - -CHKBIRL V
P_Amz9.12 NLRSQWKPMSL FIKIS LBIKIR-GWCSGPCSQQSECPH------------- YCHCGIHEH - - CHKBIRL V
P_Ps9.3iii MFALGNFVGVQPGQ | TREVENGQLTENRPNLQS LRKP IRL FKIP LBKRG | KCGGSCHVNKBICHYPHPG------ TKRHPCHCHHY--SC | PGPHGHK
P_Ps9.3ii QPGH | -REVENGQLTENRPNLQSLRKP IRL FKPLBKRS | TCGGSCHLNKBCHYPHPG------ AKHPCHCHHY--SC | PGPHGHK
P_Amz9.5 MHLSLAGSAVLMLLLLFALGNFVGVQPGQ | TREVENGQLTENRPNLQSLRKP IRL FKP LBKRG | KCGGSCHVNKBCHYPHPG----~-~- THHPCHCHHY--SC I PGPHGHK
P_Ps9.3 MHLSLAGSAVLMLLLLFALGNFVGVQPGQ | TREVENGQLTENRPNLQSLRKP IRLVKP LBKRG | KCGGSCHVNKBCHYPHPG-----~- TKRHPCHCHHY--SC | PGPHGHK
P_Amz9.4 MHLSLAGSAVLMLLLLFALGNFVGVQPGQ | TREVENGQL TENRLNLQSQWKPVSLFKSLYKR-RPCYGSCENNSHCNR FCYCGNK
P_Amz9.4ii GQLTENRLNLQSQWKPVSLFKISL YKER FCYCGNHK- -KCK
P_Ps9.5 MHLSLAGSAVLMLLLLFALGNFVGVQPGQ | TREVENGQLTENRLNLQSQWKPVSLFKSL YER FCYCRNK- -KCK
P_Ps9.6 MHLSLAGSAVLMLLLLFALGNFVGVQPGQ | TREMENGQLTENHLNLRP--KPVSLFKSL LCYCGNHK- -KCK
P_Amz9.3iii MLLLFALGNFVGVQPGQVMTREVENGQL TENRRNLQSRWKPMS L FKIS L BIKIR BECHCYKIN--QCHHH
P_Amz9.3ii BECHCYKIN--QCHHH
P_Amz9.3 BECHCYHKIN - -QCHHH
P_Amz9.3iv BECHCYKIN - -QCHHH
P_Ps9.4ii PCFCTEBEG-HCHHYPGTH
P_Amz9.1 PCFCTBEG-HCHHYPGTH
P_Ps9.4 PCFCTBEG-HCHHYPGTP
P_Amz9.1ii MHLSLAGSAVLMLLLLFALGNFVGVQPGQ | TREVENGQL TENRPNLRSRWQPMSL FKITL PCYCTTGG-HCHHYPGTP
P_Ps9.7 MHLSLAGTAVLMLLLLFALGNFVGVQPGQTTREAEBNGQLTENRPNLRSRWQPMSL FKITL SCFCS IBG-RCHPSP
P_Amz9.9 QLTENRPNLQSRWQPMSLFKTL SCFCSVGG-SCNPSPH
P_Amz9.11iii MHLSLARSAVLMLLLLFA---FFEVQPEP | TREVENGQL TENRRNLQSRWKSMAL FQS L BKIR BCTSNMG---CM
P_Amz9.11iv FFEVQPEP | TRELENGQL TENRRNL QSRWK SMAL FQS LBIKR - AGCGGBICS SBSBICPPYCP----~-----~ BCTSNMG---CM
P_Amz9.11 MHLSLARSAVLMLLLLLA---FFEVQPEP | TREVENGQL TENRRNL QSWWK SMAL FQS LIIKIR-AGCGGEICS SBSBCSPYCP---------- BCTSNMG---CM
P_Amz9.11ii MHLSLAGSAVLMLLLLLA---FFEVQPEP | TREVENGQL TENRRNL QSWWK SMAL FQS LBIKR-AGCGGECSSBSBCPPYCP---------- BCTSNMG---CM
P_Ps9.9ii NF I GVQAGQ | TREVENGQLTEKLRNLQSLWHESRSL -KLVAKR-QWCGNLCASQSECGSFC----------~- | CHMNSC- - -WLKM
P_Ps9.9iii NF | GVQAGQ | TREVEINGQL THIKLRNLQS LWHSRSL -KLVAKR-QWCGNLCASQSHECGSFC----------- VCHMNSC - - -WLKEM
P_Ps9.9 MHLSLAGSAVLMLLLLFALGNF I GVQAGQ | TREVENGQL TEKLRNLQSLWHESRSL -KLVAKR-QWCGNLCASQSECGSFC----------~ | CHMNSC- - -WLKM
P_Ps9.13 NF I GVQAGQ | TREVENGQL TEKLRNLQSLWHESRSL -KLVAKQ-KSCGNLCASHSECGSFC----------~- | CHLERCR - FWWMV
P_Ps9.13ii NF I1GVQAGQ | TREVENGQL TEBKLRNLQS LWESRSL -KLVAKQ-KSCGNLCASQSECGSFC----------- | CHLERCR - FWWMV
P_Amz9.8 FALGNF I GVQAGQ | TREVENGQL TEKLRNLQSLWHESRSL -KLVAKQ-KSCGNLCASQSECGSFC----------~ VCHLERCR-FWVMI
P_Ps9.10 MHLSLAGSAVLMLLLLFALGNF IGVQAGQ | TREVENGQLTEBKLRNLQSLWESRSL FKLVAKR-BNVCGWTCSSQSECGSAC----------- VCYFKRCR-LKVNLLP
P_Ps9.11 MHLSLAGSAVLMLLLLFALGNF I GVQAGQ | TREVEINGQL TEKLRNLQSLWESRSL -KLVAKH-QRCGNTCSSHSBCGFLC----------~- LCHWGRC---QV
P_Ps9.11ii MHLSLAGSAVLMLLLLFALGNF I GVQAGQ | TREVENGQL TEKLRNLQSLWESRSL FKILVPKEH-QRCSNICSSHSEBCGFLC----------~- LCHWGRC---QV
P_Ps9.16 NF I GVQAGQ | TREVENGQLTEBKLRNLQSLWESRSL FKLVAKQ-QRCGGTCTSRPVCGYLC----------- FCHWGRC---WPVH
P_Amz9.7 MHLSLAGSAVLMLLLLFALGSF IGVQAGQ | TREVENGQL TEKLRNLQSLWESRSL FKILVAKQ-QRCGGTCTSRPVCGYLC----------- FCHWGRC---WPVE
P_Ps9.12 MHLSLAGSAVLMLLLLFALGNF I GVQAGQ | TREVENGQL TEIKLRNLQS LWESRSL FKL VAKQ-QRCGETCSSQSHECGYLC- -FCHWGSC---QF
P_Amz9.6 MHLSLAGSAVLMLLLLFALGNF IGVQPGQ | TREVENGQLTENRRNLRS LWESRSL FKIL VAKQ-QRCGGTCSSHSACGHEGC - -YCSGSSC---WElEQ
P_Ps9.8 MHLSLAGSAVLMLLLLFALGNFVGVQPGQ | TREVENGQLTENHLNLRP - -KPRSLFKSVAKQ--WCKVPCSSBKBCGENC----------- SCGSNNN--CFPH
P_Amz9.10 QPGQ | TREVENGQLTENHLNLRP - -KPRSLFKSVAKQ--WCKVPCS SBRGCGENC----------- SCGSNNN--CFPH
P_Amz23.1 LLLFALGNFVEVQPGQ | TREVENGQL TEINRRNLRSQWKPRSL FISVAKG- -WCKGTCHESBRECLSSC----------- CCVWKIS---CFYRQ
P_Amz23.1ii LLLFALGNFVEVQPGQ | TREVENGQL TENRRNLRSQWKPRSL FKIL VAKG- -WCKGTCESBGHECLSSC----------~- CCVWKIS---CFYRQ
P_Amz25.1 MHLSLAGSAVLMLLLLFALGSFVAAQPVQ | TREVENGQLTENRPNLRSQWEPMSLFKISLAKR - --CGWYCSPTRYCPPGY----------~ KCVGNEC---CLTF
P_Amz25.1ii MHLSLAGSAVLMLLLLFAFGSFVGAQPVQ | TREVENGQLTENRPNLRSQWEPMSL FIKISLAKR - --CGWYCSPTRYCPPGY----------- KCVGNEC---CLTF
P_Ps9.14 MHLSLASSAVLMLLLLFAFGSFVGVQPG----HVENGQLTEN------ LWKPRSLVKLAAEE-VRCAGSCSTNABICGS------------~- GCYCBPKHKBCHKBRRAKPRA
P_Ps9.17 MAFVFSSGRFSFKSST IKACVF | CNYRLVCLMRRNNAKQK
P_Ps9.19 RIPQFEWLFFSSRRFSFESST IKACVF | SNCRLVCLMRRNNAKQKIETSKPASQL ILN
P_Ps9.20 PENQKSPVLAYPHEEFRHMCAFSTL IGYFFSFSPSRFSFRSPTIKACVF | SNCRLVCL | RRNNAKQKYTSKIQAPHEL | VN
P_Ps9.19ii KRST IKACVS | CNCRLGCLMRRNNAKQKIET SKIQAPHEL | LN
P_Ps9.21 HTEPPHYLYCSTLSL ITRESSAGVTLS | FSFRERSTMRACVF | CSCRLVCLMRRNNAKQKETSKPASQL I LN
P_Ps9.18 FVVVFSTSRFRFESST IRACVF | CNCRCVCLERRTNAKQN
P_Ps9.17ii FQEFHHQGLCFH-CNCRLVCLMRR | NAKQK
P4H superfamily*
1 10 20 30 40 50 60
PH4_Amz1 MNPYSPMNPVNSLYNPMNL IYPFRIP----------- PLGASYLLPSTHITASKILLQGSQVAA
PH4_Amz1lii MNTYSPMNPVNSLYNPMNLIYPFRIP----------- PLGASYLLPSTHKITASKILLQGSQVAA
PH4__Ps1 MNPYSPMNPVNSLYNPMKILTYPFRIPPMQVASYFLTSPLGASYLLPSTKITASKILLQGSQVAA
70 80 90 100 110 120
PH4_Amz1 SPLNLQTNFPYSYQSGMYSPFFLPPYQPSAARQALSPPYGFAAGVPGALAWNQFGGAAWNP
PH4_Amzlii SPLNLQTNFPYSYQSGMYSPFFLPPYQPSAARQALSPPYGFAAGVPGALAWNQFGGAAWNP
PH4_ Ps1 SPLYLQTNFPYSYQSGMFSPFFLPPYQPSAALQALYPPYGFAAGVPGALAWNQFGGAAWNP
130 140 (EY 160 170 180
PH4_Amz1 YSAMGYGAYPQWPFQFAHMWPLNPYYQTVLPAQEG I CSFBIRIP FRICWGSPTC | P IBA | CIHIKI |
PH4_Amzlii YSAMGYGAYPQWPFQFAHMWPLNPYYQTVLPAQEG I CSFBIRIPFRKICWGSPTC I P IHA | CIHIK |
PH4__Ps1 YSAMGYGAYPQWPFQFAHMWPFNPYYQTVLPAQEG|CSFIRIPFKICWGSPTC | P IHA | CHK I
190 200 210 220 230 240
PH4_Amz1 FRICSNHABEBPRLC | VGRRIPGYB | LVSYLALPBQQWML QRIL FNNVEBIVYTTAYALRILTTSLG
PH4_Amzlii FEBICSNHABEBPRLC IMGRRIPGYB I LVSYLALPBQQWML QRKIL FNNVEBEVYTTAYALRILTTSLG
PH4_ Ps1 FEICSNHABEEBPRL C | VGRIRIPGYBIVLVSYLALPBQQWMLQKIL FNNVBIVYTTAYALRILATSLG
250 260 270 280 290 300 303
PH4_ Amz1  BILRIWSLAL THEEN | NNTKTVMBEAVKNBNEBP L VAL GMVKEBS SWHS |KIFLFNRLLBTGFILN
PH4_ Amzlii BILRWS LAL THEEN | NNTKITVMEAVKNBNEBP LVALGMKEBIS SWHS |KIFLFNRILLBTGFILN
PH4__Ps1 BLRWSLALTHBEEN | NNTKTVMEAVKNBNEBP LVALGMVKBIS SWHS |KIFLFNRILLBTGFFLN

|



Putative MGGREF superfamily
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S superfamily
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T superfamily

T_Ps5.8

T Ps1.12
T_Ps1.13
T_Ps5.4
T_Amz5.10ii
T_Amz5.10
T_Amz5.11
T_Amz5.1
T_Ps5.1
T_Ps5.1ii
T_Amz5.12
T_Ps1.14
T_Ps1.14ii
T_Ps1.15
T_Ps1.15ii
T_Ps5.5
T_Ps5.6
T_Ps5.7
T_Ps5.22
T_Ps5.21
T_Amz5.18
T_Ps5.13
T_Amz5.18ii
T_Ps1.16
T_Amz5.17
T_Amz5.17ii
T_Ps5.14
T_Ps5.14ii
T_Amz5.3
T_Ps5.25
T_Amz5.16
T_Amz5.16ii
T_Amz5.6
T_Ps5.10
T_Ps5.11
T_Ps5.2
T_Amz5.14
T_Ps5.2ii
T_Ps5.3
T_Amz5.13
T_Amz5.13ii
T_Amz5.13iii
T_Ps5.12
T_Ps5.9
T_Amz5.19
T_Amz5.19ii
T_Ps5.15
T_Ps5.24
T_Amz5.15
T_Amz5.15ii
T_Amz5.15iii
T_Amz5.20
T_Amz5.21
T_Ps5.16
T_Amz5.8
T_Amz5.8ii
T_Ps5.16ii
T_Ps5.16iii
T_Ps5.17
T_Amz5.5
T_Amz5.5ii
T_Amz5.4
T_Amz5.4ii
T_Ps5.18
T_Amz5.2
T_Amz5.9
T_Amz5.7
T_Ps2
T_Ps5.19
T_Ps5.23
T_Amz5.24
T_Amz5.24i
T_Amz5.24ii
T_Ps5.20
T_Amz5.23
T_Amz5.26
T_Amz5.22
T_Amz5.22i
T_Amz5.25
T_Ps1

1 20 40 60 80 97
MRCLPVFF ILLLL IPSAPSVH-==-====------- ARPRTKEEVS LASFHGRAKR | P--GRL LRE | - - -BCCLYG-NPQC-CT
MRCLPVF I FLLLL IPSAPSVH
MRCLPVF I FLLLL IPSAPSVH
MRCLPVFVILLLL IPSAPNVH
MRCLPVF | ILLLL IPSAPNVH
MCCLPVF | ILLLL IPSAPNVH
MRCLPVFVTLLLL IPSAPSIL
MCCLPVF | ILLLL IPSAPSVE
MRCLPVF | ILLLLIPSAHSIL
MRCLPVF | ILLLL IPSAHSIL

LLLLIPSAPSIL
MRCLPW | ILLLL IPSALSVH-=======------- AQPKTKEEVP L P S FHENAKRTL - -GRRWKP T- - -L CCLRM- -VNCVCPLWQ
LPVFIILLLLIPSALSVH============--- AQPKTKEEVP L PSFHENAKRTL - -GRRWKPT- - -L CCLRM--VNCVCPLWQ
MRCLPW I ILLLL IPSALSVH-========------ AQPRTKBAVP L P S FHENAKRTL - - GRRWKPN- - -L CCLRM- -VNCVCPL
LPVFIILLLL IPSAPSVE-===-====-=-=--- AQPKTKEBEVP LPSFHENAKRTL - -GRRWKPN- - -L CCLRM--VNCVCPL
MRCLPVF | ILLLL IPSAPSVH-==-====------- AQPKTKEEVP L P S FHENAKRTL - - GRHRKR S - - -WCCQNM- -LRC-CGQSN
PVFIILLLLIPSAPSVE--=-=-=-=-=---- AQPKTKEEVP L P S FHENAKRTL - - GRHRKR S - - -WCCQNM- -LRC-CGQSN
PVFIILLLLIPSAPSVE--==-====-=-==---~ AQPKTKEEVP L P'SFHENAKRTL - - GRHRKR S - - -WCCQNM- ~LNC-CWESH
MRCLPVF | ILLLL IPCAHS IP===-====------~- ARLKTKBEVL LAS LBENAKR | L - - QROKK- - - - - QCCRSN--PTC-CTG
MRSLPAF | ILLLLIPSPHS |L============--~ AQPKTKEEVP LASFLANAKRTQ- - QRFWN- -~~~ HCCQQN--PAC-CRYGREMA
MRSFPAF | ILLLLIPSPHS IL-==-====------- AQPKTKEEVP LAS FLENAKRTQ- -QGRFWN----- YCCERN- -PAC-CRYGREMA
MRSLPAF | ILLLL IPSPHS | LARPMTKIBVPLASFHAQPRTREIVP LAS FLENAKRTQ- - QRFWN- -~ - - HCCQQN--PAC-CRYGREMA
MRSFPAF | ILLLL IPSPHS | LARPMTKEMVPLASFHAQPKTKEEVP LAS FLENAKRTQ- -QRFWN- - - - YCCERN- -PAC-CRYGREMA
MRCLPVF VLLLL IPFAPSVEARPTTKEMBVPLASFHAR LK TKEVP LAS FHENAVRPE - -QRR -~ - - - - - CRCRPG-QRWC-C
MRCLPVF | ILLLL IPSAHSVEARP TTKEBVPLASFHARPKTKEEVP LAS FHENAVRPE - -QRR -~ - - - - - CRCRPG-QRWC-C
MRCLPVF | ILLLL IPSAHSVEARPTTKEVPLAYFHARPKTKEEVP LAS FHENAVRPE - -QRR -~ - - - - - CRCRPG-QRWC-C
ILLLL IPSAHSV I -==-====------- ARPKTKEEVP LAS FHENPMGTHE - - QREl- - - - - - - WCCKPG-KRWC-C
MHCLPVF | ILLLL IPSAHSV | =========-=---~- ARPKTKBEVP LAS FHENPMGTHE - - QREl-- - - - - - WCCKPG-KRWC-C
MRCLPVF ITLLLL IPSAHSVI ============--~ ARPKTKEEVP LAS FHENPMGTHE - - QREl-- - == - - WCCKPG-KRWC-C
MRCLPVF | ILLLL IPSAHSVE--=----=------~- ARPKTKEEVP LAS FHENAMSPHE - -QREl-- - - - - - LCCRPG-NLYC-CVAlL
MRCLPVF | LLLL IPFAPSVEl-==-====-=-=--~- ARPKTKEEVP LASFHEBA | SPH--CREl------~ LCCRPG-NLYC-CVAL
MRCLPVF | LLLL IPFPPSVB--------------- ARPKTKEEVP LAS FHENAMSPHE - -QREl-- - -~ - - LCCRPG-NLYC-CVAL
MRCLPVF | ILLLL IPSAHSV | ===========---~- AGPKTKEEVSLASFLENAVRPE - -REL ------- C1CRSG-SMYC-CSBFKALTFLRRPS
MRCLPVF | ILLLL IPSAHSV | =========------ ARPETKBEAP LASSHYNAMGTT - KR - -~ - -~ - - WCCBAF - HANC-CK
LLLLIQSAPSW============--- ARPETKBAP LAS SHENAMGTT - KR -------- LCCHVL-HTTC-CK
MRCLPVF | ILLLL IPSAPSLI-==-====------- ARPRTEBYVPLASFHGNTRRTL - -Q| LIRKE | - -EECCPME- -BHC-CW
MRCLPVF | [LLLLIPSAPSL|=========------ ARPKTEBYVPLASFHGNTKRTL --Q| LIRKE | - -EECCPME- -BHC-CW
MBRCLPVF | ILLLL IPSALGL | -==-====------- ARPRTEEYVPLASFHGNTRRTL - -Q| LIRKHE | - -EECCPME- -BRC-CWG
MRCLPVF | ILLLLIPSALSLI=========-=---- ARPKTEBYVPLASFHGNAKRTL - -Q| LIRKE | - - SECCPME - - -BC-CW
MSCFPVF | ILLLLVPSAPSI | KCCPW--FLC-CLAKG! IRQYG
PVFIILLLLVPSAPSI I KCCPW--LLC-CLAKG! IRQYG
MRCLPVF | ILLLLIPSAPSI | KCCPW--FLC-CLAKG | IRKYG
MRCLPVF | ILLLL IPSAPSVB--------------~- ARPMTNEEVP LAS F SENAQQTL - -QRL GRN - - - -VCCTRP | YWHC- CHIHNKRK
VLLL IPSAPSVE-=-====-=====--~- GRPKTKEBEVPLASFHGKLER| L - -QREWGEQ- - -GCCVNT - -PGC-CPHGR
MCCLPVF | I -LLL IQLAPSW === =====------- ARLK | KBBAP LAS SQENPMRTR - ~QH -~ -~ -~ - WCCTPL -RTWC-CP | VEGK
MRCLPVF | |-LLL IQLAPSVE-==-====---=--~- ARLK | KBBAP LAS SQENPMRTR - ~QH - ===~ WCCTPL-RTWC-CP | VEGK
MRCLPVF | ILLLLVPS=-Gl | ===-====------- ARPNTKKEVAL VP FHEBAVETR - -QP GR- - - - - - WCCRAG-HGFC-CG
MRCLPVF | ILLLLVPS==Gl | ===========---~- ARPNTKBEVELAPFHBBAKETR - -QPRS- - - - - WCCQAT- | GSC-CGYAA
MRCLPVF | [LLLL IPSAPGVE--=-========-=~ VQPKTENSVTLTSLRNFPEKTL - -KRLQSQT---QCC | GR - -RSC-Clll
MRCLPVF | ILLLL IPSAPGVE--=-----=------~- VQPRTENSVTLTSLRNFPERTL - -KRLQSQT---QCC | GR - -RSC-Clll
MRRLPVF | [LLLL IPSAPGAB--=-========-=~ VQPNTENSVTLTS LRNFPERTL - -KRLQSQT---QCC | QR - -RSC-Cll

MVRCLPWV [ LLLLLLPSPTAPA-=-=-==-=-=-=--- VGPRTKRLRGL TS FREFGRATQ- -KGLRTEQ- -MECCNER - -L PC-CRNLH
MRCLPVF | IFLLL IPSARLLI==========-----~- TRUKTKEEVRL ANYEENAK STL - -GRL SKIK Y- - SEQENEA -BEVE | LNG IRRRW
MLCLPVF | ILLLLVSPAAILP========------- VESHLOQRELTRVS PKEFAVRTA- -QHVPFMBRLRRCCPYS - -- 1C-CG
MLCIPVF | ILLLLVSPAAILP========-=----~- VESHLQRELTRVS PKEFAVRTA- -QHVP FMBRLRRCCPYS - -~ 1C-CG

FIILLLLVSPAAILP=--==-=-=-=---- VESHLORELTRVS PKEFAVRTA- -QHVPFMBRLRRCCPYS - -- 1C-CG
MLCIPVF | ILLLLVSPAAILP=========------ VESHLQRELTRVS PKEFAVIRTA- -lHVPFMBRLRRCCP YN--- 1C-CG
MLCLPVF | ILLLLVSPAAILP-==-===-------- VESHLQRELTRVS PKEFAVRTA- -HVPFMBRLRRCCP YN- -~ 1 C-CG
MLGLPVF | ILLLLVSPAAALR-==-====------~- VESBLQRELTQVS PRI F GVRPHE - - HRRRMQR - - VGCCGRG- - -VC-C
MLGLPVF | ILLLLVSPAAALR--~------------- VESELQRELTQV'S PKEIF GVRPHE - - HRRRMQW- - | GCCGRG- - -VC-C
MLGLPVF | ILLLLVSPAATMP-==-====------~- VESHLQRELTQVS PKEIF GVRPHE - - HRRRMQW- - | GCCGRG - --VC-C
MLCLPVF | ILLLLVSPAATLP === ========---~ VESHLQRELTQV S A F GVMRTH - - ERRKQW- - GECCNNG - - -BC-CSR
MLCLPVF | ILLLLVSPAATLP-==-====------- VESHLQRELTQVS Al F GVMRTH - - ERRKQW- - GECCNNG - --BC-CN
MLCLPVF | ILLLLVSPAATLP=========-=---~- VESHLORELTQVS SKlIFGVRTHLK LKRRL QR- -PTCCGRG- -~ | C-CRWPKISSTV
MLCLPVF | ILLLLVSPAATLP -~ ====== === === mm oo oo o] BFGMRTE LK LKRRMOR - - PTCCGRG- -~ | C-CSWPKP PONE
MLCLPVF | LLLLVSPAATLP === == === === === o oo oo oo o] BFGVRTHLK LKRBRMOR - - PTCCGRG- -~ | C-CRWPRASTV
MFGLPVF | ILLLLVSPAATVL-==-====------- VESHLQRELAQQS PKEFGVRTE - -B RS | Kll- -RI CCSTN---WC-C
MNCLPVFF IVLLL |AHSSEWV === -=====-=---- EH SKLERTRML - - HQT TARGFE - -BVRE- -R- - - | ACVLQ- -L SCGK
MRCLLVF - IVLLL IAHSSQW === =====- ==~ 1HH SKILIR | KL - - SWS [ ABT | L - -BTGGWPH- - -VCCAFK - -RPC-CQ
MNCLLVFF IVLLL IAHSSQW === ========---- 1HH SKILIR | KMVL SWSRS TAAK | R - B THGF PH- - -LCCP Sl - -KBC-CAVRSKF
MRRLPVFF IVLLL |AHSSQVA-==-=-===------- 1HH SKLGR | ML - -RRL TAAM| L - -EBEGF PH- - -LCCP Sl - -KBC- CHAL SN

MECLPVFF IVLLL IAHSSQVA
MECLPVFF IVLLL IAHSSQVA
MECLPVFF IVLLL IAHSSQW
MNCLPLFF IVLLL IAHSSQW

EHSKLGR IKVL - -RRLTVAMI L - - BB GF Pl- - -LCCP SH- -KEBC-CBALSN
EHSKLGR IEML - -RRLTAA | | L - -[EBEGF Pl LCCPSH--KEC-CHALSN
VCCLAS-STFC-CAAKS
--VCCLAS-STFC-CAAKS

MNBLPLEFIVLLLEIAHSSQW mmmmmmenense == EHSKLERTEVL - -RRS TTREBEE - -EEAL - -l- - -LCCAAG-STFC-CAARWHF
MEELP |FFIVLLL IAHSSQW--=-========---- HHSKLEQTRVL - -RRSTARVAS - -IlEK F - -l- - -ECCLIEE-AVFC-CAARAREL
MECLPVFF IVLLL IAHSSQW-=-=-===---=-----| HHSKLERTEVL - -RRSTARVAS - -HEKF - -l- - -ECCLIE-AVFC-CAARAEEL
MNCLPLFF IVLLL IAHSSQW=====-======-=~--~+ HHSKLERTEVL - -RRSTARVAS - -IlEK F - -l- - -ECCLEB-AVFC-CVARSHEL
MEEFPVFETLLLEIPSAPSVH-=msmm=mmmmmn—e AKPKTEKERVSLASFHERANR | P--QRLLRE | ---GCCI FG-TRTA
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U superfamily
1

10 20 30 40 50 60 70 80

U_Ps81 MNRMGFFLTLTIAMLLTSL | RTHGABKLK | KIREICP SNCVTCGKGPKCGCCENARC | NHLCQ | VGGRRGSNRNVEY YENNN
U_Ps8.1ii MNEIMGFFLTLT IAMLLTSL | RTEGABKLK | KIRBICP SNCVTCGKGPKCGCCBNARC | NHLCQ | VGGRRGSNRNVEY YENNN

V superfamily

1 10 20 30 40 50 60 70 79
V_Ps15.1 MSTPRMMPLVLLLLLSLATRCGEGQA | QGEBRRL SARL LRGYKERGLS |KTCGTCNGARCCGLCPCSPGHEKNCSCLPFGH
V_Ps15.1ii MSTPRMMPLVLLLLLSLATHCGEGQA | QGEBRRL SARL LRGYKERGL S |KTCGTCNGARCCGLCPCSPGHEKNCSCL PFGH
V_Ps15.1iii MSTPRMMPLVLLLLLSLATHCGEGQA | QGBRRL SARL LRGYKERGL S |KTCGTCNGARCCGLCPCSPGHEKNCSCL PFGH
V_Amz15.2 MSTPRMMPLVLLLLLSLATHCGEGQA | QGBRRL SARL LRGYKERGL S |KTCGTCNGARCCGLCPCSPGHEENCSCL PFGH
V_Amz15.1 MSTPRMMPLVLLLLLSLATHCGEGQA | QGBRRL SARL LRGYKERGL S | RECGTCNGARCCGLCPCSPGHEKECSCYP | GK
V_Amz15.1i  MSTPRMMPLVLLLLLSLATHCGEGQA | QGERRLSARL LRGYKERGL S | RECGTCNGARCCGLCPCSPGEKEBCSCYP
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Supporting Table 1. Information on transcriptome sequencing and assembly

Before quality/adaptor trimming

After quality/adaptor trimming

. Samples Read length . . Medium
Conus species lsaer?:enced per Number of reads (nt) Medium quality Number of reads Read length(nt) quality
Andremenezi 1 5 63,598,020 101 32 58,834,536 69-101 37
Andremenezi 2 5 57,226,346 92 30 54,177,324 65-92 35
Praecellens 1 4 76,907,910 101 32 70,826,570 69-101 37
Praecellens 2 9 34,635,096 125 32 32,695,570 85-125 37
Geographus 2 158,004,874 101 30 146,630,264 67-101 35
Assembly stats
NS0 (bp) Toatszoom) | NTEOT | ooy iy | Almentraor
UniProtKB/conoserver
Andremenezi 1 621 125,728,996 345,144 35,181 97.84%
Andremenezi 2 256 50,778,327 219,674 13,837 95.70%
Praecellens 1 505 72,259,543 207,619 21,605 98.65%
Praecellens 2 547 2,884,375 5,726 983 95.48%
Geographus 725 164,302,283 420,919 35,097 98.73%
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Supporting Table 2. Venom composition of the two species of Splinoconus (C. lenavati and C. tribblei) and
C. geographus (subgenus Gastridium). Relative expression levels are provided for each superfamily, from
highest to lowest expression. Number of individual sequences per superfamily is shown in parentheses.

C. lenavati C. tribblei C. geographus

Expression Expression Expression
Superfamily Level Superfamily Level Superfamily Level
B2 283 % (2) Con-ikot-ikot 35.7% (12) B 32.0 % (3)
Con-ikot-ikot 23.3 % (10) B2 35.0% (1) 01 26.9 % (15)
T 15.5 % (5) 02 12.6 % (4) A 13.8 % (6)
U 12.1 % (2) P 5.6 % (4) B2 5.4 % (1)
02 11.1 % (11) 01 3.1 % (6) Con-ikot-ikot 4.2 % (5)
P 2.8 % (4) G-like 0.9 % (1) M 4.0 % (3)
01 1.7 % (14) Conkunitzin 0.9 % (3) C 3.3 % (1)
M 0.96 % (11) M 0.86 % (12) T 2.4 % (10)
G-like 0.88 % (1) H 0.84 % (2) S 2.3 % (5)
Conodipine 0.67 % (3) 03 0.58 % (4) Insulin 1.1 % (2)
03 0.65 % (3) 12 0.55 % (3) 02 1.5 % (4)
Y 0.64 % (1) L 0.52 % (2) Conoporin 1.06 % (3)
Conopressin 0.38 % (2) Conopressin 0.49 % (3) I3 0.53 % (2)
I1 0.19 % (3) D 0.43 % (1) 03 0.41 % (2)
2 0.17 % (5) Dip 0.28 % (3) Conkunitzin ~ 0.30 % (4)
L 0.15 % (5) N 0.23 % (3) J 0.23 % (1)
W 0.09 % (1) W 0.21 % (1) PH4 0.18 % (1)
SF-02 0.09 % (1) Bl 0.19 % (1) Conodipine 0.17 % (3)
B1 0.08 % (2) Y 0.14 % (1) Conopressin 0.14 % (2)
A 0.05 % (5) 11 0.13% (2) Conohyal 0.14 % (1)
H 0.05 % (1) SF-04 0.12 % (3) Mr30 0.01 % (1)
Conkunitzin 0.04 % (4) Y2 0.10 % (1)
Kun 0.04 % (1) Div.MKFPLLFISL 0.10 % (3)
F 0.03 % (1) NL 0.08 % (1)
C 0.02 % (1) SF-02 0.08 % (1)
Div.MKFPLLFISL 0.01 % (3) F 0.05 % (1)
Div.M---L-LTVA 0.01 % (2) S 0.05 % (2)
A-like 0.005 % (2) Div.MSTLGMTLL 0.05 % (1)
SF-04 0.004 % (3) SF-01 0.03 % (1)
SF-06 0.003 % (1) U 0.03 % (1)
Y2-like 0.002 % (3) Div.M---L-LTVA 0.01 % (2)
SF-01 0.002 % (1) Div.MSKLVILAVL  0.01 % (1)
S 0.002 % (5) Y?2-like 0.01 % (2)
R 0.002 % (1) K 0.01 % (1)
E 0.001 % (1) A-like 0.003 % (2)
I3 0.001 % (1) J 0.003 % (1)
SF-03 0.001 % (1) R 0.002 % (1)
SF-05 0.0005 % (1) SF-03 0.001 % (1)
SF-mi2 0.0002 % (1) 13 0.0002 % (1)
SF-mi4 0.0002 % (1)




Supporting Table 3. Pairwise dN/dS ratios of rbh pairs between C. andremenezi (Amz) and C. praecellens

(Ps)

Sequence pair

Sequence alignment, Amz (top), Ps (bottom)

Dn/Ds

14 Amz12.1
14 Ps12.2ii

ATGTTTGGTC
ATGTTTGGTT
CGGCATGGTG
CAGCATGGTG
AAAACTGTGA
AAAACTGTGA
TGCTGTCCTT
TGCTGTCCTT
GTGCAGCATA
GTGCAACATA
AAGAAAGATT
AAGAAAGATT

ATACGTCAGT
ATACATCAGT
GCAACGGTTA
GCAACGGTTG
ACAGCCAGGG
ACAGCCGGGG
TGAATCCACC
TGATTCCACC
ATGCTCAGTG
ATGCTCAGTG
CCTTCGTATG
CCTTCGTATG

CAATTTTCTT
CAATTTTCTT
TTTGCTCGTG
TTTGCTCGTG
GAAGAGATCT
GAAGAGATCT
CCACAGTGAT
CCACAGTGAT
GATTTGGTCG
GATTGGGTCG
ACGCGCGGTC
ACGCGTGGTC

CTGCTCTCCA
CTGCTCTCCA
TGGAAAGAGT
TGGAAAGAGT
GCTCGTGCTC
GCTCGTGCTC
CAGTGCATGA
CAGTGCATGA
CCGCAGAACA
CCGCAGAGCA
TTGCCGACTA
TTGCCGACTA

TCATGGTTTT
TCACGATTTT
ATCTCGAGTG
ATCTCGAGTG
CAATCATGTG
CAATCATGTG
CGTTGACTGC
CGTTGACTGC
ATTCAGATGC
ATTCAGACGC
G

G

1.43

putativeMSGLR Amz7.1
putativeMSGLR_Ps7.1

ATGTCGGGAT
ATGTCGGGAT
GGTAACCTCT
GGTAACCTCT
AACGAGCGGT
AACGAGCGGT
TCAGGCGGCT
TCAGGCGGCT
AAGTAAATGT
AAGTAAATGT
CATCACGATG
CATCACGATG

TGAGAGTGGT
TGAGAGTGGT
AAACGGGATG
AAACGGGATG
AACAGCTATC
AACAGCTATC
GCCCTACAAA
GCCCTACAAA
ATCAATATCT
ATCAATATCT
A

A

GTTGTTCGCC
GTTGTTCGCC
GAGATGGACT
GAGATGGACT
GGGAGGAAAA
GGGAGGAAAA
GTGCCCCGAT
GTGCCCCGAT
ATGGTCGTAA
ATGGTCGTAA

CTTCTACTTC
CTTCTACTTC
GACAAAAGTG
GACAAAAGTG
TGATGAGAAG
TGATGAGAAG
AAAGACGAAT
AAAGACGAAT
CGTATGTGTA
CGTATGTGTA

TGGTGTATCT
TGGTGTATCT
GTCAAGAACA
GTCAAGAACA
TGTGCACCGA
TGTGCACCGA
GCTGCTCCGG
GCTGCTCCGG
AAGATACCCA
AAGATACCCA

2.24

02_Amz7.lii
02_Ps7.1

ATGCAGAAAC
ATGGAGAAAC
CCAGGCCCTC
CCAGGCCCTG
ACTTTTTTTC
ACTTTTTTTC
GAATGCCGTT
GAATGCCGTT
TGATAGTTGT
TGATAGTTGT

TGACAATCCT
TGACAATCCT
ATTCAAGGTG
ATTCAAGGTG
AAAAAGAAAG
AAAAAGAAAG
ATTGGTTGGG
ATTGGTTGGG
GAGGAAAAGT
GAGGAAAAGT

GCTTCTTGTT
GCTTCTTGTT
GTGGAGAAAA
GTGGAGAAAA
CCATCTTCTA
CCATCTTCTA
GCCTTGTGAG
GCCTTGTGAG
TCTGCGGGTT
TCTGCGGGTT

GCTGCTGTAC
GCTGCTGTAC
ACGCCAAAAG
ACGCCAAAAG
AGCGTTGGTG
AGCGTTGGTG
CTGGACTCGG
CTGGACTCGG
GTGGTGA

GTGGTGA

TGGTGTCGAC
TGGTGTCGAC
GCAAAGATCA
GCAAAGATCA
GGGGCATGAC
GGGGCATGAC
ATTGTTGTTC
ATTGTTGTTC

0.196

V_Amz15.2
V_Psl5.1

ATGTCAACAC
ATGTCAACAC
GGCAACCCAT
GGCAACCCGT
GTGCGAGACT
GTGCGAGACT
TGCGGAACTT
TGCGGAACTT
GGGCGAGAAA
GGGCGAGAAA

CAAGAATGAT
CAAGAATGAT
TGTGGTGACG
TGTGGTGACG
TCTAAGAGGA
TCTAAGAGGA
GCAATGGCGC
GCAATGGCGC
AACTGTTCTT
AACTGTTCTT

GCCACTCGTC
GCCACTTGTC
GACAGGCGAT
GACAGGCTAT
TACAAGGAAC
TACAAGGAAC
GCGATGCTGT
GCGATGCTGT
GTTTGCCGTT
GTTTGCCGTT

CTCCTGCTTC
CTCCTGCTTC
CCAAGGGGAC
CCAAGGGGAC
GTGGTCTATC
GTGGTCTATC
GGACTCTGTC
GGACTCTGTC
TGGGAAATAA
TGGGAAATAA

TGTTGTCCCT
TGTTGTCCCT
AGACGCCTAA
AGACGCCTAA
AATCAAGACG
AATCAAGACG
CATGCTCTCC
CATGCTCTCC

0.226

M_Amz3.3ii
M Ps3.11

ATGCTGAAAA
ATGCTAAAAA
GGCAACGCTC
GGCAACGCTC
CCAAACAGGA
CCAAACAGGA
CTGCGTCGGA
CTGCTTCAGA
TAATTGCTGC

TGGGAGTGTT
TGGGAGTGTT
CAGCTGGATG
CAGCTGGATG
CCTCAACCCA
CCTCAACCCA
GGCGGACGTC
GGCAGACGTC
TTCTAG

GCTATTCATC
GCTATTCATA
CAGATCAACC
CAGATCAACC
GATGAAAGGA
GATGAAAGGA
ATGCTGCAAA
ATGCTGCAAA

TTTCTGGTCC
TTTCTGTTCC
TGTAGAACGA
TGTAGAACGA
GGGCAAACAT
GGGCAAACAT
CCGCCGAATT
CCGCCGTGGT

TGTTTCCCCT
TGTTTCCCCT
TATGCGGAGA
TATGCGGAGA
AATGCTTACT
AATGCGTATT
GTGAAGGTTG
GTGAAATGTG

1.83

01_Amz6.21
01 Ps6.15

ATGAAACTGA

TCAACTCCTT
TCAACTCCTT
TGAGGTCGAT
TGAGGTCGAT
ACGTGCACTG
ACGTGCACTG
TAAAGGCTGT
TAAAGGCTGT

CGTGCGTGTT

ACAGCTGATG
ACAGCTGATG
TATCAAGACG
TATCAAGACG
ATCCATACTA
ATCCATACTA
ATGTTCGAGA
ATGTTCGAGA

GATCGTCGCC

ACTCCAGAGA
ACTCCAGAGA
TGGAGTTCCA
TGGAGTTCCA
TGACTGTGAC
TGACTGCGAC
TGACGGCGGG
TGACGACGGG

GTGCTGTTCC

TAAGCCGGGG
TAAGCCGGGG
GGCAATCCAG
GGCAATCCAG
AGTAGTGAAG
AGTAGTGAAG
GCAGTATTGC
GCAGTATTGC

TGACGGCCTG
TGACGGCCTG
TATCCTGCTT
TATCCTGCTT
GTCGGTGAGG
GTCGGTGAGG
AGTGCTGCTC
AGTGCTGCTC
GTGTAA

GTGTAA

0.416

putativeMWSGK Amz9.1ii
putativeMWSGK_ Ps9.1

ATGTGGAGCG
ATGTGGAACG
GCTCTGGGCT
GGCCTGGGCT
ACTACAGCGA
ACTACAGCGA
AGGGAAAGCG
AGGGAAAGCG

GAAAGGATGA
GAAAGGATCA
CTCGGTACCA
CTCGGTACCA
TTTTGAGGCA
TTTTGAGGCA
ATGAGAGATA
ATGAGAGATA

GGCTGCATTC
GGCTGCGTTC
CAGCGGAATC
CAGCGGAATC
GCCTCGGGCG
GCCTCGGGCG
CAGAGTGTCT
CAGAGTGTCT

CTTGCTTTGG
CTTGCTTTGG
CTGTTCCCCA
CTGTTCCCCA
TCTGGTACTT
TCTGGTACTT
GGACTCGATC
GGACTCGATC

TGCTGATGGT
TGCTGATGGT
GACCGCATCT
GACCGCATCT
GATTCTTTCA
GATTCTTTCA
TAAATGCTTA
TAAATGCTTA

1.24

14



TCGTTACGGC
TCGTTACGGC
GAACTACTCG
GAACTACTCG
AATACCTGCG
AATACCTGCG
CGTTGCCCTC
CGTTGCCCTC
ACCCGTACAC
ACCCGTACAC
AAACACCTTC
AAACACCTTC
AGATATTGCT
AGATATTGCT
ACTTCATCAG
ACTTCATCAG

GGCAAATTGT
GGCAAATTGT
TGGCTGTGAA
TGGCTGTGAA
TCGACACAAC
TCGACACAAC
GACGCCAACT
GACGCCAACT
GCTTGATATC
GCTTGATATC
CTCAATACAT
CTCAATACAT
ACTATCGACA
ACTATCGACA
TAACTGCTTT
TTACTGCTTT

TGGTAGACGT
TGGTAGACGT
AAGTTTACCA
AAGGTTACCA
AGGATATCAC
AGGATATCAC
ACCTCGTTGT
ACCTCGTTGT
TACAGCCGAA
TACAGCCGAA
CCGTGATGCT
CCGTGATGCT
GTTTCTGGCC
GTTTCTGGCT
TAA

TAA

GTCTTGGATT
GTCTTGGATT
CGAGGTGCGA
CGAGGTGCGA
CAAGTCGTAA
CAAGTCGTAA
CCACAGAACC
CCACAGAACC
CTGGTGTGGG
CTGGTGTGGG
ATTGAGATGA
ATTGAGATGA
TGGAAAGTAT
TGGAAAGTAT

TTCTTGAAAA
TTCTTGAAAA
AGTGTCTGGC
AGTGTCTGGC
AATATTATAT
AATATTATAT
TTACAAGGAA
TTACAAGGAA
ACGTCGTCTT
ACGTCGTCTT
CATGCGGGAA
CATGCGGGAA
TCCCCTGGAG
TCCCCCGGAG

01_Amz6.4
01 _Ps6.4ii

ATGAAACTGA
ATGAAACTGA
GGTATTCATC
GGTATTCATC
GGATGGCACG
GGATGGCACG
AGAGACGACG
AGAGACGACG
TGGAGGGCCA
TGGAGGGCCA

CGTGCATGAT
CGTGCATGAT
ACGGCTGATG
ACGGCTGA--
TCACGAAATA
TCACGAAATA
ACTGCGTTGC
ACTGCGTTGC
TGCTGCAGTG
TGCTGCAGTG

GATTGTTGCT
AATCGTTGCT
ACTCCAGAAA
-CTCCAGAAA
AAGAACCCCG
AAGAACCCCG
TGGTGGTCAA
TGGTGGTCAA
GCTGGTGCTT
GCTGGTGCTT

GTGCTGTTCT
GTACTGTTCT
TGGATTGGAG
TGGATTGGAG
AAGCCTCTAA
AAGCCTCTAA
GGTTGTGGCT
GGTTGTGGCT
TATCGTCTGC
TTTCGTCTGC

TGACCACCTG
TGACCACCTG
AATCTTCCTC
AATCTTCCTC
GTTGAACAAC
GTTGAACAAC
TTCCGAAAAT
TTCCGAAAAT
ACTTAA

TTCTAA

0.505

SF-01_Amzlii
SF-01_Psl

ATGAAGTCGG
ATGAAGTCGG
CTTTACAAAG
CTTTACAAAG
CGAAAGGAAC
CGAAAGGAAC
TCGGGTAATG
TCGGGTAATG
TGACTGCCTT
TGACTGCCTT
TTCCCAGCAC
TTCCCAGCAC
AAAGACGGTG
GCCGACGGTG
GATTCGATGC
GATTCTATGC
GAAAGGTCAA
GAAAATACAA

CAGTCTTCAT
CAGTCTTCAT
GCAGAGGAAT
GCAGAGGAAT
GTGTCCTTTT
GTGTCCTTTT
CCAATTACTG
CCAATTACTG
ATTGATGAAG
ATTGATGAAG
TGTTTTCACT
TGTTTTCACG
AAACTGCTTT
AAATTGCTTT
CTATGTTCCC
CTATGTTCCC
GTGTTTACGA
GTGTTT-TGA

GATGGCGCTG
GATGGCGCTG
CAGTAGTAAA
CAGTAGTAAA
ACTGACGGAA
ACTGACGGAA
CTTCCGTGTC
CTTCCGTGTC
ATCATGCATT
ATCATGCATT
TGCAAGCCGA
TGCAAGCCGA
GGTGTATCCT
GGTGTATCCT
GTGGCTGGAG
GTGGCCGGAG
CTGACATAA

TCTATGTCCA
TCTATGTCCA
AGACGTGGAT
AGACGTGGAT
CGTGTGGAGC
CGTGTGGAGC
TGCAAATGCA
TGCAAATGCA
AGTACGTGGA
AGTACGTGGA
TCAGGGAATT
TCAGGGAATT
CAACCTGGAC
CAACCTGGAC
GTACGAATAT
GTACGACAAA

TTTCCATTGT
TTTCCATTGT
TGCAGCGATC
TGCAGCGATC
ATATTACCGC
ATATTACCGC
AAGGCACAAA
AAGGCACAAA
AACAAGACTT
AACAAGACTT
TAGAGAATGT
TAGAGAATGT
TCATCAGGCA
TCATCAGGCA
GCTGGCAATG
GCTGGCAATG

1.26

PH4_Amzlii
PH4_ Psl

ATGAATCCTA

CAGTCCTATG
CAGTCCTATG
ACACCTACAG
ACCCCTTCCG
TTAATATACC

TACGAAGACT
TACGAAGACT
CGCTCAATCT
CGCTCTATCT
TCTCCTTTCT
TCTCCTTTCT
GTCTCCGCCC
GTATCCGCCC
ATCAGTTCGG
ATCAGTTCGG
GCTTATCCTC
GCTTATCCTC
TTACTACCAG
TTACTACCAG
GACCCTTCAA
GACCCTTCAA
TGTGACAAGA
TGTGACAAGA
TTGCATTATG
TTGCATTGTG
CACTGCCGGA
CACTGCCGGA
GTTTACACGA
GTTTACACGA
CCGCTGGTCT

CGACCAACCC

AATCCTACGA
AATCCTGTCA
TCCTATGAAT
CCCTCCTA--
CCTTCCGCCC
TCCTCACTTC
GCCTCCAAAC
GCCTCCAAAC
TCAAACGAAC
TCAAACGAAC
TCTTGCCCCC
TCTTGCCCCC
TATGGCTTCG
TATGGCTTCG
GGGAGCTGCC
GGGAGCTGCC
AGTGGCCGTT
AGTGGCCGTT
ACCGTGTTGC
ACCGTGTTGC
GTGTTGGGGC
GTGTTGGGGC
TTTTTGACTG
TTTTTGACTG
GGGCGGCGTC
GGGCGGCGTC
TCAGCAGTGG
TCAGCAGTGG
CCGCATATGC
CCGCATATGC
TTGGCTCTCA

CCAACCCCGC
ACAGCTTGTA
CCTGTCAACA
--TGCAAGTG
TCCTCTGGGC
TCCTCTGGGC
TTCTCCAGGG
TTCTCCAGGG
TTCCCGTACT
TTCCCGTACT
GTATCAGCCG
GTATCAGCCA
CTGCTGGTGT
CTGCTGGTGT
TGGAATCCCT
TGGAATCCCT
TCAGTTTGCG
TCAGTTTGCG
CCGCCCAAGA
CCGCCCAAGA
AGCCCCACTT
AGCCCCACTT
CAGCAACCAC
CAGCAACCAC
CTGGCTATGA
CTGGCTATGA
ATGCTGCAGA
ATGCTGCAGA
ACTGAGATTG
ACTGAGATTG
CCGACGAGAA

ATGAACCCTA

CCAACCTATG
CAATCCCATG
GCTTGTACAA
GCTTCC-—--
GCCTCCTACC
GCCTCCTACC
TTCTCAGGTG
TTCTCAGGTG
CCTACCAGTC
CCTACCAGTC
TCGGCGGCGC
TCGGCGGCGC
TCCTGGTGCC
TCCTGGTGCC
ATTCCGCCAT
ATTCCGCCAT
CACATGTGGC
CACATGTGGC
GGGCATCTGC
GGGCATCTGC
GTATCCCCAT
GTATCCCCAT
GCCGACGAAG
GCCGACGAAG
CATCCTCGTG
CGTCCTCGTG
AACTCTTCAA
AACTCTTCAA
ACGACCAGCC
GCGACCAGCC
CATCAACAAC

TGAACCCCTA
TGAACCCCTA
AACCCTATGA
AAATTAACAT
TCCCATGAAC
TCCTTCCCTC
TCCTTCCCTC
GCTGCGTCAC
GCTGCGTCAC
TGGTATGTAC
CGGTATGTTC
GCCAAGCCCT
TCCAAGCCCT
TTGGCATGGA
TTGGCATGGA
GGGTTACGGA
GGGTTACGGA
CGCTCAACCC
CTTTCAACCC
TCTTTTGACC
TCTTTTGACC
TGAAGCCATT
TGAAGCCATT
ACCCGCGACT
ACCCGCGACT
TCCTACCTGG
TCCTACCTGG
CAACGTGGAC
CAACGTGGAC
TAGGCGATCT
TAGGCGATCT
ACCAAGACGG

0.915

15



CCGCTGGTCT
TGATGGAGGC
TGATGGAGGC
ATGAAAGACT
ATGAAAGACT
GGACACGGGC
GGACACGGGC

TTGGCTCTCA
GGTGAAGAAC
GGTGAAGAAC
CATCTTGGGA
CATCTTGGGA
TTCATTTTGA
TTCTTTTTGA

CCGACGAGAA
GACAACGAGG
GACAACGAGG
GTCCATCAAG
GTCCATCAAG
ACTGA

ACTGA

CATCAACAAC
ATCCCTTGGT
ATCCCTTGGT
TTCCTCTTCA
TTCCTCTTCA

ACCAAGACGG
AGCCTTGGGC
AGCCTTGGGC
ACCGCTTGTT
ACCGCTTGTT

T Amz5.3
T Ps5.14

ATGCGCTGTC

TCCCAGTCTT

CATCACTCTG

________________________ ATTCTT

ACATAGCGTT
ACATAGCGTT
CTTTCCACGA
CTTTCCACGA
CCAGGCAAGA
CCAGGCAAGA

ATTGCCCGAC
ATTGCCCGAC
TAATCCAATG
TAATCCAATG
GATGGTGCTG
GATGGTGCTG

CAAAGACCAA
CAAAGACCAA
GGAACCGAAC
GGAACCGAAC
TTGA
TTGA

CTGCTGCTGA
CTGCTGCTGA
AGATGATGTG
AGATGATGTG
AAAGAGATTG
AAAGAGATTG

TTCCATCTGC
TTCCATCTGC
CCCCTGGCAT
CCCCTGGCAT
GTGCTGCAAA
GTGCTGCAAA

0.335

P_Amz9.1ii
P Ps9.7

ATGCATCTGT
ATGCATCTGT
TGCCTTGGGC
TGCCTTGGGC
TGGACAATGG
CGGACAATGG
CAGCCAATGA
CAGCCAATGA
GTCTTGCACC
GTCTTGCAAC
GAGGTCATTG
ATGGTCGTTG

CACTGGCAGG
CACTGGCAGG
AACTTCGTTG
AACTTCGTTG
ACAGCTCACG
ACAGCTCACG
GTCTCTTCAA
GTCTCTTCAA
ACGAATGGGG
GTGAATCCGA
CCACCACTAC
CAAGCCCTCT

CTCAGCTGTT
CACAGCTGTT
GGGTCCAGCC
GGGTCCAGCC
GACAACCGCC
GACAACCGCC
GACACTTGAT
GACACTTGAT
ACTGCGGTTC
ACTGCGGTCC
CCGGGAACTC

TTGATGTTGC
TTGATGTTGC
CGGACAGATA
AGGACAGACA
CTAACCTGCG
CTAACCTGCG
AAACGAGGGT
AAACGGATGC
ACCGTGTTAT
ATCGTGTTTT
CGTAG

TTCTGCTGTT
TTCTGCTGTT
ACAAGAGATG
ACAAGAGATG
ATCGCGGTGG
ATCGCGGTGG
GGTGTGCCTC
GGTGTCCCGC
TGTACGACTG
TGCTCGATTG

2.35

H Amz7.7
H Ps7.7

ATGAACACTG
ATGAACACTG
GTTCGAATCT
GTTCGAATAT
ACACAGATCC
ACACAGATCC
GAACCCGAGT
AGGACTGAGT
AAAAATCGAC
AACAGAGGAC
ACCCACAGAG

CTGGCCGACT
CTGGCCGACT
CTGGGAAAAG
CTGGGAAAAG
TTTCCACAAA
TGATGACAAA
TGGACTGCGG
CGGACTGCGG
GAGGAAGAGA
GGGAAGAAGA
CCTGCAGTAA

CCTGCTTCTG
CCTGCTTCTG
CCGTGCCTGA
CCGTGGCTGA
GATGCACGGC
GATCTACGGG
CGGTGTAACC
CGGTGTACCC
TATGCACAGT
AATGCAGAGA

TGCCTCGCTC
GGCCTCGCTC
TGACGTAAAC
TGACGTAGAC
A---GTTAGA
ATTCATTAAA
TGTAAAGCCA
TGTAAATTCG
CTTTGACTGT
ACTGGGCTGT

TGGGCCTGGT
TGGGCCTGGT
GCTGAGAGAG
ACTCACAGAG
GATCTTGACG
GATCGTGAAG
GCTGCTGTGT
GCTGCTGTAA
ATCGAACCTG
A--AACCCTA

3.31

01_Amz6.18
01 _Ps6.13ii

ATGAAACTGA
ATGAAACTGA
TCAGCTCATT
TCAGCTCATT
CGAATGCGAG
CGAGGGCGAG
GGGTGTGTTG
AGGTGTGATC
CAGTAAA-GT
CCATGCATGT
AAAAATAG

ACGCTTAG

CCTACGCTTT
CCTACGCTTT
ACAACTCATG
ACAACTGATA
AACCAAAATG
AACCAAGATG
CACCCGGCGG
CACCCGGCGC
ATGTAA--GT
TCGTCACCGC

GATCGTCGCC
GATCGTCGCC
ACTCCAGAGG
ACTCCAGAGG
CAGAATTACA
CAGAATTACA
CCGTTGTACT
CGCTTGTAGT
TAAAGAAGAA
CACCGGGACA

ATGCTGTTCC
ATGCTGTTCC
TAGGCAGGAG
TAGGCAGGAG
AGATCTTCAG
AGATCTTCAA
CTTCGGCATA
AGGACGAACA
CGGGAATCCA
AGGAAAAGGA

TGACGGCCTG
TGACGGCCTG
TATCGTGCTG
TATCGTGGTG
GTTGACCAAG
GTTGACCAAG
TAAATTGCTG
ATCGGTGCTG
GTTTGCGTGA
AAATGCACGA

2.82

P Amz9.7
P Ps9.12

ATGCATCTGT
ATGCATCTGT
TGCCTTGGGC
TGCCTTGGGC
TGGACAACGG
TGGACAACGG
GAGTCAAGGA
GAGTCAAGGA
GACTTGCACG
GACTTGCTCG
GACGCTGCTG
GAAGCTGCCA

CACTGGCAGG
CACTGGCAGG
AGCTTCATTG
AACTTCATTG
ACAGCTCACG
ACAGCTCACA
GTCTCTTCAA
GTCTCTTCAA
TCTAGGCCTG
TCTCAGTCTG
GCCAGTGGAA
ATTCTAG---

CTCAGCTGTT
CTCAGCTGTT
GGGTCCAGGC
GGGTCCAGGC
GACAAGCTCC
GACAAGCTCC
GTTAGTTGCT
GTTAGTTGCT
TGTGCGGCTA
AGTGCGGCTA
TGA

TTGATGTTGC
TTGATGTTGC
AGGACAGATA
AGGACAGATA
GCAACCTGCA
GCAACCTGCA
AAACAACAGA
AAACAACAGA
CCTTTGTTTT
CCTTTGTTTT

TTCTGCTGTT
TTCTGCTGTT
ACAAGAGATG
ACAAGAGATG
ATCACTGTGG
ATCACTGTGG
GGTGTGGCGG
GGTGTGGCGA
TGCCATTGGG
TGCCATTGGG

1.79

M _Amz3.5
M Ps3.14

ATGTCGAAAA
ATGTCGAAAA
GGCAGCGCTC
GGAAACGCTC
ACAAACAGAA
ACAAACAGAA
GTGTTGTCGG
GCGTTGTCGG
TATTTGCTGC
TATTTGCTGC

TGGGAGTGGT
TGGGAGTGGT
CAGCTGGATG
CAGCTGGATG
CCTCAACCCA
CCTCAACCCA
AATGCTGTAG
AATGCTGTAG
AATTAG

AATTAG

GCTAATCATC
GCTAATCATC
CAGATCGACC
CAGATCGACC
GATAAAAGGG
GATAAAAGGG
TCCGGCAGAT
TCCGGCAGAT

TTTCTGGTCC
TTTCTGGTCC
TGTAGAACGA
TGTGGAACGA
GAATCGCCAT
GAATAGCCAT
TGCGACGCAG
TGCGACGCAG

TGTTTTCTCT
TGTTTTCCAT
CATGCGAAGA
TATGCGAAGA
AATTCATGCT
AATTCATGCT
GGGCATCGTG
GGGCATCGTG

0.6451

11 Amzl11.1

ATGAAGCTGT

CGGTGACGTT

TCTTCTTATT

CTGATGATTC

TGCCATCGAT

2.59
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I1_Psll.1

ATGAAGCTGT
GACTGGGGAG
GACTGGGGAG
GCATCGTGAG
GCTTCTTGTG
TTCCAGTGCT
TTCCACTGCT
CACGGGACCT
CTCG---CCT

CTGTGACGTT
AAGTCTAGCA
AAGTCTAGCA
GGGATACTGC
GGATGAATGC
GTTCGAGGTG
GTTCGAGGTG
TGTCCCATAC
TGTCCCATAC

TCTTCTTATT
AGCGAACACT
AGCGTATACT
TTTGTCGAAG
TCAAGCATAG
TTGTATGATC
TTGTATGAAC
TCGGCCGTTA
TCGGCGGTTA

CTGATGATTC
GAGGGGTGCT
GAGGGGTGCT
AAC---CATG
GACTACCATG
CAGAGGTGTG
TACAACTGTG
G

G

TGCCATCGAT
AGTCTGAGAG
AGTCTGAGAG
CGAAGAAAAT
CGGAATTCAT
TTTGGACTTT
TTTGGAATCG

P_Amz9.4
P Ps9.5

ATGCATCTGT
ATGCATCTGT
TGCCTTGGGC
TGCCTTGGGC
TGGACAATGG
TGGACAATGG
AAGCCAGTGA
AAGCCAGTGA
GTCTTGCGAG
GTCTTGCGAG
AAAAATGCAA
AAAAATGCAA

CACTGGCAGG
CACTGGCAGG
AACTTTGTTG
AACTTCGTTG
ACAGCTCACG
ACAGCTCACG
GTCTCTTCAA
GTCTCTTCAA
AACAATTCCC
AATAATTCCC
ATGA

ATGA

CTCAGCTGTT
CTCAGCTGTT
GGGTCCAGCC
GGGTCCAGCC
GACAACCGCC
GACAACCGCC
GTCACTTTAT
GTCACTTTAT
ACTGCAATCG
ACTGCAATCG

TTGATGTTGC
TTGATGTTGC
AGGACAGATA
AGGACAGATA
TTAACCTGCA
TTAACCTGCA
AAACGAAGGC
AAACGAAGGC
CTTCTGTTAC
CTTCTGTTAC

TTCTGCTGTT
TTCTGCTGTT
ACAAGAGATG
ACAAGAGATG
ATCGCAGTGG
ATCGCAGTGG
CGTGTTACGG
CGTGTTACGG
TGTGGGAACA
TGTAGGAACA

0.293

01_Amz6.26
01 _Ps6.11

ATGAAACTGA
ATGAAAGTGA
CATATCTATC
CATATCTATC
GGAAGGCACG
GGATGGCACG
A---GAGAAG
ACCGGCGGAC
GTGCTGCAGT
GTGCTGCGGT

CGTGCATGAT
CGTACATGAT
ACGGCTGATG
ACGGCTGATG
TCACGAAATG
TTACGAAATG
ACTGCGAAGC
CGTGCAAAGC
GGCGTGTGCT
GGCGCGTGTA

GATCGTTGCT
GATTGTTGCT
ACTCCAGAAA
ACTCCAGAAA
AAGAACCCCA
AAGAACCTCA
AGGTGGTTCA
CCCTAAATGG
TTCTCGTCTG
TTTTTGTCTG

GTGCTGTTCT
GTGCTGTTCT
TGGATTGGAG
TGGATTGGAG
AAGCCTCTGT
AAGCCTCTGT
GGTTGTATGT
GGTTGTATGT
CTTCTAA---
CTTTAAAATA

TGACCGCCTT
TGACCGCCTT
AATCTTGTTC
AATCGGGTTC
ATTGAACAAG
ATCAAAGAAG
ATGGGAGTGA
ATGGTCACGA

TGA

0.685

T_Amz5.24ii
T Ps5.19

ATGAAGTGTC
ATGAAGTGTC
ATCTCAAGTT
ATCTCAAGTT
GGTTAACTGC
GGTCAATTGC
TGCCCTTCTG
TGCGCTTTTA

TTCCGGTCTT
TTCTGGTCTT
GCTGAGCATT
GTTGAACATT
GGCAATAATA
GGAAACGATA
ACAAAGATTG
AAAGGCCGTG

CTTCATCGTT
C---ATCGTT
CGAAGTTGGG
CGAAGTTGGA
CTGGAGGATG
TTGGAGACAG
CTGTGAAGCC
CTGTCAGTAG

CTACTGCTGA
CTACTGCTGA
GCGGATCAAA
GCGGATCAAA
AAGGATTTCC
GAGGATGGCC
TTGTCGAACT

TTGCTCATTC
TTGCTCATTC
ATGTTGAGAC
ATGTTGAGCT
GGAGCTTTGC
GGAGGTTTGC

23

01 Amz6.22
01 _Ps6.16

ATGAAACTGA
TCAATTCATT
TCAACTCATT
AGAGGTCGAG
AGAGGTCGAG
TCGTGCAAGG
TCGTGCAAGG
CAAATCCTGT
CAAATCCTGT

CGTGCGTATT
CGTGCGTGTT
ACAGCTGATG
ACAGCTGATG
AATCAAGAGG
AATCAAGAGG
GGCCCAATTT
GGCCCAATTT
AAAGCGAAGT
AAAGCGAAGT

GATCGTCGCC
GATCGTCGCC
ATTCCAGAGA
ATTCCAGAGA
CAAAATTCGA
CAAAATTCCA
AGCTTGTCGC
AGCTTGTCGC
CGCGCTACAA
CGCGCTACAA

GTGCTGTTCC
GTGCTGTTCC
TAAGCAGGAA
TAAGCAGGAG
AGCGCTCCAT
AGCGCTCCAT
CGTAACTATC
CGTAACTATC
TGGCTCTTGC
TGGCTCTTGC

TGACGGCCTG
TGACGGCCTG
TATCCTGCTG
TATCCTGCTG
GTCGACCAAG
GTCGACCAAG
ACTGCTGCAG
ACTGCTGCAG
CAGTGA

CAGTGA

0.11

2_Amzll.7
I2_Ps6.28

ATGATGTTTC
ATGATGTTTC
TCTGAACTTG
TCTGAACTTG
CATGCTCAAG
CATGCTCAAG
TGCTTACCAT
TGTAAACCAC
TTCATTCAAA
GCCATTCAAA

GATTGACGAC
GATTGACGAC
GTTGTGCTTA
GTTGTGTTTA
TAATAAAGAA
TGATGACGAG
GGTGTACCTG
ATTATCCCTG
GTATTTGGCC
GTATTTGGCC

AGTCAGCTGT
AGTCAGCTGT
CCGATGCCTG
CTGATGCCTG
TGCTGTATCT
TGTTGTGTTG
GCCAGTATAC
GCCACCCTAC
AACGTTGA

AACGTTGA

TTCCTGCTGG
TTCCTGCTGG
TTACTACGAT
TAAGACTGAC
CAGAATGCTG
CGCAATGCTA
AAGAGGGGGC
AAGAGGGGGC

TCATTGTTCT
TCATTGTTCT
GTAGGAGACC
G---AATTTC
CGACGGGATA
TGACTGGAAA
GACGCCACGT
GACGCCAAGT

0.767

T_AmzS5 4ii
T Ps5.18

ATGCTCTGTC
ATGCTCTGTC
AGCTACTCTG
AGCTACTCTG
CTGCTGAAGA
CGTCTAAAGA
CAATGGGGCG
CAAAGGCCCA

CTCCACAGTA

TTCCGGTCTT
TTCCGGTCTT
CCTGTGGAAT
CCTGTGGAAT
TTTTGGGATG
TTTTGGGATG
ACTGCTGTAA
CCTGCTGTGG

TATCATCCTT
TATCATCCTT
CAGAGCTGCA
CAGACCTGCA
AGAACTGAAT
AGAACTGAAC
TAATGGCGAT
AAGAGGCATT

CTGCTGTTGG
CTGCTGTTGG
AAGAGATTTG
AAGAGATTTG

TCAAACTGAA
TGCTGTAACT
TGCTGCAAAT

TTTCACCCGC
TTTCACCCGC
ACTCAGGTAT
ACTCAGGTAT

GGCCCAAATC

3.59

M_Amz3.7
M Ps3.2

ATGATGTCTA
ATGATGTCTA
CCTTACTGTT
CCTTACTGCT
TTCAGCCTCT
TTCACCCTCT
GCGTGGGATG

AACTGGGAGT
AACTGGGAGT
CTTCCGCTGG
CTTCCACTGG
CCGTAGACTG
CCGTAGACTG
AAGAGAAAAA

CTTGTTGACC
CTTGTTGCCC
ATGGAGTCCA
ATGGAGTCCA
ACGGCTCGGA
ACGGCTCGGA
GTGTTGTACG

ATCTGTCTGC
ATCTGTCTGC
AGGCAGACAC
AGGCAGACAC
GCTCCCAACC
GCTCCCAACC
GGTCAATGCC

TTCTGTTTCC
TTCTGTTTCC
CATCTCACAG
CATCTCACAG
ACAGCATCGC
ACAGCATCGC
ATATCTGCTG

1.51
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GCGTGGGATG
GCCTTGTTGT
GCCTTGTTGT

AAGAGAAAAA
GGATGA
GGATGA

GTGTTGTACG

GGTCAATGCC

ATCTCTGCTG

SF-mil Amz
SF-mil Ps9

ATGTCGAAAA
ATGTCGAAAA
CGTAAACCTT
TGTAAACCTT
TCCCTACACT
TCCCTACACT
AGTGGAGGAG
AGTGGAGGAG
CAAAGGATGT
CTACGGATGT

CAGGACTTGT
CAGGACTTGT
CAGCAGACTG
CAGCAGAATG
GACGCGTGTT
GACGCGTGTT
GCTGCACGGG
GCTGCACGGG
GCATGTAAAA
GCATGTAAAA

GCTGGTTGTC
GCTGGTTGTC
AAGATGACAA
AAGATGACAA
CTGGAAAGAT
CTGGAAAGAT
GACTTGCCCG
GACTTGCCCG
CTACCGGATA
CTACCGGATA

CTTTACCTTC
CTTTACCTTC
GGCTTTCATG
GGCTTTCATG
CCGGAAGCTG
CCGGAAGCTG
GGGACTTGCG
GGGATTTGCG
A

A

TTTCTTCTAC
TTTCTTCTCC
AAGATCATGA
AAGATCATGA
CAGTCCCCAA
CAGTCCCCAA
AGGGATCCAT
AGGGAAGCCG

2.89

01_Amz6.17
01 _Ps6.21

ATGAAACTGA
ATGAAACTGA
TCAACTCGTT
TCAACTCGTT
TGGGGTCGAT
TGGGGTCGAT
GAACTTGGTA
GGACTTGGTA
CCGCATCCAT
CCGCATCAAT

CGTGCATGTT
CGTGCGTGTT
ACAGCTGATG
ACAGCTGATG
ACTCGGTATG
ACTCGGTATG
AATACTGTCA
AATACTGTCA
GATGAAAGCT
GATGAAAGCT

GATCGTCGCC
GATCGTCGCC
ACTCCAGAGA
ACTCCAGAGA
CAGAATTCTA
CAGAATTCCA
ATTACCTTGT
ATTTCCTTGT
GGTGCTTGAG
GGTGCTTGAG

GTGCTGTTCC
GTGCTGTTCC
TAAGCAGGAG
TAAGCAGGAG
AAGATTCCAG
ATGATTCCAG
TGCCCTGGTC
TGCCCTGGTC
GAAATAG

GAAATAG

TGACGGCCTG
TGACAGCCTG
TACCATGCAC
TACCATGCAC
GGCATGCTCG
GCCATGCACG
TGAAGTGTTG
TGAAGTGTTA

1.32

B2 _Amzlii
B2_Pslii

TTGCACCGGG
ATGCAGGGAA
ATGCAGGGAA
TTTCAACCCT
TTTCAACCCT
TAGAGAAGAG
TAGAGAAGAG
GGCTCGTCAG
GGCTCGTCAG
AGAAAACGCC
AGAAAACCCC
CCGACCTTGG
CCGACCTTGG
TTCCGCTTCT
TTTCGCTTCT

ATTGCAGGGA
TGCCGGGAAT
TGCAGGGAAT
TATCCTGGCT
TATCCTGGCT
GAAACATCAG
GAAACATCAG
CCGATGGCCT
CCGATGGCCT
GACAAACTTC
GACAAACTTC
CAACTTCGCG
CAACTTCGCG
TCGACGAGCA
TCGACGAGCA

ATGCAGGAAA
GCCGGGAATG
GCCGGGAATG
TTGGATTCAA
TTGGATTCAA
TCTCAATTCA
TCTCAATTCA
AGGAATGTTC
AGGAATGTTC
CGTTCGCGAA
CGTTCGCGAA
CCCAGCGGAA
CCCAGCGGAA
ACAATAA

ACAATAA

CATGGCCAAC
TGCCCAAC--
TGCCCGCCCC
CCCGCTGGTC
CCCGCTGGTC
GAGGGTTGCC
GAGGGTTGCC
ACGACAACCA
ACGACAACCA
AACTTCGAGA
AGCTTCGAGA
CATGGAGGGT
CATGGAGGGT
ACGACCAACA
ACGACCAACT

ATGCAGCCCT
-ATGCAGGGA
CATGCCCAAC
AGTTCCTGCC
AGTTCCTGCC
GATGAGAACC
GATGAGAACC
ATCTCCCTTT
GTCTCCCTTT
ACTTCATGAA
ACTTCATGAA
GCCGACACTG
GCCGACACTG
GGAGGACCAG
GGAGGACCAG

0.794

T _Amz5.12
T Ps5.1

ATGCGCTGTC
ACCTAGCATT
ACATAGCATT
CTTTGGATGA
CTTTGGATGA
AATGAATGCT
GATGAATGCT

TCCCAGTCTT
CTGGCCCGAC
CTGGCCCGAC
TAATGCAAAG
TAATGCAAAG
GTGATGATCG
GTGATAAACG

CATCATCCTT
CGAAGACCGA
CGAAGACCGA
CGAACCCTAC
CGAACCCTAC
CCCTTGGTGC
CCCTTGGTGC

CTGCTGCTGA
CTGCTGCTGA
AGTTGATGTG
AGTTGATGTG
AAACACTTTG
AAACACTTTG
TGTTTGGGGT
TGTTTGGGGT

TTCCATCTGC
TTCCATCGGC
CCCCTGGATT
CCCCTGGATT
GAACGCACGC
GAACGCACGC
GA

GA

1.52

02_Amzl.9
02 _Psl.16

ATGGAGAAAC
ATGGAGAAAC
CCAGGTCATG
CCAGGTCATG
TGCCAAGAGA
TGCCAAGAGA
CTATACGATA
CTATACGATA
AGCAGTGATG
AGCAGTGATG
AG

AG

TGACAATACT
TGACAATACT
GTTCAAGGTG
GTTCAAGGTG
CGATTACTCA
CGATTACTCA
ACTGTTGCGG
ACTGTTGCGG
TCCTATCATC
TCCTATCATC

GGTTCTTGCT
GGTTCTTGTT
ACAGAGATCA
ACAGAGATCA
CGTCGAGCGA
CGTCGAGCGA
CAGCAGCAAA
CAGCAGCAAA
CGGCAGTGGT
CGGCAGTGGT

GCTGCTATAC
GCTGCTATAC
ACCTGCAGAT
ACCTGCAGAT
ACCGAAAGTT
ACAGAAAGTT
TGTCGTTGCC
TGTCGTTGCC
ACAACTTCTG
ACAACTTCTG

TGTTGTCGAC
TGTTGTCGAC
CGTAATGCAG
CGTAATGCAG
CATGCGTGTT
CATGCGTGTT
CAGGCATTGC
CAGGCATTGC
ACACTCGCTT
ACACTCGCTT

0.374

Conopressin_ Amzl1ii
Conopressin_Ps1

ATGACGCGTT
ATGACGCGTT
GCTGCTCACT
GCTGCTCACT
AGAGAGATGT
AGAGAGATGT
TTTGGCCAGT
TTTGGCCAGT
AATGGGAACG
AATGGGAACG

CAGCCATGCT
CAGCCATGCT
ACCCAGGCTT
ACCCAGGCTT
GGACGATAGA
GGACGATAGA
GTGTGGGGCC
GTGTGGGGCC
CCAGAAGCGA
CCAGAAGCGA

GATGGGACGA
GATGGGACGA
GCTTTATCAG
GCTTTATCAG
CATCCTCCCA
CATCCTCCCA
CCATATCTGC
CCATATCTGC
ACACGTGCGC
ACACGTGCGC

CTGACGTTGG
CTGACGTTGG
AAACTGCCCA
AAACTGCCCA
AGCTGTGCAT
AGCTGTGCAT
TGTGGAGATA
TGTGGAGATA
CAGAGAGGAC
CAGAGAGGAC

TGGTGTGTGT
TGGTGTGTTT
AAAGGTGGTA
AAAGGTGGTA
GTCCTGTAGC
GTCCTGTAGC
CAGGATGCGA
CAGGATGCGA
GAGGATCCTA
GAGGATCCTA

0.557
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CACCTTGCCT
CACCTTGCCT
ACCCACGGCA
ACCCACGGCA
TTTCTTCGAC
TGTCTTCGAC

TGTCATTGGT
TGTCATTGGT
ACTGTGTCAG
ACTGTGTCAG
TTGGGATGCC
TTGGGATGCC

AGTCCCTGCA
AGCCCCTGCA
TTTCGGCATC
TTTCGGCATC
TGTAG
TGTAG

CTCTGAACAA
CTCTGAACAA
TGCTGTGTGG
TGCTGTGTGG

CCCAGGCAAC
CCCAGGCAAC
ATGACACTTG
ATGACACTTG

01_Amz6.24
01 _Ps6.23

ATGAAGTTGA
ATGAAGTTGA
TCAACTCATT
TCAACTCATT
GGAAGATGAT
GGAAGATGAT
CTTGGTGGAT
CTTGGTGGAT
TTGCGCTTTT
TTGCGCTTTT

CGTGCGTGTT
CGTGCGTGTT
ACAGCTGATG
ACAGCTGATG
CGACAGATTG
CGACAGATTG
CAAGTCCGTG
CAAGTCCGTG
TTTTGGTGCA
TTTTGGTGCA

GATCGTTGCC
GATCGTTGCC
ACTCCAGCGA
ACTCCAGCGA
CTGGACACGA
CTGAACACGA
TACCGCATTC
TACCGCATTC
CATAA

CATAA

GTGCTGTTCC
GTGCTGTTCC
TTTACAGGAG
TTTACAGGAG
AAGCAGCGCA
AAGCAGCGCA
TCGGGCAACT
TCGGGCAACT

TAACGGCCTG
TGACGGCCTG
TTTCCTCGTC
TTTCCTCGTC
GGAGCGCTGC
GGAGCGCTGC
GCTGCAATTA
GCTGCAATTA

0.532

I3_Amz11.3
I3 _Psll.2

ATGAAGCTGT
ATGAAGCTGT
CACCGGAGCG
CACCGGAGCT
TAAAAGACAC
AGCTATGACG
AGCGATGACG
ATGCCAACTG
ATGCCAACTG

CTTTGGCGAT
CTTTGGCGAT
GAGACGTCTG
GAAACGTCTG

TCCGCTGCTA
ACGATTGTTG
ACGATTGTTG
GCATACGTGC
GCATACGTGC

CGTTCTGATT
CGTTCTGATT
ACAACCGAGC
ACAACAGTGC
TCAACATGCA
TCAACATGCA
TGGATCACTC
TGGATCACTC
CGTGCCTGCC
CGTGCCTGCC

CTGATTCTTC
CTGATTCTTC
AAGCAGGACT
AAGCAGGACT
AAGGCAAGGA
AAAGCAAGGA
TGTTGTTTCC
TGTTGTTTCC
GTAA

GTAA

TAACCTTAAG
TAACCTTAAG

GTCACTGCAG
TGAGACGTGC
TGAGACGTGC
GGGTCTATGG
GGGTCTATGG

0.465

T _Amz5.23
T Ps5.20

ATGAATTGTC
ATGAAGTGTC
ATCTCAAGTT
ATCTCAAGTT
GGTCAACTAC
GGTCAACTAC
GCTAGCTCAA
GCTAGCTCAA

TTCCGCTCTT
TTCCAGTCTT
GTTGAGCATT
GTTGAGCATT
GAGAGAGAAG
GATAGAGAAG
CTTTTTGCTG
CTTTTTGCTG

CTTCATCGTT
CTTCATCGTT
CGAAGTTGAA
CGAAGTTGAA
ATTGAGGTTG
ATTGAGGTTG
TGCTGCCAAG
TGCTGCCAAG

CTACTGCTGA
CTACTGCTGA
GCGGACCAAA
GCGGACCAAA
CTCTAGAGGT
CTCTAGAGGT
TCGTAG

TCGTAG

TTGCTCATTC
TTGCTCATTC
ATGTTGCGCC
ATGTTGCGCC
GTGCTGCCTG
GTGCTGCCTG

0.861

T Amz5.10ii
T Ps5.4

ATGCGCTGTC
ATGCGCTGTC
TCCTAACGTT
ACCTAACGTT
CTTTCCACGA
CTATCCATGA
ACGTGCTGCC
ACGTGCTGCC

TCCCAGTCTT
TCCCAGTCTT
CATGCCCGAC
CATGCCCGAC
TAATGCAGAG
TAATGCAGAG
AATTTTATCC
AGTTTTATCC

CATCATTCTT
CGTCATTCTT
CGAAGACCAA
CGAAGACCAA
CGAACCCTAC
CGAACCCTAC
GTCTTGCTGT
GTCTTGCTGT

CTGCTGCTGA
CTGCTGCTGA
AGATGATGTG
AGATGATGTG
TAAGACAATG
TAAGACAATG
CCTACCAGAA
CCTACCAGAA

TTCCATCTGC
TTCCATCTGC
CCCCTGGCAT
CCCCTGGCAT
GAACAAACGC
GAACAAACGC
AATGA

AATGA

0.287

M _Amz3.2
M Ps3.9

ATGTCGAAAA
ATGTTGAAAA
GGCAACGCTC
GGCAACGCTC
ACAAACAGGA
ACGAACAGGA
CTGAGTGGGA
CTGAGTGGGA
GTCTTACGCG
GTATTACGTG

TGGGAGTGGT
TGGGAGTGGT
CAGCTGAATG
CATCTTGATG
CCTCAACCCA
CCTCAACCCA
GGGGTTGCTG
GGGGTTGCTG
GTACGCCAAA
GAAAGTGATT

GCTATTCACC
GCTATTCATC
CAGATCGACC
CAGATCGACC
TATAAAAGGA
GATGAAAGGA
TCGTACGGGG
TCGTACGGCG
AGTGTCAATG
GGTGTCATTG

TTTCTGGTCC
TTTCTGGTCA
TGTGGAACGA
TGTAGAACGA
CAA---TCAT
GAAAAATCAT
AGTTGCCATA
ACTTGCCATA
CTGCGGTTAG
CTGCGGTTAG

TGTTTCCCCT
TGTTTCCCCT
TATGCGAAGA
TATGCGGAGA
ATTATCTGCT
AATACCTGCT
TTGGGCGATC
TTGGGCGATC

2.79

M_Amz2
M_Ps2iii

ATGTCTAAAC
ATGTCTAAAC
GACAACTGTT
GACAACTGTT
AAAGGGGCCA
AAAGGGGCCA
AAAAGGGGTT
AAAAGGGGTT
GACGCTTGTT
GACGCTTGTT

TGGGAGTCGT
TGGGAGTCGT
CAGCTGGATG
CAGCTGGATG
GGGCCTAACA
GGGCCTAACA
TGAGATGCGC
TGAGATGCGC
TGA

TGA

GCTGTTCATC
GCTGTTCATC
GAGATCAGCC
GAGATCAGCC
GACCAGTATC
GACCAGTATC
TGGTGCTTCA
TGGTGCTTCA

TTTCTGGTTC
TTTCTGGTTC
CGCTAATCGT
CGCTAATCGT
GAAACTTGAG
GAAACTTGAG
TATGATCCCA
TACGATCCCA

TGTTTCCCAT
TGTTTCCCAT
CATGCAGACG
CATGCAGACG
GCATGTTCTG
GCATGTTCTG
ATTCCTGGTG
ATTCCTGGTG

0.001
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