Extra

Functional characterization of a tomato syntaxin involved in powdery mildew resistance

Table S1 Average disease index (DI) scores visually assigned to 11 and four T, families
obtained after transforming the Simlol line with the RNAI::SIPEN1a and RNAI::SIPEN1b
constructs. In addition, the average DI scores assigned to the susceptible tomato Moneymaker
and the resistant SImlo1l line are listed. NPTII(+) and NPTII(-) indicate T, plants carrying the

corresponding RNAI construct (+) or not (-).

Average Average
Family label Average DI score £ st dev DI score * st dev
DI score + st dev

NPTII(+) NPTII (-)
RNAI::SIPEN1a | 149+ 0.52 1.73+0.32 0.75+£0.17
RNAI::SIPEN1a Il 111+ 0.39 122 £0.32 05%0
RNAI::SIPEN1a_llI 091+ 0.29 1.06 + 0.28 0.75+0
RNAI::SIPEN1a_IV 0.84£0.34
RNAI::SIPENla V 0.47 £0.11
RNAI::SIPENla VI 0.52+£0.16
RNAI::SIPEN1a_VII 0.89£0.26
RNAI::SIPEN1a_VIII 0.69 £0.16
RNAI::SIPEN1a IX 0.76 £0.26
RNAI::SIPENla X 0.59+£0.12
RNAI::SIPEN1a_XI 0.54 + 0.09
RNAI::SIPEN1b | 0.95+0.27 1.06 +£0.28 0.78 +£0.16
RNAI::SIPEN1b Il 0.82 £0.31 0.95+0.35 0.65 +£0.22
RNAI::SIPEN1b_lII 08+0.3
RNA.I::SIPEN1b_IV 0.82+0.14
Moneymaker 3
Simlol 0.62+ 0.35

Table S2 Residues under significant negative selection in SYP1b syntaxins. Residue numbers
refer to amino acid position in the AtPEN1 protein. DN-dS values, corresponding p-values
and residue position with respect to characteristic syntaxin domains (the three helix domain

Ha-Hb- Hc, the Qa-SNARE domain and the membrane-spanning (MS) domain are reported.



Corresponding residue

ACPENI dN-dS p-value Domain
F5 -3.15883 0.06131 -
S8 -3.1351 0.02213 -
F9 -3.28782 0.09351 -
N43 -3.52804 0.05074 Ha
L44 -2.54257 0.05726 Ha
D50 -3.83057 0.01861 Ha
V51 -3.1351 0.01235 Ha
ES2 -3.00033 0.03562 Ha
L58 -2.94697 0.01581 Ha
E73 -2.94552 0.03696 Ha
H79 -3.83057 0.01861 Ha
N80 -3.52804 0.05074 -
AS81 -2.35132 0.03704 -
V84 -3.1351 0.01235 -
R88 -3.87355 0.01415 Hb
K90 -3.21478 0.06364 Hb
V95 -2.35132 0.03704 Hb
A98 -3.1351 0.01235 Hb
E110 -4.49517 0.00675 Hb
L112 -2.69996 0.02732 Hb
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L188
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R277

R284

C288

-2.82596

-2.12025

-3.49295

0.0199

0.06064

0.06354

Qa SNARE

Membrane-spanning

Table S3 Distribution of Arabidopsis thaliana, Oryza sativa, Populus trichocarpa and

Solanum lycopersicum syntaxins in subfamilies.

SNARE SRS A. thaliana O. sativa P. trichocarpa S.lycopersicum
type subfamily

SYP1 9 7 11 10

SYP2 3 3 3 >

SYP3 2 1 3 2

Qa SNARE SYpa 3 1 3 2
SYPS 1 2 2 2

tot 18 14 22 21




ACPENL TSl DLESSSFSRERSGEPSPRRDVAGGGD-GVOMANPAGST |
VVPEN1 S DLFSGSFSRFRSEEPPPS—————————— VEMTS---ST
HvROR2 1 Mim——————— e NLFSSSWKRA---GAGGDGDLESGGG-GVEMTAPPGAA
S1PENla i Mif==———=———————=—=——====x DLFSGSFSRFRNEEQSPNQESAG————— TQMRQ---QT
S1PEN1Db S DLFSGSFSRYR--ENDHDQDSHG-———— IEMGD----T
AtSYP122 I M= DLLSGSFKTSVADGSSPPHS-————- H-NIEMSKAKVSG
AtSYP124 1 MN-—mmmmmm e e DLFSSSFKKYTDLKQQAQMD——————— DIESGK-————
AtSYP123 1 MN———mm—mmm e DLISSSFKRYTDLNHQVQLD-—————— DIESQNVSL-—
AtSYP111 1 MN———mmmmmm e DLMTKSFMSYVDLKKAAMKDMEAGPDFDLEMAS ————T
AtSYP131 1 MN-—mmmmmmmmmmmm e DLLKGSLEFSRDR---SNRS——————— DIESG-HGPGN
AtSYP125 1 MN-—mmmmmmmmmmmm e DLEFSNSFKK-——--— NQAQLG--————~— DVEAGQ--———
AtSYP132 1 MN-—mmmmmmmmmmmm e DLLKGS--FELPRGQSSREG-—————— DVELGEQ---0Q
AtSYP112 1 MN———mmmmmmmmmmm e DLMTKSFLSYVELKKQARTDMES--DRDLEKGEDFNEFD
Solycl12g005580 1 MN———mm—mmm e DLFSNSFKKYQDLKKQTEVD-—————— DLEGGQDGQ-P
Solycl10g008570 1 MN-—mmmmmmmmmmmm e DLFSPSLKKYQDLKQQVQMD——————— DLELGTGGTGP
Solycl10g081580 1 MN-—mmmmmmmmmmm e DLLNDDDNFDAPRHQSNRNG——————— DVEMGIQIPMN
Solyc01g056810 Y
Solyc07g052470 1 MN-—mmm—mmmmmmmmm - DLLADS-SFIAGKDNASKES——————— DIEMGNRFTRS
Solyc06g053760 1 MN-——mm—mmmmmmmm e DLMTKSFTSYIDLKKAAMKDVEASPD--LEMGM-———-T
Solyc02g085090 1 MN-—mmmmmmmmmmmm e DLMTKSFLSYMELKKQAHLDLET--ERDLEMGQ-————
Solyc01g109750 1 Mommmmmmm e TKSFLSYVELKKQAMMDVEA-—-GPDIEMGQ—————
SOOIy CU6G062 360 L 1S 0] D T e LB L L T CRe- =V
Solycl1g066910 1 MSFQD=—— == ——mm e e LDSGRS---S
Solyc08g005200 1 MSFQD=—— === —mmm e e LESGRP---1L
Solyc08g076540 1 MSEFQD-——————— =~~~ - m LEAGRP---L
AtSYP22 1 MSFQD——— = — = e LESGRG---R
AtSYP23 1T MSFQD—— = — = o LEAGRGRSLA
AtSYP21 1 MSFQD= = —m m— oo LEAGT----R
Solyc06g072760 1 MSFED-——————mmm e e e LESGSSLYVOQ
AtSYP41 1 MATRNRTLLFRKYRNSLRSVRAPLSSSS-———————— LTGTRSG-GVGPVIEMASTSLLN
AtSYP43 1 MATRNRTLLFRKYRNSLRSVRAPMGSSSSSTLTEHNSLTGAKSG--LGPVIEMASTSLLN
Solyc01g100170 1 MASRNRTLVFRKYRDALRSVRIPAGSS-——-——————— TSTSSGHGSGPVIELATTSLLN
AtSYP42 1 MATRNRTTVYRKHRDACKSARAPLSLSA-————————————— SDSFGGPVIEMVSGSFSR
Solyc09g075530 1 MATRNRIRVFQSYRDTLNENRIPFTTSKDS-——————————————— GGPVIEMATTSFLN
Solyc03g033850 1l M-—————m - - m
Solyc04g071730 1l MS———=————— - -
AtSYP81 T MG mmmm o
AtSYP31 1 M—GS==——TFRDRTVELH=—————————— oo SLSQTLKKT
Solyc07g054140 1 M-ASSGAWTYRDRTSEFA-————————mm e m e e SLSKTLKKT
AtSYP32 1 MSARHGQSSYRDRSDEFF - —————————m e KIVETLRRS
Solyc08g067910 1 MPVKVASASLRDRTQEFQ——————————— oo STAERLKKS



Ha

ATtPENL 40 G----GVN LDRLNETLSSCH
VVPEN1 28 A----GVN MESLQQKLHDAH
HVROR2 37 A----GAS LERIQRSLHDGN
S1PENla 33 G----GVN LEKIHTQLHNSH
S1PEN1b 30 G----GVN LEKIYAQLQSSN
AtSYP122 35 GSCHGGNN. LDRLCHNLRSSN
AtSYP124 29 ---E-TMN VETLYKSLQDSN
AtSYP123 32 ---D-SGN VDEIHKRLQODAN
AtSYP111 37 KADKMDEN ISETLARIEQYH
AtSYP131 30 SG---DLG LDKHLNKLQGAH
AtSYP125 24 ---E-TMN VEALYKKLQDSN
AtSYP132 29 GG---DQG LDKLLKKLQASH
AtSYP112 39 FSPADEEN ITHLLLDLONLN
Solycl12g005580 33 G-TE-SID VEKFHKKLQESN
Solycl0g008570 34 SHNE-SID VEKLHKRLQDSN
Solycl0g081580 34 SG---ELG LNELLQKLQDAH
Solyc01g056810 T ettt e LALSLIDAH
Solyc07g052470 33 QS---DSGEDSFNKQEQETIEKQUDR-—--——--———-———————— LSGLLKTLKDAN
Solyc06g053760 35 Q---MDONLTAFLEEAEKVKLEMNS-—--———-———-———————— IKEILRRLODTN
Solyc02g085090 34 LSRTDEDNLSNFFREIEAVKGDIQE--—-——--=-———————————— ITNLLMDLONLN
Solyc01g109750 30 LDPTDERNLSKFFEEMAVIKSDMEE--—-—-—---———-———————— INNLLVNLQDLN
S01yCc06g062360 T3 GPRRGIM-——————— ————-NG-RQ------—--———————————————————==— DITOAVA
Solycl1g066910 13 GPRRSNV--——-———-————- NG-KQ-==——==———mmm e DATQALA
Solyc08g005200 13 GSRRFQT-----——-———-- NG-KQ-—=—————————— - m o DPTQAVA
Solyc08g076540 13 GPRRGYM—---——-=-——---— NG-KQ-—==—==—— === ——m— DPTQAVA
AtSYP22 13 STRKEN---=-——=—=———=—~— GG-RQ-——===—====————————— DSTQAVA
AtSYP23 16 SSRNING---—-=-=-———=—~— GGSRQ-——===—====— === —— DTTQDVA
AtSYP21 12 SPAPNRF----———=-———-—— TGGRQ-———==———==———==—————— QRPS-SRGDPSQEVA
Solyc06g072760 16 GGSRSWE--—--—-——-———-- ROTTQ-——————===—————————— AITNPSASDNRQSIV
AtSYP41 51 PNRS-YAPISTEDP-GTS-SKGAIT-—-———-=————————————~— VGLPPAWVDVSEEIS
AtSYP43 59 PNRS-YAPVSTEDP-GNS-SRGTIT--=-——-=-———=————————— VGLPPDWVDVSEEIS
Solyc01gl100170 50 PNRS-YAPLSTEDP-GTS-SNGPVT---———-=————=———————— VGLPPAWVDLSDEIT
AtSYP42 47 SNHSSYAPLNSYDP-GPS-SSDAFT---———-=-———=———————— IGMPPAWVDDSEEIT
Solyc09g075530 45 SNRS-YAPLSTEDDLGPSTSRDAFT-—-—-———=-———=———————— LGLPPAWVDVSEEVA
Solyc03g033850 et it HKPRQRLGFTRAAT
Solyc04g071730 3 - KVRDRTEDFKDVAHRSALSLGYDESKTAALLASFIMHKPRQKSGFTRAAL
AtSYP81 3 - RFRDRTEDFKDSVRNSAVSIGYNESKVASTMASFIIHKPKERSPFTKAAF
AtSYP31 23 -GAIPSVHQ----- DEDDPASSKRS----SPGSEFNKKASRIGLGIKETSQKITRLAK-—
Solyc07g054140 27 AGTTGSDHE----- PQONSASSTTKVLQIPDRSEFNKKASRIGLTIHQTFQKIDRLAK-~
AtSYP32 28 IAPAPAANNVPYGNNRNDGARRED----LINKSEFNKRASHIGLAINQTSQKLSKLAKRI
Solyc08g067910 28 FS---SVONGSISTSTSSGSRSEEQRTTIAMQOSEFNRRASKIGFGIHQTSQKLAKLAK--



Hb

AtPENI 76 KTLHNAKAMKD--LRSKMD---—-—----——-— GDNGV--ALKKAKMIKVKLEAL-----—- D
VVvPENL1 64 KTLHNANSVKE--LRSRMD-——----———---— SHVYSL--ALKKAKLIKLRLEAL---—-—-- D
HvROR2 73 KSLHDASAMRA--LRSRMD-—————————-— ADVAA--ATIKKAKVVKLRLESL------ D
S1PENla 69 KTLHNAKNVMKD--LRKKMD-—-—-—-—-—-—-—----— NDVSL--ALKKAKFIKVRLEAL-----— D
S1PEN1b 66 KTLHNAKAVKD--LRSKMD-—-—----———---— DDMSL--ALKKAKFIKVRLEAL--—-—-—-— D
AtSYP122 75 KTLHNANAMKE--LKKKMD——————————-— ADVTA--ALKTARRLKGNLEAL-————-—— D
AtSYP124 65 KTVHNAKKVKE--LRAKMD-—-----——--- GDVAQ--VLKRVKMIKQKLEAL-—-—-—-—- E
AtSYP123 68 KTVHDSKAVKK--LRARMD-----------— SSVMTE--VLKRVKMIKTKLVAL--—-—-—-— E
AtSYP111 77 KGVHKAESVKS--LRNKIS--—-—---—-—-—-—-— NELIVS--GLRKAKSIKSKLEEM-—-—---- D
AtSYP131 67 KAVTKAPAMKS--IKQRME------——--- RDVDE--VGRISRFIKGKIEEL-—--—--- D
AtSYP125 60 KTVHNAKKVKE--LRAKMD-—-----——--- GDVAM--VLKRVKIIKQKLEAL-—-—-—-—- E
AtSYP132 66 KSVTKAPAMKA--IKKTME------——---- KDVDE--VGSIARFIKGKLEEL--—-—--- D
AtSYP112 79 KSTHSTKILRG--LRDRME-—-————————-— SNIVT--ISRKANTVKTLIETL----—-- E
Solycl2g005580 71 KLVHNAKTVKE--IRSRMD-—-—-———————-— SDVSQ--VLKRVKMIKGKLEAL--—-—-—-— E
Solycl0g008570 73 KTVHSAKKVKD--IRARMD--——---———-— SDVTL--VLKRVKIIKGKLEGL------ E
Solycl0g081580 71 KAVTKASAMKA--IKQRME-—-—-—-——————-— KDVDE--VGKIARVIKSKIEEL-—-—-—--- D
Solyc01g056810 14 KAVTKATAMKA--IKQRME--—-—---—-----— KDVDE--VSKVARFIKSKIEGL-—-—-—--- D
Solyc07g052470 70 KSVTKASAMKA--IRKRME-—-—-———————-— KDIDE--VGKIARNVKAKIEAT-—----- N
Solyc06g053760 72 KSLHKPEALKS--MRDRIN-—-—-—-——————-— SDIVA--VLKKARAIRSQLEEM-—-—-—-—-- D
Solyc02g085090 74 KTTHGPKVLRG--IRDRMD-—-—-———————-— SDMVS--VLRKAKIVKAKLEAL-—--—-—- D
Solyc01gl109750 70 KSAPSAKILQG--HRDQIN--——---———-— SDIIT--VLRKAKMIKTRLELL----—-- D
SolyclUogloz500 31 SGITOINTAVS--TFOR-———— TVNTLGTPRDIPE - - LRDRLARTRLAI GOl - ————— VR
Solycllg066910 31 SGIFQINTAVS--TFQR-—---- LVNTLGTPKDTPE--LRDKLHKTRLHIGQL-----— VK
Solyc08g005200 31 SGIFQINTAVS--TFQR-—-—--- LVNTLGTPKDTPE--LRDKLHKTRVHIGQL----—-— VK
Solyc08g076540 31 SGIFQINTAVS--TFQR-—-—--- LVNTLGTPKDTPE--LREKLHKTRVHIGQL------ VK
AtSYP22 30 SGIFQINTGVS--TFQR-———- LVNTLGTPKDTPE--LREKLHKTRLHIGQL------ VK
AtSYP23 35 SGIFQINTSVS--TFHR-—-—-—-- LVNTLGTPKDTPE--LREKLHKTRLYIGQL------ VK
AtSYP21 38 AGIFRISTAVN--SFFR-—---- LVNSIGTPKDTLE--LRDKLOKTRLOISEL--—---— VK
Solyc06g072760 43 VGVFQINTALT--NFQR----- LVNTLGTPKDTLQ--LRHKLHSTRQQIAEL--—--—-— IK
AtSYP41 88 VNIQRARTKMA--ELGKAHAKALMPSFG---DGKE--DQHNIESLTQEITFL-—-—-—-—-- LK
AtSYP43 96 VYIQRARTKMA--ELGKAHAKALMPSFG---DGKE--DQHQIETLTQEVTFL------— LK
Solyc01gl100170 87 ANVHRVRTKMS--ELAKAHAKALMPSFG---DGKE--DQRRIEALTHEITDL--—-—--- LK
AtSYP42 85 FNIQKVRDKMN--ELAKAHSKALMPTFG---DNKG--IHREVEMLTHEITDL------ LR
Solyc09g075530 84 ASTIHQAQVKLA--DLKKCHAKALTPSFG---DGRE--DQONVIEVLTMEITDI------ LR
Solyc03g033850 16 KTLESIGTLEQFLMKHKKDYVDLHRTTEQERDSIEHEVTIFVKSCKEQIDVLRNSINEED
Solyc04g071730 53 KTLESIGTLEQFLMKHKKDYVDLHRTTEQERDSIEHEVTIFVKSCKEQIDVLRNSINEED
AtSYP81 53 KTLDSIKELELFMLKHRKDYVDLHRTTEQEKDSIEQEVAAFIKACKEQIDILINSIRNEE
AtSYP31 71 ——=——————=== LAKQS-—-==——=———- TIFNDRTVEIQELTVLIRNDITGLNMALSDLQ
Solyc07g054140 80 ———————————- LAKRS-—==——=——--— SIFDDPSKEIQELTTSIKNDITSLNVGVSDLQ
AtSYP32 84 RMVLRSRTDLFSVAKRT---—-—-—-—-----— SVFDDPTQEIQELTVVIKQEISALNSALVDLQ
Solyc08g067910 83 ———————————- LAKRT-—==——————— SVFDDPTTEIQELTAVIKQDITALNSAVVDLQ




Hc

ATtPENL 115 NRSLP-GCGPBSSSDRT RKK I MDSMDS ELLISSE--YRET,
VVPEN1 103 NRSLP-GCGPESSSDRT RKKIRDSMD NQISSE--YRET
HVROR2 112 NRSVA-GCGPGSSTDRT RKKI'RDAMES SRITSE--YRET
S1PENla 108 NRSVP-GCGPGSSSDRT RKKIQOESMNQ QORMASE--YRET
S1PEN1Db 105 SNRSLP-GCGPGSSSDRT RKKIQESMNQ QKMASE--YRET
AtSYP122 114 ANEVNRSIP-ESGPGSSSDRO RKK\KDEMEK ETITNE--YKET
AtSYP124 104 NSRNVS-GCGPGSSTDRT GKKIKDLMDS ARMNAE--YKET
AtSYP123 107 QRKVA-GCGPGSSADRT GKKI KDMMDD TKMATE--YKET
AtSYP111 116 ANKEIKRLS-G----TPVYRS RKKIKEVMME QKMMSE--YKET
AtSYP131 106 ENLENRTKP-GCGKETGVDRT KKK2KDKISE ONIQQE--YRE
AtSYP125 99 NSRNVP-GCGPGSSTDRT GKKIKDLMDS ARMNNE--YKET
AtSYP132 105 ENLANRQKP-GCAKGSGVDRS KKK\ KDKMAE ENIQQE--YRD
AtSYP112 118 ANR---TSFKEGSCVDRT RKKI'RDTMSE ERIFAD--YRED
Solyc12g005580 110 HRKIS-GCGPGSSADRT GKKIKVLMDD TRMNDE--YKET,
Solycl0g008570 112 ANRKNL-GCGPGSSADRT GKKIKVLMDD AKMNSE--YKDT
Solycl0g081580 110 ENLANRNKP-GCGKGSAVDRS KKK 2KDKMAE ENIHHE--YRE
Solyc01g056810 53 ENLSNRSKP-GCGKGSAVDRS KKK\ KDKMSE ENIHNE--YRE
Solyc07g052470 109 ENLANLQKP-GCGKG@TSVDRS TKKISRDVMTE QRIDNE--YRE
Solyc06g053760 111 INRRLS-GCKEGTLVDRT RKKI/KELMMD QRMMTE--YKET,
Solyc02g085090 113 GNRKLSVAYAQGSVVDRT RVKI'RDIMND EKILSD--YKDC
Solyc01g109750 109 SNLDNRGVS----- SPVDRT RIK!RDMMND ENIVAE--HKEG
SO1yCc06g062360 76 DISTRLROASETDHRVEVSASKRITDARINARDIOAVLRETORAORLAAER-~ETAYTPE L
Solycllg066910 76 DTSAKLKQASETDHRIEVSASKKITDAKIAKDIQAVLKEIQKAQRLAAER--ETSYSPEV
Solyc08g005200 76 DTSAKLKQASETDHHADVSASKKITDAKIAKDIOAVLKEIQKAQRLAAER--ETAYTPFI
Solyc08g076540 76 DTSAKLKQASETDHRVEVSASKKITDAKIAKDHQAVLKEIQKAQRLAAER--ETAYTPEFV
AtSYP22 75 DTSAKLKEASETDHQSGVNPSKKIADAKIARDEQAVLKEJQKAQQTAAER--ETTYTPEFV
AtSYP23 80 DTSAKLKEASETDHQRGVNQKKKIVDAKIAKD:ZQAVLKESQKAQRLAAER--ETVYAPLV
AtSYP21 83 NTSAKLKEASEADLHGSASQIKKIADAKIAKD=QSVLKEMQOKAQRLAAER--EITYTPVV
Solyc06g072760 88 ETSANLKQAIGSNRHSQSSVTKKIANAKIAKDIIQOSVLKKIQRAQQLAAQR--EAAFTPSI
AtSYP41 135 KSEKQLQRLSASGPSEDSNVRKNV-QRSIATDIQLLSME!I RKKQSTYLKR-—-———-——~
AtSYP43 143 KSEKQLQRLSAAGPSEDSNVRKNV-QRSIATDIQONLSME!I RKKQSTYLKR-—-~——-——~
Solyc01g100170 134 RSEKKLQRLSAAGLSEDSNVRKNV-QRSIATDIQSLSMEIRRKQSTYLKR-——-———-—~
AtSYP42 132 KSEKRLQMLSTRGPSEESNLRKNV-QRSIHATDIQNLSMELRRKQSTYLKR-——=—————~
Solyc09g075530 131 KSQKKLQOKLSASGSCEDSNVRKNV-QRSIATDIIONLSVEIRRMQSLYLKQ-~—————-——~
Solyc03g033850 76 ANSKGWLGLKGDNLNADTIAHKHGVVLIISEKIHSVTSQHDQLRAIRFQDAINRVTPRRN
Solyc04g071730 113 ANSKGWLGLKGDNLNADTIAHKHGVVLIISEKIHSVSSQEIDQLRAIRFQDAINRVTPRRK
AtSYP81 113 ANSKGWLGLPADNFNADSIAHKHGVVLIISEK!HSVTAQZDQLRATRFQDIINRAMPRRK
AtSYP31 108 TLONMELADGNYSQ--DQVGHYTAVCDDIIKTRIMGATKQQDVLTTRSENMKAHENRKQL
Solyc07g054140 117 ALQDMDVADGTHSK--DTIVHCTAICDDEKTRIMAATKSHQEALTIRTKNMKAHEDRKQI
AtSYP32 133 LFRSSQNDEGNNSRDRDKSTHSATVVDDIIKYRIMDTTKE #KDVLTMRTENMKVHESRRQL
Solyc08g067910 120 LHSNARNESGNS----DTTSHSTTVVDDIKNRIMTATKEKEVLTMRTENMKVHENRRQM




ACTPENL T72 YETVEMGENPDERTL-——-—--—--——-—-—--—m-—--—mm——————m———m e — DR
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Fig. S1 Multialignment of plant syntaxins. The dataset includes all the Arabidopsis syntaxins (AtSYPs and
AtPEN1), barley HVROR?2, grapevine VVPEN1 and 21 putative syntaxins retrieved from the tomato
proteome by this study (indicated by the SolGenomics Network database ID code). The black box includes
the SYP1-clade syntaxins (in number of 21). The six syntaxins belonging to the SYP1lb-subclade are

highlighted in light red.

The position of characteristic domains of syntaxins (the three helix domain Ha, Hb and Hc, the Qa-SNARE
domain and the membrane-spanning (MS) domain are indicated. Gray color indicates residues physio-
chemically conserved throughout the dataset; green color indicates residues physio-chemically conserved in

SYP1 syntaxins. Yellow color highlights 24 residues specifically conserved in syntaxins of the SYP1b

subclade described in this study.
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Fig. S2 Syntaxins of the SYP1b-subclade multialignment. The protein dataset includes Arabidopsis
AtPEN1 and AtSYP122, tomato SIPENl1a and SIPEN1b, barley HYROR2 and grapevine VVPEN1.The
position of characteristic syntaxin domains (the three helix domain Ha, Hb and Hc, the Qa-SNARE domain

and the membrane-spanning (MS) domain are indicated. Red colour indicates amino acids differentially
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conserved in the syntaxins functionally characterized in plant-pathogen interaction.



