HR-A Core linker (+/—insertion) HR-B

10 20 . 30 . 40 .
LjHsf-03 VRLRaaaasTDNQLQBVEQRVQVMEQRAHQMMS
MtHsf-08 VKLRQQQQsSTDNQLVNVEQRVQVMEQRAQQMMS
MtHsf-09 VKLRQQQQSTDNQLVNVEQRVQVMEQRAQQMMS E
MtHsf-12 VRLRBooQaTTDSQLQTMVQRLQEMEQRAQQMMS
CaHsf-01 /KLRQQQQTTDNQLQNVEQRVQVMEQRAQQMMS F
CaHsf-02 QQQQATDSQMQIMVQRLQ MEQRQQQMMS
CaHsf-12 VRLRQQQQATDSQMQBMVQRLQGMEQRAQQMMSF
GmHSsf-01 VRLRQQQQTTDNQLQTMVQRLQGMEQRAQQMMS
GmHsf-05 VRLRBQKQQEBTDNQLQNVEBQRVQSMEQRAQQMMSHF
GmHsf-20 VRLRQQQQTTDNQMQTMVQRLQEGMEQRAQQMMS
GmHsf-26 RLRQKQQBTDNQLKNVEBQRVQSMEQRAQQMMS F
GmHSsf-37 /RLRQQQQATDNQLQSMVQRLQEGMEQRAQQMMS
CcHsf-13 VRLRQQQQATDNQLQTMVQRLQGMEQRAQQMMS
CcHsf-19 VRLRQKQLVTDNQLQNVEBQRVQSMEQRAQQMMS
CcHsf-21 /RLRQQQQTTDSQLQAMVQRLQEGMEQRAQQMMS
PvHsf-06 RLBQQQQsSTDNQLQTMVQRLQGMEQRAQQMMSF
PvHsf-10 RLBQQQQTTDNQLQTMVQRLQEMEQRAQQMMSF
PvHsf-18 RLRQKQQVTDNQLQNVEQRVQSMEQRAQQMMS
PpHsf-03 VRLRQQQQSTERELQVMTQRFHVSEHRAQRMI SEI
PpHsf-04 QQQQNTERDLQAMIQRLLTT NRQQHMMS F
PpHsf-07 /RLRQQQQNTERDLQAMBQRL L TTENRQQHMMS
LjHsf-01 KLRQQQHNSREQL TAMEARLQTTEKKHQQMMT E
MtHsf-07 VKLRQQQHNSREQL SAMEARL L VTEKKHQQMMNF
CaHsf-11 IKLRQQQHNSRDQL SDMETRL L NTEKKHQQMMN
GmHSsF-10 VRLRQQQHNSREQLLSMETRLQATEKKHQQMMN
GmHSsf-35 VRLRHQQLNSREQLNSMETRLQATEKK S
GmHsf-41 VRLRHQQL NSRDQL SAMEARMQATEKK IMS |
CcHsf-05 VRLRQLQHNSREQLLGBMETRLQATEKKHQQMMT F
PvHsf-04 VRLRHQQL NSRNQL SAMETRLQATEKK@QKMM |
PvHsf-17 VRLRQQQHNSREQLLS | ETRLQVSEKKHQQMI T
LjHsf-08 VDL@QQQRETVKHAGEVNQRLQSAEQR VSF
GmHsf-08 ELQQQQRTTLQRARQVNQRLQSAEL | VS
GmHSsf-23 EQRRTAHHAIEVNLRLQSA QR /S|
GmHsf-30 /DLKQEQRRMAHRAGEVNQRLQSTEQR
CcHsf-02 /DLAQEQRRTAHHAL EVNQRLQTAEQR
PvHsf-14 v QEQRRTANRAGEVNQRLQSAEQR S
LjHsf-06 HEWQPYE IQLNCLKEQL EKL EQK VS
LjHsf-11 QEWKMYE IQLHCSKDRLETLEKKHQTML SS
MtHsf-03 EVKKMNE | TSQYMKGHL ETL EKKHQSVL S8
MtHsf-16 HDWETYE |QMHCSKDQL EKL EHK LSS
CaHsf-09 LEWQTYE IQI HCTKDRLEKL EQK VS
GmHsf-12 HEWQAYE IQMHSSKDRLEKL EQN B
GmHsf-17 HEWQAYE IQ I HCSKDRLEKL EQN /S8
GmHSsf-32 QEWKMYEVQLQHSNDRLEKL BKK /S
GmHSsf-36 QEWKMYEVQLQHSNDCLEKLEKK /S
CcHsf-14 HEWQTYE IQVHCSKDRL EKL EQK VS
CcHsf-17 QEWKMYEVQLKCSNDRL EKMEKK
PvHsf-08 QEWEGMYEVQLQYSNDRLEQL BKK s
PvHsf-21 HEWQTYE IQ I HCSNDRL EKL EQK s
MtHsf-02 -YLETEKLQLEDFQRRL DEGMEQR TE
MtHsf-04 _NATVDVESTKFQLDVLEQLLDSMEKR NF|
MtHsf-05 . NYKHHQSTAKFQLDNFQQLLDGME | R N
MtHsf-15 'S¥N-YLDTEKLQLEDFQRRLDGMEKR N
CaHsf-05 N¥RQNQSTAKLQLEDFQQRL DEGMEKR
GmHsf-11  YNFRQHQSTAKPKLEDFLQRLDG | EQR L NJ
GmHsf-16 RNFKQHQSTAKPKLEDFLQRLDGVBKR NF|
CcHsf-10 SFKQHHSTAKHQLEDFLLRLDGVEKR LN
CcHsf-11 FRFEQHHSAAKTHLEDLQHRL DEGMEER N¥I
PvHsF-07 'RFKHLHSAANTHLQDLRLRLDAMEER
PvHsf-27 QHQSTAKLQLEDFLQRLDIT KR L NF|
LjHsf-09 VNLREQQHNTRVHLQEMEQRLKG I @ I K B
LjHsf-10 LMVELVKLRQQQQSTRAHIQAMEGR | KRTEQK IMSF
MtHsf-01 MLMTELVSLRKQQYNTTLYLLEMEHRLEG K IN IMSF |
CaHsf-06 L MM KLRQQQQNTRSYLQAMEERLRGTE I K IAF
CaHsf-13 MMEL VKLRQQQQNTRSYLQAMEERLRGTE I K MAF |
GmHSsf-21 MVELVKLRQQQQNTRNNLQSMENRL KRT@KQ IMK |
GmHSsf-22 VLLMELVNLRKQQQKARMY | QEMEQRLQGTE | KRKQMMAT
GmHSsf-25 /LMVELVKLRQQQQSTKSHLQEMEGR | KMTEQKQKQMMNE
GmHsf-44 . MMEIL VRLRQQQLNTRSYLQAMEERL RGTE | K IAFE
GmHsf-45 MV KL QQQQSTKSHLQEMEIRLKKT K VN
CcHsf-04 VLMVELVKLRQQQQNTRAHLQAMEGRL KRTEQK
CcHsf-16 . MLELVRLRQQQQNTKSYLEAMEKRL RIT I K 1A
CcHsf-18 MMEVVN i QQQQKAKLC | EEMERRLQGTE IR 1A
PvHsf-01 MV KLRQQQQNTKDHLQSMENRL KKTEQK 1K
PvHsf-12 | M /KLRQQQQNTRVH QA | EBRLKKTEQN
PvHsf-13 1 LMM i QQQQKARMY | KEMEQRLQVTE | KQKHMMAF
PvHsf-26 | MMEL VKLRQQQLNTRSHLEEMEERLRGTE I K
LjHsf-07 S LMQEL VHL SQHL ESAESKML VL SDRLQGMEKH
MtHsf-17 s iTa KHRQHLESSESKLLLLSDRLEGMEKH
GmHSsf-13 L TQ ‘ QHQESAESKLLLLSDRLQGMEKH
GmHSsf-15 L TQ KLRQHQESAENKLLLLSDRLQGMEKH IL S
CcHsf-09 S TQELVKLRQHQESAEKKLLRLSDR | QGMEKH ILSF
PvHsf-03 s TQ ! QHQESAESNLLLLSDRLQGMEKH S|
LjHsf-05 LKVEILKLRQQQENSHVQLTNVQER | RRTELK FF
GmHSsf-29 LKVEILKLRQQQENSHVQLTNVQER | RCABVK MYFE|
GmHSsf-39 KVEILKLRQQQENSHVQL TNVQER | RCAEMK
CcHsf-12 KVEILKLRQQQENSHVQL TNVQERVRCAEMK
PvHsf-19 KVEILKLRQQQENSHVQL TNVQERVRCAEMK
PvHsf-20 KVEILK i QQQENSHVQL TNVQERVRCAEMK IMF
CrHsf-02 /LMVELVRLRQQQATADAK | RDLTGRLENTEAK 11 NM|
CaHsf-10 BEEREQRMNNRLET - = = = =« = oo c oo - TEKRPQQMMAF
GmHSsf-19 ALEEELQGMNKRLET - = - = <= === - = - - - TEKRPQQMMAF
CcHsf-22 L EQELQGMNKRLET - - - - - = - = - - - - - - TEKRPQQMMA
PvHsf-16 B EROBBINKRLET - - - === - = - = ===~ TEKRPQQMMA
MtHsf-11 ENCEEREBKQCEE - - - - - - - - - oo iaaai oo A
MtHsf-19 LTV LM REEE « = « =20 s w00 ¢ ow amis w0 5 0o & LA
GmHSsf-03 SCHNCIKOCOE - = « o = e o wos s w2 0 2 VAF|
GmHSsf-28 SCRNCEIKCCDE -« s o & om s ws sis e & 0@ 3
GmHsf-40 s B BERKOCEE » < = o 5 wm 5 w5 sosss & st &
CcHsf-07 Bs COEREIKQCDK - = - - - === - ccmmmmemnen- VT
CcHsf-20 B SEEARABMKQCEE - - - - - - - === - oo oo oo SF
PvHsf-09 s REBMKOQCNE = =con » mom » eoms 7 siow s mom s wim VSF
PvHsf-24 llsc RECOIEEE < 5o = mom 5 som @ o Smcs S 8 e & /A
LjHsf-02 BsoBNCEE CSN- - - -------ccommaa-- - F A
MtHsf-10 L SN @ LENN s s cansnmeserneons o9 3 AM
CaHsf-03 ANKEERBSL CNN - - - - - - o ccmmmcemcmmae s T
CaHsf-04 KEERD AS L CNK = v v 5 wos © ws sowcs w5 v @ CNLI
CaHsf-08 SN SIL R = == 5 wos s wom 8w wms ww @ s s SMI
GmHSsf-04 SNEREBOBML CNN - - - - - - - oo o mome oo mm AL
GmHSsf-18 BT KB ERSL CNN - - - = - = - = e mmmmemememm s sL
GmHSsf-24 TK = o FNLN
GmHSsf-27 LSN QLKRGL CNN - - - - o e oo oo
GmHSsf-38 TKELAEMRSLCONN - - - = - - - oo oo oo m oo - SLA
GmHsf-46 TKELVKMRSLCNN - - -« -« - o oo m e e e e e - ENL
CcHsf-03 TK ERRS L CNN : s s srsnsinsansswanss FNLA
CcHsf-08 NsHEECREL CNN - - - - - - - h e SLI
PvHsf-11 L TK ERS LENR = oo = o 2 wom x mon sms we 5 v s FNL|
PvHsf-15 NGRS L GNN < <o s o 5 o & s 2iees s & s 3 I A
PvHsf-28 BT KRS | CHN « <= = o s o s mw oo v & ws & AL
MtHsf-14 NS SR RGIKE = = 5 wox 5 w5 mom wsies S & s & L DL\
CaHsf-07 NS NI CRKE = ws » e = isom @ o miim mom: = 5 = DL
GmHSsf-07 NS EREAETHIRR, & sile v i & o o i i S ¢ e 5 D
GmHSsf-43 NS T R G e DL
CcHsf-06 flls s ERRIIGE & 5 & e & o = i Sulon o & Sl 5 ol
PvHsf-02 L HS KR RERED » 2 ¢ an & s 5 5 5B A § 2l 7 LD
PvHsf-22 NS ERERCKE s swsancancae sES SR 093 DS\
MtHsf-06 MSEEHEKLYND - - - - - - - ccemmme e e 1Y
MtHsf-13 LS PR YD « <o « w50 = w0 s wo s ow s o @ YF
GmHSsf-06 LS AL D = o 5 o = v 0 s s o & s Y
GmHSsf-09 MO HEKL YND - = = - = - ccmemmcmm e e mm I YF
GmHSsf-14 MS I HEKLYND - - - - = - - e m e cmmmmem i ae - IYF)
GmHSsf-33 flL s FIRREL Y NI = woom = mm = owom o s smismsom s & s
GmHSsf-34 M S BEAHMBIKLYND - - = - = = - = - o mmemmm oo - IYE)
GmHsf-42 ALMS HMBIKLYNG - - - - = - = m o mmmmmmm e o YE
CcHsf-15 ML L SELAHMEKLYND - = = = = = == = e mmmmmmmm e e IYF)
PVHsf-05 MS FIE LD = s ¢ 56 5 5k wié 206 55 8 9S8 Y
PvHsf-23 MSIEHEKL YND - - - - == - ccemmmememaan s YE
PvHsf-25 LS FENL YD = o0 & on s s s ww vms v 5w s Y
SmHsf-01 LS Y DD < < s« o ¢ oo & o sms s 5 o o ALLF
PpHsf-01 B SIEREISRLYEE - -« = - v s cceccnncnnannn
PpHsf-02 LS REBRLYEE - ----oocmmii s
PpHsf-05 LE REBMRL YEE - =« - =z - m o mmcms me s e /S|
PpHsf-06 LL B LR < ol el i s i oo i e S VvV
LjHsf-04 QTERRAECHSLOMK - - - - = - s o ce e e e LDC
MtHsf-18 QVMERENERMALEMK - - - - - - - oo e e e oo E
GmHSsf-02 Qv ‘ RLIENER = s s i o v il i L EC
GmHSsf-31 am ! TLEMR : sps s sns e sesmabm s 05 3
CcHsf-01 QM BALE K- oo A
PvHsf-29 LQM BIAL ERIK = = « = 5w s sow s wse @ v s A
CrHsf-01 IABV BBk eINBABRRSMEA - - - - - - oL H.
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Figure S2. HR-A/B region alignment of Hsf proteins from L. japonicus, M. truncatula, C. artetinum, G. max, C. cajan,
P. vulganis and three lower plants. The scheme at the top depicts the locations and boundaries of the HR-A core, insert,
and HR-B regions within the HR-A/B regions. The HR-A/B region of class B Hsfs is compact, whereas class A and class
C Hsfs have extended HR-A/B regions caused by insertions of 21 (class A) or 7 (class C) amino acid residues between
the A and B parts.



