. SignalP various versions + TargetP1.1 | ASAFind | ASAFind | ASAFind | ASAFind+ | ASAFind | ASAFind+ i
Accession Protein
Enzyme AA sequence
(CryptoDB) length (AA)
30 40+41 5.0 (signalP 3.0) | (SignalP 4.1) (SignalP 5.0)| (SignalP 4.1) | TargetP2.0 | Targetp 2.0
TPASGEVRRLG A
SP=NO SP =NO SP =NO EHFDGSIEKL NDYLGM
ALEKEL Y Ll o
ALAS | cvel_28814.11 nosp nosp nosp nosp noTP no TP ss9 |
TP=NO KVAQLKHMLKSKNL KABSDELL RVTPGPLHSLNDIMTLVDALDDIWTRLNIPRACEEHAAEN
PTIDDLFYFAHSNAEIQARARAGVTPEAMMSWISASA
RALLL ReELaPLVOL TQPLFHAODSAY]
ALAD1 SP=YES P =YES SP=YES Plastid, (hc) Plastid KSRGVKNVILFPKIDDSLKSNYADECWNPDGLYPT NOETVA
" " LCAQAL /QQDPSNIRESLLETALDNDEGADIL
Cvel_108.41 Plastid (hc) | Plastid (hc) | Plastid(h) |  Plastid 402 [ . o oo
cTP =0,68 YES SSG-FLQ SSG-FLQ.
GRerSGaLL
SP =NO SP =NO SP =NO GYKTL QILKRELPQLLLVADVCLCEYTNHGHCGILDQSGRVINKCSVDRIAEIAVAYARAGAD
a2 | coel 1382610 . . . ) » » . w . RDAEEGADFLMVKPASHYLDVVKALHDRV
vel_13826. nos no's noss no’s no no 375 o . P
P =NO
TCERRLSPADLIGPL FaLoAEC POGLY
sP=NO s=NO sp=NO LTKQAILYARAGADVL RrAL
ROAVGSRTAL SYEAIVAPEALAGQL WTLPH
ALAD3 | Cvel_36189.1 nosp nosp nosp nosp noTP no TP 523 [ o oo v S
mTP =0,63 YES RIRPSTHLALKGDRFDL\ PEGL ILVEQAAVSFQLWNAVLPRTDALIATLRAE
swsTav
VCSGLVGGLLVEAVSAFTVVDPSCSSLLSRGRRTASRSSLOMALDKPILTIGTRGSMLALAGAHETKRRLGEKFPELAEEGAIELKVISTIGDERLEIALSEIGGKG
Plastid, (h) Plastid LFTKELOVALL DGTILPYAL RKLDEKQYD.
amLaLAGL DHDEIL KTKAAVDCERAFLGGLOGNC!
PBGD | Cvel_26028.t1 Plastid (he) | Plastid (he) | Plastid (he) Plastid 375 SEFFYVEKEGAVEDGPKMGKEAADEITAQCGEEFLEKLRAATPHNTLPSPHMYEATA
mTP =0,638 YES VSA-FTV VSA-FTV
INFSCFTFLLNCRPSTPSKELRADRVEEVHF L AFLCPSSSGSLLGKRAARR.
sP=NO erarc KA o1 ECLRSASLTKC]
L vt CPGRVLYPTSNLSLGTLERLLKERGFEVTRLETYATVTAQWDEEKTQSAARTQUATFGSPSS
UROS | cvel_15018.11 nosp nosp nosp nosp noTP no TP FEVRR ovvinigbnlivig o e ‘
P =NO ek
TSMSGTLNDLNL FROAGRAL N
SP=YES P =YES SP=VES Plastid, (hc) Plastid FsoiL ESVSLIKERL M
SPSQFEEFALPSLERIARELKKRHPQVPLLVFPRGACYAIATLOE
UROD1 | cvel_14720.11 Plastid (hc) | Plastid (hc) | Plastid(ho) |  Plastid 436 oo
cTP =0,929 YES SSA-FRL SSA-FRL
T P OMATATLEPIGASOL PR
SP =YES SP = YES SP =NO Plastid, (hc) Plastid KVCQDPGLASEVTVQPRRRYPELDACIIFSDILVVPQAMGQPLOMLPNRGPVFDWRLESPEDIKKLD
: ) 1 pwi DYPEESHKLLEAISRLSAKYL QUFDTNAGVLPP
UROD2 | cvel_5098.11 Plastid (Ic) | Plastid (Ic) nosp Plastid 442 AR N
miTP =0,64 YES TP =0,356 YE: GSG-FSV GSG-FSV GHGMEPRMDPEHAKAFIGSIKEASSELE
AWKRRLLFLASLSLLLEPAVRVCI TTOLPRGNGK m
SP=YES P =YES SP=YES Plastid, (hc) Plastid v
! : : prL HKEVML wa REAGYDCESVP
UROD3 | cuel_31936.11 Plastid (he) | Plastid (hc) | Plastid(h) |  Plastid 433 Ko )
TP =NO CDA-FRF CDA-FRF WMVDEAKRCKFADVSSQS
GRTQLLL TREFINPINPGELT NGISELEGGREFE
SP=YES SP=YES SP=YES Plastid, (hc) Plastid (GGWGRTRVLONGKVFEKGGVNVSIVKGHLPPGAARGMTSRGHTGLDPSRALEFYACGLSL NYREFQLFDAETKQPL T
P DevEL LOAFNEAVIPL R
€POX1 | cvel 214861 Plastid (Ic) | Plastid (hc) | Plastid(h) |  Plastid 400 |reaen e
mTP =0,737 YES Ass-FQL Ass-FaL
PLRTLGUALCVILAE TV RRKQAEILNKLEEVDG
SP=YES SP=YES SP=YES Plastid, (hc) Plastid FIKGVL KGGETYRAAALSLVFHSRSPL
: : GGADLTPYYLFDDDVREFHGFWKEVCNRFSPRSFPVLKRQCDDYFYL f
cPOX2 | cvel_2641.11 Plastid (hc) | Plastid (hc) | Plastid (ic) |  Plastid a1 ool eckono
cTP 0,924 YES GRA-FSA GRA-FSA
RTFTVLAPAAFCCCAEAFIL r v Qweear)
SP = YES P =YES SP=VES Plastid, (hc) Plastid NTFQPNNEIVKLAADLGMADELRFADGGL
AGDPSKLSIEACLPKIKRLESLGGPGLADGGLLAMAEL GSFKNGLRALC TRLVNLKPITOPALLAEGYRLR
PPOX1 | Cvel_13840.41 Plastid (hc) | Plastid (hc) | Plastid(h) |  Plastid s66 ° W bt
AEAFIL AEA-FIL L EMLRRLEEDVSKVDGLFLGGNWKTGVAIGNCVAWGGEAASEICAFLDS|
|LssesssesaReRGEMGGEETKRKEEEVAVGA
SRAPHVCVIGGGLAGLTTAYTLRRLLPRVRLTILERADRL ToURcLovED
SP=NO SP =NO SP =NO RLSIL\ RFLPAVLRDL IGSFGVSPSELSARSVFPSL) \EREGRS
e IssLeRoL
PPOX2 | Cvel_18037.1 nosp nosp nosp nosp noTP no TP 613 s
mTP = 0,672 YES FGGQFGC EDR(
kv ESLARRLRNFPFEGL) TLKDASEV
PTKCHAPRLRPAFLPACVLFLGLFPFSPALSFRLHDSKLLDGSRL FINLGGPLN
P =ves Sp=ves Sp=ves Plastid, (hc) Plastid £GVEPFLYNLFADGEIIRLPKGL EYITQQARAVERLL
st MEHSVAL
FECH1 | cuel_18167.11 Plastid (lc) | Plastid (hc) | Plastid(h) | Plastid 479 [ oK. - oot
mTP =0,806 YES ALS-FRL ALS-FRL LDSSCCPALVRSVESALGFEVGGGEGKKGGRVVGVQKEMEEREMSLOR
T UPPFLSEARFTFRTINARL
P = YES SP=YES 5P = YES Notplastid | Notplastid | Notplastid | Notplastia | NOtP12stid (sP fNotplastid (sp DAPTRRGLRKYLREFLSDRRVIEVPRLIWKPILHGIIL ISTKRQUARLC PIPMORSRVL
FeHC2 | cuel 268731 positive) positive) B VEWAMRYGTPSVAAGLRKLREEGCRHILVFPLYPQTCAATTTTVFDVVAGEL
vel_26873.1 59 LVMSFHGIPADLIKKGDAYACFCSKTARLLAEELKLC DERLE PGFSADCLETLI
TP=NO SPpositive | SPpositive | SPpositive | SP positive RFA-VGI RFA-VGI (GTTGRLFYIKALNDSPEGMAMLGDIVDENLAGWL

Supplementary table 1: Output from prediction tools used in this work. SP = signal peptide, TP =

transit peptide, mTP = mitochondrial transit peptide, cTP = chloroplast transit peptide, (hc) = high

confidence, (Ic) = low confidence, AA = amino acid




