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Table S1. All the possible ACt combinations for all the samples and average standard deviation.

Sample Mean ACy Std dev Mean Std dev
RPL32 VS NADH 4.879 0.494

RPL32 VS SUCC 4313 0.216

RPL32 VS RPS9 0.139 0.268

RPL32 VS TATA 5.920 0.434

RPL32 VS ACT 0.440 0.843

RPL32 VS TBU 6.001 0.959

RPL32 VS UBIQ 3.366 0.274 0.499
NADH VS RPL32 4.879 0.494

NADH VS SuCC 0.566 0.462

NADH VS RPS9 4.740 0.526

NADH VS TATA 1.041 0.667

NADH VS ACT 4.439 1.165

NADH VS TBU 1.122 0.736

NADH VS UBIQ 1.513 0.378 0.632
SUCC VS RPL32 4313 0.216

SUCC VS NADH 0.566 0.462

SUCC VS RPS9 4.174 0.363

SUCC VS TATA 1.607 0.578

SUCC VS ACT 3.873 0.798

SUCC VS TBU 1.688 1.045

SUCC VS UBIQ 0.948 0.301 0.538
RPS9 VS RPL32 0.139 0.268

RPS9 VS NADH 4.740 0.526

RPS9 VS SUCC 4.174 0.363

RPS9 VS TATA 5.780 0.393

RPS9 VS ACT 0.301 0.835

RPS9 VS TBU 5.862 0.897

RPS9 VS UBIQ 3.226 0.330 0.516
TATA VS RPL32 5.920 0.434

TATA VS NADH 1.041 0.667

TATA VS SUCC 1.607 0.578

TATA VS RPS9 5.780 0.393

TATA VS ACT 5.480 1.023

TATA VS TBU 0.081 0.759

TATA VS UBIQ 2.554 0.470 0.618
ACT VS RPL32 0.440 0.843

ACT VS NADH 4.439 1.165

ACT VS SUCC 3.873 0.798

ACT VS RPS9 0.301 0.835

ACT VS TATA 5.480 1.023

ACT VS TBU 5.561 1.660

ACT VS UBIQ 2.926 1.006 1.047
TBU VS RPL32 6.001 0.959

TBU VS NADH 1.122 0.736

TBU VS SUCC 1.688 1.045

TBU VS RPS9 5.862 0.897

TBU VS TATA 0.081 0.759

TBU VS ACT 5.561 1.660

TBU VS UBIQ 2.635 0.813 0.981
UBIQ VS RPL32 3.366 0.274

UBIQ VS NADH 1.513 0.378

UBIQ VS SUCC 0.948 0.301

UBIQ VS RPS9 3.226 0.330

UBIQ VS TATA 2.554 0.470

UBIQ VS ACT 2.926 1.006

UBIQ VS TBU 2.635 0.813 0.510
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Figure S1. Acyrthosiphon pisum - Megoura viciae nucleotidic sequences alignments.
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ATETCAGAACTACAGTCOECaCTATTATTAAAGAAACAACTRACTEAATTECACAAGAAC
ATETCAGAACTACAGTCOGCGCTAT TATTARAGAAACAACTCACTEAATTOCACAAGAAC

FEXFFFEXFFEFFFFFFFIRRIFEAFRIRIXNENEIXERERFTER FEX AR SR EXR R FRETEE

CARTAGAAREGTTCTCT e Taa TCTCATAGATGATAATGATAT TTACARATOGGAAGTG
L AT aAAGGETTCTCT e Taa TCTCATAGACGATAATGATAT TTACARATGEGAAGTG

FEXEF FAFFEFFFFEFFFIRRIFEARIRINENE FEREFFEREFF AR SR EXR R FRETEE

CTCATTATTEEACCTCCAGACACCTTATATGAAGEAGRATTTTTCAAGACTCATATTAAT
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FdddFkdkddkdrddd btk bkt rkkkRkdddhi b d bbb hkkkkdd Rk FrdEE

AAETEOEGT TATGASAAAGCANGTOAACGT TEAT TACCAGTECATACTATTGALACTATA
AAGTEOEET TATGAAAAAGCANGTOARCET TEAT TACCGGTECATACTATTGAGACTATA
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CTeATATCAGT TAT TTCAATATTEOCCRATCCARATEATGAAAGTCCAGCTAATATAGAT
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FEREFFERFRFRFRE BRI RTFEREERF FERdRrkddRdR Rk kR kkdkRkR ik Rk

GCAGCTAAARAT TG AT EATAATTAT CCAGAAT TCARACGCAAGETTACACGTTATAETG
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Actin nucleotidic sequences alignments.

ATGTOTRACGATGATGTAGCAGCTTTAOTAGTCGACAATGECTCOGOTATATGCAAGGCC

ATGTOTEACGATEATATAGCAGCT TTGATAGTCRACAATOGC TCCGGTATGTACAAGECC
e e e e

GaTTTCGECTGRAGATEACGCACCCCOTOCCaTCTTCCCCTCCATCGTCORCAGACCCCAT
GETTTCGCTGRAGATGACGCACCCCOTGCGTCT TCCCCTCCATCGTCOGCAGACCCCGET

L R R e R el e R L e

CATCAAGGAGTCATGGTCOETATGEGACAAAAGGACAGCTACGTAGGCGATGAAGCCCAS
CATCAAGGAGTCATEGTCOETATGG0ACAARAGGACAGCTACGTAGGCGATGAAGCCCAS

FhEFFErkEEF R AR FR bR AR Rk R kR Rk Rk RSk A kR kR Rk kR kR Rk R Rk ok ok Rk

AGCAAACGTGETATCCTCACT TTEAAATACCCCATTOAACACGEAATCATCACCAALTGE
AGCAAACGTEETATCCTTACT T TGAAATACCCCAT TEAACACGEAATCATCACCAACTGE

krdsxdrrddrddFbrrd FxFFrrFdrFdFFErresrsdRFrrhrbdFrErreEEFRFR sl gE

GATGATATEGAAAAAAT CTEOCATCACACTTTCTACAACGAATTGCOTOTTGLCCCAGAA
GATGATATGOAAAAAAT CTEOCAT CACACTTTCTACRACGAATTGLOTOTCGLCCCAGAR
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GAGCACCCAATCCTOTTGACCEAAGCCCCAT TEAACCCAAAGETCAATCOTGAAAAGATG

GAGCACCCAATCCTATTEACCGAAGCTCCAT TEAACCCAAAGRCTAATCATGAAAAGATG
B I T P e e

ACCCARATCATGTTTEAAACCTTCAACACACCCGCCATGTATGTTGCCATCCAAGCCGTA
ACCCARATCATGTTTGAAACCTTCAACACACCCOCCATATATETTGCCATCCAAGCTGTA
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CTTTCCTTETACGCT TCCGETCRTACTACTGGTATCOGTTTTGGACTCTGETGACGGTGTC
CTCTCCTTETACGCT TCCGETCGTACCACTOGTATCOGTTTTGGACTCTGETGACGGTGTC

FHF OFEFFEFFFFIFRFRERIREEREE R R R R R R R R N R R R R R e

TCACACACAGTACCCATCTATGAAGGTTATGCATTGCCCCATGCCATCCTCCATTTGGAC
TOCCACACAGTACCCATCTATGAAGGTTATGCATTGCCCCATGCCATCCTCCGTTTGGEAC
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TTEGCTAETCATEACTTGACCGACTACT TGATGAAGATCTTAACCGAGAGAGGT TACAGC
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TTCACCACCACCGCTOAGLGAGAAAT COTCCGTGACAT TAAGGAAAAAT TGTGCTATGTC
TTCACCACCACCOCTOAGCGACAAAT COTCCOTGACATCAAGGAARAATTGTGCTATGTC
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GCTTTEGACT TCGAACAGGAAAT GG TACCOLCGCCOCTTCCACCTCAT TGGAGAAATCC
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TATGAATTACCTOACGEACAGETCAT CACCATCGOARACGAACGOT TTCCGTTOCCCAGAS
TATGAATTACCTGACGEACAGGTCATCACCATCGOAAACGAACGT TTCCGTTGCCCAGAA
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GCCTTETTCCAACCTTCATTCTTGGEAATEGAATCTTGCGETATCCACGARACCGTATAC

GCCTTETTCCAACCTTCAT TCTTEOGAATAGAATCTTECERAATC CACGAAACCGTATAL
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AN TCCATCATOAAGTGCGATET TEACATCAGGAAGOACTTATACGCCAACACTGTALCTT
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OBP4 nucleotidic sequences alignments.

ATECOTERAAATTATTCT TCGATGGTTTTCCTACTTTTTACAAT TRRATTTCAAGATATT
ATGCGTEGAAATTATTCT T TGATGGTTTTTCTACTTTTEGCAAT COGATCACAAGATATT

FEFFFREFRFEFRRERFEY FERFRFEEE FRERskRd FREdE kEiE FRERFRFFER

TTCTETCARARAC AN AN CATCAGGARAATETAGAGCTCCCOATAAGGCACCTTTARAT
TACTOTCARARACAAGAACTATCAGGARAATETAAAGCTCCCOATAAGGCACCTTTARAT

F FEFFEFEFEFREFRFEY FFRFRFREFR R kR REkEkd kbR bRk aER

CTCOARATAATAAT TAATACATECCAAGAAGAAAT CASATCCOCAT TACT T CAMGAAGCC
CTCOARATAATAAT TAATATTTGTCAAGAAGAAAT CASATCCOCAT TACTT CASGAAGCC

FEFFFREFE R TR RS ¥ FEFEREFEFRIRIRREIRRRkRERERR R R R R R ER

TTAGATATTTTARATEATGOCAATOTOEAACAALATACGICARACTATAGCAGTAGATCA
TTAGATATTCTCAATEAGGOTAATTTOGAACAAMATACGCCARGCTATAGCAGTAGATCA

FEEFFFREER ¥ RREFEF ¥ FEF FEREFFFFERFRRFEIREER FRdd kR EREEdRaER

AAAAGARAGECCOAAGAAGATTTOACASACGAAGAACOTAGAGT TECAGGETGTTTGLTC
AALAGAGAGGCCOATGAAGATTTOACARACGAAGAACOTACAGT TECAGGETATTTGLTC

FEFFFFEERFEFRE RFEIERFRERRR R kR sk ek kR ke kk kbR kR R

CAGTOCaTCTACAAGAAAGT GAAAGCAGT TOATGARACTGOTTT TCCOGTAGTAGACGGT
CAGTOCaTCTACAAGAAAGT OAAAGCAGT TOATGARACTGOTTT TCCAGTAGT CRACHET

FEZFFFEFRFE IR FEFEERXF R R R R R kR ek ek kR kR TRk EE kxR RER

TTEATGAAACTETACAACGAARGETOTCCAGOACAGAAACTACTACATAGCTACGTTATCC
TTEATGAAACTETACAATEAARETOTCCAGGACAGAAATTACTACATEECTACGTTATCC

FEFFFREFERFE IR FRF FEXFRFRFREE R R ek Ry FRERkEkRdk FREFRFEIRaER

GCAGTTAGGCATTGTATT TCTAT COColAACAGCTAAAGCAACAGCAGCCCTCCAARAGT
GCCATTAGGCATTETATT TCCAT COCaCAACAGCTAAAGCAGCAACAGCCCTCTAARAAGT

FE FEFEFRFEIRRFRFEEY FRFRFREFRERERERREEdd kR Rk FkREd: kxR EER

TTCOATEACGEACAAACGTOTRATCTTGCATATGARATET TCOAATEIGTCAGTGAAARA
TTCEATEATGOACARACOTETOATCTTECATATGARATETTTGARATECGTCAGTGAAAAA

FEFFFREF FEFFRFEFEIXIFRFRFREF R R R R R R s Rk ks kR bRk R ER
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NADH dehydrogenase (ubiquinone) flavoprotein 1 nucleotidic sequences alignments.
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ATGAACGECTCAGCTT TEETEAGET CAAACCTGATGET TAAAGGTCACGEAGOGECTATT
ATGAACOECTCAGCTT TEETEAGET CAAACCTAGTGECTAAAGETCACGGCGIGECTATT

FwxFRFdd bk kbbb SRRk bRk bk kR F ¥ dkdk kdddddkkrRskdddk FRERFR R

GOECTACCTAGTTTOECATT TAAAAATGTAT TGCAGACACGCCAAAACACTACTGCAGCG
GOECTACCCAGTTTEECGTT TAAAAACGLGT TACAGACACGLCOAAACACTACTGCAGCG

wEFEFREFE FhFdEFEFEFEFEREFERF F % HundhkddFddd Sk drRrRrhshadi

GCCCCTCCACCAGAAT TAAAGECETCOTACGGTAATCTTTCAGATTCTGATAGRATTTTC
GCTCCTCCOCCAGCAT TAAAGECOTCATATGOTAATCTGTCAGATTCAGACAGRATTTTC

FE EFEEF FEEFE FEFEIFFIFEFEF FF FEFXFEEF FEFTEEXEF FE FIEXFXRFEE

ACGAACCTOTATGEACGCCACGACTGOCAACTEAAGSOTECGT TAAAACGCGGTOATTGE

ACGAATCTETATGEACGCCACGACTGOCAACTEAAGEETECOT TAAAACGCGGTGATTGG
B I s S e LT

TACAAGACGARAGAAATTTTEATAAAAGETACGGATTACAT TAT TAATGAAGT TAALACT
TACAAGACAAAGARATTTTATAAAAGETACCGATTACAT TAT TAATGAAAT TAAGACT

ks kdhkEk bk rdkk kb bRk d kR kk HExkkkkSkdhkkkRkkihk HEkkE Exk

TCCEGTTTEAGGGEACGTEOTEGTGCCGET TTCCCGACTEOTATGAAATOGOAGTTTTATG
TCEGETTTEAGGOEACECEOTEGTECCGET TTCCCAACTOATATOAAATOGOAGTTTTATG

#F FFFEFEFEFFEFEF FEFFEFEFRFFFFRFFF FFEFE SRR F R R ERFERFEE

AACAAACCTTCTEATEETCOCCCAAAGTACTTEETCGTTAACGC TEACGAAGG TGAACCA
AR AT TCAGATEETCOCCCARAAATATTTGETTETTAACGC TEAT GAAGG TGAACCA

FEFEFEEFEEE FEFEFEFXIFEFEF FF FEFEF FERIXIXEXEF FEIFIEXFXFERER

GOCACTTOCAAAGATCOTGARAT TATGAGACACGATCCACATAAAT TGATTGAAGGATAET
GOCACTTECARAGATCOTGAAAT TATGAGACACGATCCACATAAAT TOATTGAAGEETET

FRERFRE R R R R R R R R RN R R R F R R FR IR R R SRR R R kR R R R E FEE

TTGATTGCTGEECCGAGCAATEEGAGCT TETGCTGCTTATAT TTACATCCGOGGAGAGTTT
TTGEETTECTEECCEAGCAATEEGAGCTTGTGCTGCTTATAT TTACATCCGAGTAGAGTTT

wxEkEhkik bkt rkk Rk kbR bk kR bk bk ek ek ks shk kR kkddk FRERkERExR

TACAATGAAGCTTCCAATCTGCAACAAGCTATTTGLGAGGCGTATCAAGCTGGTCTTATT
TACAATGAAGCTTCTAATCTGCAACAAGCTAT T TGCGAGECETATCAAGCTGGTCTTATA

wEFEFEEFEFEFEE FFFFFFFEFEFEFFFIFIFFF ISR SR SRR R R RR ER Ek Ek EE

GEAAA AT ATECAACTC TGO TTATGACTTTGATGTATT TATGCACAGGGEAGCTEET
GEAAAAAATECETECAACTCTEGCATATGACTTTGATGTATT TATGCACAGAGGAGCTEET

FRERTREEREE FEEFEEFEFREFE RFRIERFRFRERRFR SRR R R R FR kR EEE

GCTTATATTTGTOEAGAAGAAACAGCTCTCATTGAAT CACT TGAAGECAAACAAGGCAAA

GCTTATATTTGTOEAGAAGAAACAGCACTTATTGAAT CACT TEAAGECAAACAAGET AAA
B L L s R

CCAAGOT TOAAGCCCCCTTTCCCAGCTEATET TOEAGTTTTTAECTETCCCACTACAGTA
CCAAGET TOAAACCCCCTTTTCCAGCTGATGT TGGAGTTTTTGECTEGTCCCACTACTGTA

sdFdrkddddd ddkhddddd FRFRFRFFFFE SR dkr sk sk bRk kR bR bR E FxE

TCARATET TEAAACAGTAGCCOT TECACCTACCATTTGTCGTCGTGATGOTECATGGTTC
TCTAATGTTEAAACAGTAGCCAT TACACCTACCATTTGCCGCCGTEATEATECATGGTTC

& FFxkEkFdEdikFdddrEdrddFFE bRk Sbkd bR bR F R FEEE Fk kR RFRRFERFEREREEE

TTGEEETCTTEEAAGACCTAGRAATTCCOEAACTAAGC TCTTCAATATATCTGGTCATGTA
TTEEECCTTEEAAGACCTCOAMATTCCOEAACTAAGC TCTTCAATATATCTGGTCATETT

FRERST FERFEFRREREFE F FEFFFEIFRFRFIEREFES RSk Rk R Rk kR kR ek g

AACAATCCOTATACTETTEAAGAAGAAATOTCAATTCCATTGAAAGAGTTGAT TGAGCGA
AACAACCCOTOTACTETTEAAGAAGAAATGTCAAT TCCGTTGAAAGAGTTGAT TGAGCGA

FREFRSF FERFEERRFEFEFEFREFRREFRIER R EREREF FRFERERERERR R R ek ek R R

CATGCTOGTGEETATAAT TGO TG T TEOEATAATTTGT TGGCCATAATTCCTGGAGECTCA
CATGCTOETGETATAATTGOTGGT TGOGATAATTTGT TGGCTATAATTCCTEGGAGETTCA
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T A A CACT TATACCARRACACATTTATGAAACAGCAATTATGRACTTTGATGATTTG
T AR CACCACTTATACCAARACATATTTOTGRAACGOCAAT TATORACTTTGACGGTTTA

% RFFEFEFFEREERFFIRFFEE FERIFREERRRF REREEsER R kR eddE® kSR

OTAGCAGCTCAAACTAGT TTAGGAACAGCAGCTCTEATTATAATGAACAAGCALACTEAT
OTAGCAGCTCAAACTAGT TTAGGAACAGCAGCTCTGATTGTAATGAACAAGCARACTGAT

LR e R R e s e R s e e a s s e st R bl bt ]

ATTOTAAAARCTATTOCTCATTTRATTATGTTCTATASACATGAAT CATOCGGACAATET
ATCOTARAARCTATTOCTCATTTGATTATGTTTTATASACATGAAT CATGCGOECAATET

% R¥kExEdk ik ddrkisdRddkridsikd kRkRdRdRsRRdRdkihdEd ddREEk

ACACCTTATCATOAGGGCAT TAATTORATCAACAARATTATGTATAGGTTTGT TGACGRA
ACACCTTATCOGnAGeaCAT TAATTOEATCAACARRATTATOTATAGGTTTGT TGATGGG

FEFRFERERFE FEREREFIRFFEFRTREF R R R R e R ek kR kR ek kg

CAAECTCAATCTTCAGAAATTRACATAT TG TGROAGAT TAGTAAGCARATTEALGGGCAC
AT AATCT T AGAAATTOACATAT TG TEGGARAT TAGTAAGCAMATTEALGGGCAC

FEXFFEREXFFEFFRFFEFXRRFEXAEREIXNENEEIE S EFFERFRFAEAR SRR RERFRITNE

ACGATTTGTECACT TOGAGATEETGCCACATGRCCTATACAGGOGC TGATTAGACATTTT
ACAATTTATECACT TOGAGATAE TGCCGCATGRCCTATACAAGOGC TEATTAGACATTTT

¥EF FFEFEXFFEFFFFEFEFIRRIAEXRRIRIAEFE IR EREFREF FEARXR SR EXRERFRITEE

AGACCTEAACTCOAATACAGAAT GAARAAG TACCARGAGCAGRATOARARACAAGCTTTA
AGACCTEAACT TRAAGECAGAATGAAAAAG TACCARGAGCARAATEARARACAAGITTTA

FEXFFEREERFE FEF FEIFFFFXAFFIEIAENEIXEREFFER FEARAXREREXRERFRITEE

TCCAACTAA 1449
TCCAACTAA 1449

FEEFFREEE

S7

1883
1a3a

11443
11443

1264
1284

12682
1268

1329
1328

1338
1388

1444
1443



RPL32_A.
RPL32_M.

RPL32_A.
RPL32_M.

RPL32_A.
RPL32_M.

RPL32_A.
RPL32_M.

RPL32_A.
RPL32_M.

RPL32_A.
RPL32_M.

RPL32_A.
RPL32_M.

Ribosomal protein L32 nucleotidic sequences alignments.

pisum
viciae

pilsum
viciae

pisum
viciae

pisum
viciae

pisum
viciae

pisum
viciae

pisum
viciae

ATaTCoATCAAGCCaARGTATCOCCCAACAAT TATCAAARAACGTACCAAGAAATTCATC
ATOTCOAT CAAGCCaAAGTATCOCCCACARAT TATCAAAALACGTACCAAGAAGTTCATC

FEEEFEFEREFR IR ERFE IR F RN R R R FEXFRFEEXFFEFFRFFEERRREEE FEREXERE

AGACATCAAAGTEATCATTATGACARACT CAAGLCCAACTEOCATARAACCARAGEATATT
AGACATCAAAGTEATCATTATGACARACT CAAGCCCAACTOOCOTARACCOAAGGETATT

FEEEFEFEEF S RIEEFEIREFBAT L FAFFEFF SRR FEERERE R EEEEE FEREFEEEEFE

GACAACAGAGT CCGAAGACEAT TCAAGEEACAGTAT TTEATOCCCAATAT TEAT TATGET
GACAACAGAGT CCOAAGACEAT TCAAGGEACAGTAT TTOATGCCCAATAT TEATTATGET

R et e b e e e R R E R e S e S

AGTEACAAGAGAACCARACACATO TOCCTTCCARATTCCOTARAGT CCT TR TACACAAL
AGTEACAAGAGAACCAGACATATATTACCTTCCARATTCCOTARAGTCCTTATACACAAT

LR R AR RS R R E R e P AR P A a el P R s P bl R R ]

GTAAGAGAAT TOEAAATGT TRATEAT GCAGAA CAGEAAATACTOTOGAGAGATCGCTCAT
GTTAGOGAAT TOGAAATGT TEATOAT ACAGAL CAGEAAATACTOTOOAGAGATTGCTCAT

¥EF OF¥ FEFFFREFEFRFIREFFRFEFR GRS RS R RS R R Rk ek R kR Rk FREERE

GEGETTTCAT CCAAAAATCATAARACCATTGTTTCTAGAGCCCAAGAGTTATCTATCAGA
GEGETTTCAT CCAAAAATCATAARACGATTATTTCTAGAGCCCARGAGTTATCTATCAGA

LR AR LS Rt e E bR e R sl A R E R RS R St Ll

TTOACCAATORAARATOCACATATTCOTACACAAGAGGGTTAA 482

TTEACCAATOOAAATOCACGTATTCOTACACAAGAGGETTAA 482
T T g =

S8

&a
ca

126
128

188
188

248
248

38
3aa

368
308



Ribosomal protein S9 nucleotidic sequences alignments.

RPS3 A.pisum
RP59 M.viclze

RPS9_A.pisum
RP59 M.vicize

RPS9_A, pisum
RP5O_M.vicize

RPSI_A. pisum
RPS3 M.vicize

RPS9_ A, pisum
RPSY M.vicize

RPS9 A, pisum
RP53 M.viciae

RPS3_A, pisum
RP5I _M.vicize

RPS9 A, pisum
RPS9 M.vicize

RPS9_A.pisum
RPSS M.vicize

RPS9_A, pisum
RP59_M.viciae

ATGGTTAACGOACGCATCCCATCCOTGTACAGTAAGACGTACGTEACGCCCCOTCETCCE o0
ATGGTTAACGOACGCATCCOATCCOTGTACAGTAAAACOTACGTEACGCCCCOTCETCCG o0

FEERRRERERE R R R SRR R R R R R Rk Rk R R ke e e

TATOAGARAGCACGTTTORACCAGGAGTTOAAGATCATCGOAGAATATGOTCTGAGRAAC 120
TATGAGARAGCACGTTTORACCAAGAATTOAAGATCATCGOAGAATATGOTCTGAGRAAC 126

sRdkkiididikkikekeknit kf frdidtdikRirekgkibibkekiiikey ik

AAGCOCGAAGTATOOCATATRARATACACATTOOCCAAGATCCATAAAGCCGCTCATRAA 150
AAGCATGAAGTATOOCATATRARATACACATTOOCCAAGATCCATAAAGCCGCTCGTRAA 150

dREks dkdddidkdkskskaiibksdkirdidid ks ikt bk ek ik ik ank

CTaTTGACCCTCOARGATAAAGAT CARAAGCOACTTTTCORAGOTAACRCTTTGTTOCGT 248
CTaTTEACCCTCOAAGADAAGGAT CARAAACOACTTTTCOAAGOTARCRCTTTGTTOCGT 248

FEERRREFERERERERERER PRy PR EERER e ek eR kb s b agy

AGGTTGGTTCGTATTGEAGTACTAGATGAAGGCCGCATGARGCTTOATTACGTTTTOGET 300
AGGTTGGTTCQTATTGOAGTATTAGATGAAGGCCGCATGARGCTTOATTACGTTTTOGAT 300

FEEEERERRRRFERARERERS RERFERE R RERRER SRR BRI ER AR R R I E TR

TTGRAAATTGAAGATTTCTTGOAACGCAGACTTCARACTCAGOTATTCARATTGOGATTA 368
TToRAAATTGAAGATTTCTTGRAACGCAGACTTCARACTCAGOTATTCARATTGOGATTA 368

sRgkskiidddikkkekekiii bk ik ik sk kbt kk ek kb ik and

GCCAAATCCATTCATCATGCACGAGTTTTGATCCGTCAALGACACATTCOTATCGCAAL 420
GCCAAATCCATTCATCATGCACGAGTTTTOATCCOTCAALGACACATTCOTGTGCGCARL 420

R R R R R R R R R R R R R R SRR R R R R e R ey

CAGOTAGTAAATGTACCATCATTCATTATTCOTCTGRACTCCCAGARACACATTEACTTC 480
CAGOTARTAAATGTTCCATCATTCATTATTCQTTTGRACTCCCARARACACATTEACTTC 480

FEEEERERRFERFEE BAEEREERERFEERERT FRREREEFERAIERERRERRR IR TR

TCCCTOAAATCOCCATTCROTOOTORCCATCCAGGACATATARAGAGDARCAALCTTOAGA 548
TCCCTOAAATCACCATTCROTGOTORTCATCCAGGACATATARADAGOARGAALCTTOAGA S48

dRgkskiiddd dkdkekrkaiibkd frdididikkiikgkikikkeki ik ihagd

AAGGCCAAGACTOCCAAGRACOATOOCAATACTOCTGAAGRAGRAGAAGATTAA 594
AAGGCCAAGACTOCCAAGRACOATOGCAATACTOCCOAAGRAGRAGAAGATTAA 594

FEEERRERERERERER R SRR LR R LR RN R Rk ek kR ey

S9



Succinate dehydrogenase complex subunit A nucleotidic sequences alignments.

SUCC_A.
SUCC_M.

SUCC_A.
SUCC_M.

SUCC_A.
SUCC_M.

SUCC_A.
SUCC_M.

SUCC_A.
S5LCC_M.

SUCC_A.
SUCC_M.

SUCC_A.
SUCC_M.

SUCC_A.
SUCC_M.

SUCC_A.
SUCC_M.

SUCC_A.
SUCC_M.

SUCC_A.
SUCC_M.

SUCC_A.
SUCC_M.

SUCC_A.
SUCC_M.

SUCC_A.
SUCC_M.

SUCC_A.
SUCC_M.

SUCC_A.
SUCC_M.

SUCC_A.
SUCC_M.

pisum
viciae_partial

pisum
viciae_partial

pisum
viciae_partial

pisum
viciae_ partial

pisum
viciae_partial

pisum
viciae_partial

pisum
viciae_partial

pisum
viciae_partial

pisum
viciae_partial

pisum
viciae_partial

pisum
viciae_partial

pisum
viciae_partial

pilsum
viciae_partial

pisum
viciae_partial

pisum
viciae_partial

pisum
viciae_partial

pisum
viciae_partial

ATGAGTGOCTTATTAAAAATTOTCAAT CCAATATCACGAAGTACTTATTC

AATCTCAATATTATTCAGCTAANCAGAGT TCAGCAGGAACARATGCATAT

-------------------------------- GCAGGAACAMATGCATAT
eE R E SR LR R bk b

TCAGTAATTOATCATGAATATGATGCTATCGTAGTCAGTACTOGAGGAGT
TCOOTAATTOATCATGAATATGATECTGT TOTAGT TAGTACTGAAGGEAGC

¥F FFEFFFEFEIFEXFFEXIXRFRIRFRE FFHFEF FREEEFEFFERERFER

TEOTCTCCaTGCCaCTT TTOeCCTAGTACAAGAAGGAT TTARAACAGCAG
TEETCTCCaTECAGCAT TTERCCTAOTACAAGAAGEAT TTAAAACAGCAG

kkkkkkdkdhEk Fk kxdkdkkddk kFxkkkkdkdkkdkdhEkkEkkkdk

TTATTACTARACTAT TTCCAACAAGATCTCATACGOTTGCTGCACAGGGC
TTATTACTARACTATTTCCAACAAGATCTCATACGOTTGCTGC TCAAGGA

¥¥kkkhddkdddrrbrrdrddkd bk dshkkk ke khk bk drr ok %d

GOAATTAATGCTGCGTTAGGGAATATOGAAGATGATGATTGOCGATGECA
GOAATTAATGCTGCGTTAGGGAATATOGAAGATGATGATTGOCGATGECA

e e e s L R e e e

TATGTTTGATACTGT TAAAGGT TCAGATTOGT TAGGGGAT CAAGATGLTA
TATGTTTGATACTGTCAAAGGT TCAGATTOOT TAGGAGAT CAGGATGLTA

dkkEdEFEkdbFrdEd FFxFFdEFEFbFbRkEFrEEdE FddFEEk FEkkFEE

TACATTATTTAACTAGAGAGECACCTECAGCTOTCATTGAGTTAGARAAT
TACATTATTTAACTAGAGAGECACCTECAGCTOTCATTGAGTTAGARAAT

FEEEFEFEFFRFEIFENFFERF R R R R R R R ERRFRERF R R RS

TATGETATGCCTTTTAGTCETACTGATGAAGGTAAAATATATCAACGTGC
TATGGETATGCCTTTTAGTCGTACTGATGAAGGTAAAATCTATCAACGTGC

e e L T A S e e

ATTTEGTGETCAGAGCT TACAATATGRAAAAGOTGETCAGGCTCATCGTA
ATTTGGCGETCAGAGCT TACAGTATORAAAAGOTGOTCAGGETCATCGTA

®kdkkdhd ddhdkFddFRhkddddk FhFdFddckdddcdhddkdddrk bk rhd

CTTGTTGTGTAGCTOATAGAACOGETCATTCCCTCTTACATACTT TATAT
CTTGTTGTGTAGCTGACAGAACGOETCACTCCCTCTTACATACTT TATAT

*kdgdEFrdbFEdFErF FhFFEFEFhsd s srEFEddFrdkFrrddhE

GOATATTCATTALAATTTAATTGCAATTACTTTGTGGAATATTTTGCTTT
GOATATTCATTAAAATTTAATTGCAATTACTTTGTGGAATATTTTGCTTT

e R e R e s e e L

GOATTTAATTATGEATAAAGGACAATETGTTEOAGTAATTGCTTTATGCT
COATTTAATTATGRATAATGRACAATETOT TEOAGT TATTGCCTTATGCT

FEEXEFEFEFFEFEIFERES FXBFEFRFRRRRTHERE FEEFE FEEXRFRFE

TEEAAGATOETACTATTCATCOCTTTAGAGC TAAGAATACAGTTTTAGCT
TEEAAGATOOTACTATTCATCGCTTTAGAGCTAAGAATACAGTTTTAGCT

e S S e

ACTGETGGTTATGCTAGAGCTTACTTTTCGTGTACAGCTGCTCATACTTG
ACCOEAGOTTATGCTAGAGCTTACTTTTCATGTACAGCTGCTCATACTTG

¥k %Fk FdddFddFrbkdddtkddkdhddd dddddhddkdddkkdRkkdhd

TACAGGCOATGATCAAGCTCTAGCATCAAGGECTAGTATTCCAATGCAAS
TACAGGCOATGATCAAGCTTTAGCATCAAGAGCTAGTATTCCAATGCAAS

#FkkgdEddkdbFEdFrrdsd FRFeFhFbEs FhsdEFddbFrdFrrdshE

S10

5@

1ae

158
18

28e
68

258
118

388
168

358
218

4ae
268

458
318

Sae
368

55e
415

cae
468

658
518

7ae

Gae
668

858
718



SUCC_A.
SUCC_M.

SUCC_A
SUCC_M.

SUCC_A.
SUCC_M.

SUCC_A.
SUCC_M.

SUCC_A.
SUCC_M.

SUCC_A.
SUCC_M.

SUCC_A.
SUCC_M.

SUCC_A.
SUCC_M.

SUCC_A.
SUCC_M.

SUCC_A
SUCC_M.

SUCC_A.
SUCC_M

SUCC_A.
SUCC_M.

SUCC_A.
SUCC_M.

SUCC_A.
SUCC_M.

SUCC_A.
SUCC_M.

SUCC_A
SUCC_M.

SUCC_A.
SUCC_M.

pisum
viciae_partial

.pisum

viciae_partial

pisum
viciae_partial

pisum
viciae_partial

pisum
viciae_partial

pisum
viciae_partial

pisum
viciae partial

pisum
viciae_partial

pisum
viciae_partial

.pisum

viciae_partial

pisum

wviciae_partial

pisum
viciae_partial

pisum
viciae_partial

pisum
viciae_partial

pisum
viciae_partial

.pisum

viciae_partial

pisum
viciae_partial

ATATGEAATTTATACAAT TCCACCCTACTGOTATATATGOCGCTGGEITAT
ATATOEAATTTATACAATTCCACCCTACTGOTATATATGGTGCTGGETTAT

FARFFRERFRFRIFR RSB ER R kR Rk R kR ek ek kR kRERE ¥

TTAATGACAGAGGAT TATCOCOOTGAAGEAGGATAT TTAATCAATGATTT
TTAATGACAGAGGAT TATCATOOTGAAGEAGGATAT TTAATCAATGGTTT

FAREREEFRFRFEIFRFRLRE RERFR kR Rk ek kR kR kR R Rk Rk R

AGOTOAAAGATTTATGOAGAAATATGCACCTAATOC TAAAGAACT TGCAT
AGGTOAAAGATTTATGOAGAAGTATGCACCTAATOC TAAAGAACT TGCAT

FARFREFRFRFRIFRERRREF FRFRERE R Rk Rk kR kR kR Rk Rk E

CTAGAGATGTTATATCTAGATCAATGACTATAOAAATCATERAAGEAAGA
CCAGAGATATTATATCTAGATCAATGACTATTOARATCATGRAAGEAAGA

FORFRREFRFRFERERERLR IR ERFRERE R kR RRRERRER Rk R R

GEATGTGETCCAGAAAAAGATCATGTTTATCTTCAACTATATCATTTGLC
GEATOTGETCCAGAAAAAGATCATATTTATCTTCAACTATATCATTTGCC

FRFEREER R R R AR RS R RN R R R R R R R R R R R kR R R kR R Rk R E

GECTEAACAGCTTCACGCTAGATTACCOOGTAT TTCAGAAACTGCTTTGA
AGCCOAACAACTCCATOCTAGOTTACCAGGTATTTCAGAAACCGCCATOA

% REFREF FE FE RIREF FEFERF REFRFRFFEERFRFER ¥R FRE

TATTTGCTGOAGTTGATET TACTAAAGAACCTATACCTGTGTTGCCAACA
TATTTGCTGOAGTTGATETTACTAAAGAACCTATACCTGTATTGCCAALCG

FAFFREEFRFEFFRRFRERL RN R R TR R R R ek Rk kR kR kR Rk EE

GTCCATTATAACATOOOTORAATACCAACAAACTATAGAGGACAGETTAT
GTTCATTATAACATOOOTORAATACCAACAAACTATAGAGGACAGGETAAT

B FEREFRFFFERFRFRIRIFRERFRERRER R R R R R R kR kR R Rk k%

TAATCCTOAAAATAOOAGAAGAT AAAGTAGTACCTORATTGTATGCTTATG
CAATCCTEAAAATOOAGAAGAT ARAGTAGTACCTORATTGTATGCTTATG

FEEFREFR R FE R R R LR RN R E R R R RN R R R R AR R R kR Rk R Rk R E

GTOAAGCTGCATGTACTTCTGT TCATGGAGCTAACCGTCTTGOTGCTAAT

GTEAAGCTECATATACTTCTAT TCATEEAGCCAATCGTCT TAGTECTAAT
e L e e L e e e e

TCATTACTCOAGTTGETGETAT TTGEACGTTCTTGCGCTTTAGACATTGE
TCaTTACTCOAGTTAGTGETAT TTGLACGTTCTTGTGCTTTAGACATTGE

Bk FERFRFFFERF FEIRIFRERFREIRREREREE Rk ERRERERERE

TARATETAACARACCTOGAGAT AAAATACCACARAT TAGTGATAATGLTG
TAAATATAACARACCTOGAGAT ARAATACCACAAAT TAGTEATAATELTG

¥¥kk&Fd FEFdFrdFErdkFdddkEbEsbdbR ki sk sdE bbb ERREE bk dEE

GCOAAAATCCATTAATAACAT TOACARATTACGTTTTAATAGTGRAACA
OCEAAGAATCCATTACTAATAT TOACARATTACATT TCAATAATIEAACA

FARFREFRFFFEREE R FRERFRIRRER EFFEE kIR ERERERE

ATACCTACAGCAGACTTACOTTTAGACATGCAAAAAACTATGCAACTTTA
ATACCTACAGCAGACTTACGT T TAGACATOCARALAACTATGCAACTTTA

FEFFREFRFRFRIFRF R R ER R R R R kR kR ek ek kR kR kR R Rk Rk E

TECCaCTaTaTTTAGAACTGRATCTACACTTGATGAGEGC CACAATAAAA
TeCTaCTaTTTTTAGAACTGRATCTACAC TOGATGAAGGCCATCATAAAA

¥k dkFEkd FhFFErkdkFdddEdEFbEhEd FkExdkE kEkFk L L

TOCAATCCATTTATTCAAAGCT TAAGGATATTAAGATAAATGATCGATCA

TECAAGCCATTTATTCAAAGCTTAAOGATATTAAGATAAACGATAGTTCA
R e T N E N L

ATOGTTTOGAATTCAGATTTAGTEGAATCATTAGAATTACARAACTTAAT

ATGOTTTEOAAT TCAGATTTAGTGoAAACATTAGARATTACARAATTTAAT
FEFFFEAEFEEFIEFFEFFIERFRIFF BEFEREFE AR IR EREE AR R

S11

S8
768

95a@
818

laga
868

1858
918

1128
968

1158
1818

1208
1858

1258
1118

1308
1168

1358
1218

1428
1268

1458
1318

153
1368

1552
1418

1628
1458

1653
1518

178
1568



SUCC_A.
SUCC_M.

SUCC_A.
SUCC_M.

SUCC_A.
SUCC_M.

SUCC_A.
SUCC_M.

SUCC_A.
SUCC_M.

SUCC_A.
SUCC_M.

pisum
viciae_partial

pisum
viciae_partial

pisum
viciae_partial

pisum
viciae_partial

pisum
viciae_partial

pisum
viciae_partial

GACTACTECACAACARACAATTETATCTOCTOCTOAACGAARAGAATCCA
GACCACTECACAGCAAACAATCATATCTOCTOCCOAACGAARAGAATCCA

Bhd REERFRFF FEFEFREF FEFRIREEREE Rk kdRRERERERE

GAGGGECACATOCACGAGATGATTTCAAAGATCGTATTGATGAATTTGAT
GAGGEECACATOCACGAGATGATTTTAAAGATCGGTTGATGAATTTGAT

kkdkdddkdhdrdbrrddddkkbdd FhEkkdikd e i s e L

TATAAAAAACCATTOOAAGRACARACTCAAGTACCAATTOARAAGCACTG
TATAAARAACCACTOOAAGGACARACCCAAGTTCCTATTOARARACATTG

e S S LS L kFdEFFFFEFEFE kB FFF FF kEFkFEEE FE FF

GAGGAAGCATACACTTQCATATATCAATCCAGACACTOOAGAGAT TAAAT
GAGAAAGCACACACTCOCACATATTAATCCAGATTCCOGAGAGAT TAAAT

¥k FEFEF FhFFk FExE *¥dk& FEFkEkdEdk ¥ wkkFdkdEFkddE

TAACTTATAGACCTOTAATTGATCACACATTOOATEATASAGAAGTGARA
TAACTTATAGACCTOTAATTGATCACACATTOOATEATARAGAAGTGAAA

FRREREERFR R R RF R AR RN R R R Rk R R Rk kR kR kR kR R Rk Rk R

TCAGTGCCACCTATGATTAGATCTTATTAA 1988

TCAGTTCCACCTATGATCAGATCTTATTAA 1848
FEEEF FEFEEFIERFE FEEREEIRERES

S12

1758
15618

1328
16568

1858
1718

1508
1768

1958
1818



TATA-box binding protein nucleotidic sequences alignments.

TATA_A.pisum
TATA _M.viciae

TATA_A.pisum
TATA _M.viciae

TATA_A.pisum
TATA M.wviciae

TATA _A.pisum
TATA _M.viciae

TATA_A.pisum
TATA _M.viciae

TATA_A.pisum
TATA M.wiciae

TATA _A.pisum
TATA _M.viciae

TATA_A.pisum
TATA M.viciae

TATA_A.pisum
TATA M.wiciae

TATA A.pisum
TATA _M.viciae

TATA_A.pisum
TATA _M.viciae

TATA A.pisum
TATA_M.viciae

TATA_A.pisum
TATA M.viciae

TATA_A.pisum
TATA _M.viciae

TATA A.pisum
TATA_M.viciae

TATA_A.pisum
TATA M.viciae

TATA_A.pisum
TATA_M.viciae

TATA_A.pisum
TATA_M.viciae

ATGGATT TAAGTGATGATGAAGAAT TTTATGATTCTGATCAGAGTEATEGTGOACGAATAA

ATGOATTTOAGTGATGATGA---ATTTTATGATTCTGATCAGAGTGATGT TGO TGAACAA
EREEEREE FEEREEEREEEE B L I T

AGCTTACATACTATGCTCAGTAAAACTCTT TACGATAAAGACCATGADTATGAAGAATAT
AGTTTACATGCTCTGCTCAGTAAAACTCTT TACGATAAAGACAATGAGTATGARGAATAT

Ek kEkEdxE FEF FFEFEIEEkxEFkFkrdkERdkkskFkEkbERakd RkEkbkdk SRRk Ekddks

GEAGAACAAAT TGC TGO TEAAGAAGAAGCATTAGGTAGTGTGCAAGAGGAAGTACTTGET
GEAGAACACAT TEC TEOCGAAGAAGAAGAATTAGOTAGTETGCAAGAGGAAGTACTTGET

EEFRIREF FEITFREFEF FTEIFEFEFEF IR R R SRR R R SRR R R R TR

AAAGTCACCGATGATGTTGT TCAACAAGAAGTTETCCTAGGTCCAGTGTATAGTGA - - - -
AAAGTCACCOATGATACTGOTCAAGAAGAAGT TOTCCTAGGTCCAGTATATAGTOATATA

FEFHFRRERFRFRH FF SFFEF FEFEFEFFrsEksbEFEFRFeddEs FhEgRFRE

———————— GAATGA- - - - = - == - - - ~GCCAGAT TTAACAC - - - - - - AAAAATTAGAAGAT
GAAGAAACAAATGAAAAAT CAATAGGGCCAGAT TCAAAATTTAT TAAAAAATTAGAAGAT

Hd ok FExEREERETR Ik B e Bt e L

GCTEAAAAAGTAGT TT TAACACCAGAAGT TATAGGEEAGT TAGAAAACAAMACATTTTTITT
GCTCAAGAAGTAGT TT TAACACCAGAAGTTATAGGCGAATTAGAAAACARMACATTTTTTT

FEEFEFH FEFEITFREFEFEITEIFEFEIEFTERERTHF FF FEIERERFEFRERRFERERTR TR

GATGGACTTEATGATGATAATTT TEAACCAT T AAAAAA AR AT AMANARCAAGCAATEAA

CATOOACTTOATCGACGATAACTT TGAACCAGT ARAAALALAAC AAAMACTALMACAATOAA
B e i I T L e I i e e

GATA------ ATGCAAATCCTCATAARACTATTATTATGLATATACCTCGATTCATTOGOGE
GATAGTAGCAATOTAAATCCTCATAAAACTATTATTATGCACATACCTCAATTCATTONOE

& ok FHE FRFEFEFFxRrEFEIFER RS IR EEEE kRkEkRkRE RERkkFkddkE

TOTAACAAAAT TAGTC AATCTAT TCAAGTTCAAAACATTGTATGTGETGCAAACATOGEA
ToTAACAAAGGEEETCAMTCTAT TCAAGTCCAARACATTETATGTGOTGCAAACATEGEA

ERERERR R FHEEFEFEFFEFHIERE R R R R IR R R R SRR TR TR

TOTCCTT TGGACT TG TAAGAAT TOTCATGTGEACTAGTAACTCAGAGTATAATCCACTG
TOTCCTT TOEACTTGGTAAGAATCOTCATGTGEACTAGTAACTCTGAGTATAATCCACAG

FExFHFrErrFdFrE RS EFE FFFFEE ks sbEFEFR s FFdFhREdRFEREEE w

CoATTTAATGLACTAATTATGCGTC T TCGTACACCTAATGTCACCAGCCTATTATTTCCA
COGTTTAATGOACTAATTATGCGTCTTCGTACACCTAATGTCACCAGCCTATTATTTCOCA
B e e L e e e e b

TCAGGTAAMATGAT CATGCAAGG TOCTAAGEATCGACCGAACGOCAAAT TTAGGATGETCGA
TCAGGTAAAATGATCATOGCAAGG TOCCAAGOATGACCGAACTOGAAAT TTAGGATGTCGA

FhFhghiddddkdhk Rkt kgkkrbd: SRk dhRkikak SkdkkkdkdRRdRkhk bk dkR

AAAGTAGCAALAATCT TAGAACGCCTTEoACACAATGTAAAATTTTCTGAT TATACAGTG
AAAGTAGCAAMAATTT TAGAACGACTTGEACACAATGTACAATTTTGTGAT TATGCAGTS

FhkEFdkAFREFAE R SRR kI AR kFxkFEkERdkkakddkkkd Sdhkdk®x kEkEdkEkk FohkddkR

CATAATATTGTATOCACATGEEATOTTGET TTCCCAATAATGT TOGAAGAATTAAATALCT
CATAATATTETATGCACATOEEATOTTGETTTCCCAATAATOTTOGAAGAATTASATACT

R R R R R R R R N R N R N N R R R R RN R R R R SRR R R R R

GCTCACTCACAATT TACCAGCTTTEAGCCTEAAGTATTTCCTGOGTTAATT TATCGGATG
GCTCACTCACAGTT TACCAGCTTTGAGLCAGAAGTATTTCCTGOGT TAA ATCGOATG

whFhghkidddd hRkgRddkRdkgdrkrhdddd RSk ahkkdkbksRd bRk kh kR

GTCAAA CTCGAGCAGTGTTTTTAATGTTCGTAAATGEAAAAGTAGTTTTAACAGETCTT
GTCAAACCACGAGCCOTATTTTTAATGTTTOTAAATGEAAAAGTAGTTTTGACAGETCTT

FEExEdkEkEdx FRkEFkE FRxEIEkEkEskFdkEdk FrIFRFEEEERIRFREEkRkkEd dERkdkEkddkR

AR AR AT CAGATATAARAGAATCTOTATTTTTGATGCAAGATGTATTAAACAGTTTC
AR A A AGATATAAAAGAATCTATTTTTTTGATGCAAGATGTATTAAACAATTTC

EEFFFHEEFE FIFFEFEFEIEFFERFEFE F FEIFEFERFRIRIER R R FTRREFEREE FFER

AAALALACTTGA 295
AGALMASACTTAA 1829
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p —tubulin nucleotidic sequences alignments.

TUB_A.pisum ATGAGGGARATCATACACTTECAAGCCGRACAATGCGEAAMCCAGATCGECGCCAMGTTC 6@
TUB_M.viciae ATGAGGGAAATCGTACACTTECAAGC TARACAATGCAEAAC CAMTCGATGCCAMGTTC 6@
ks rhi kbR iRk ek bk kbR ER eI RE TR eE FRFEF RxkkkFgRak
TUE_A.pisum TEGCAAGTCATATCCGAAGAGCACGGAATCGACTATACAGEATTCTACAAGGGCACATCC 120
TUB_M.viciae TEGCAAGTCATATCCGAAGAGCACGGAATCGACTACACGGEATTCTACAAGGGCACGTCC 120
FkExFxFREk bk bk FEkx bRk ks Rk T bk ARk R ER SR kE FFkFkEFR bk kR EREEx kEk
TUB_A.pisum GATCTACAGCTGGAACGCAT TAACGT TTACTATAACGAAGEGTCTRCCGCCAACCGTTOR 188
TUB_M.viciae GATCTACAGCTGGAACGCATTAACGT TTACTACAACGAAGEGTCTACCGCCAACCGTTOR 188
EEEXXFEREXXFEATXFEXARLXEEXRTERIRENEE S EFEREXXTRIREF R AR R RRERFERFREE
TUB_A.pisum GAAGGTGEAARATATATGCCACGAGCCATCTTACTCGACCTGGAACCCGATACCATGRAG 248
TUB_M.viciae GAAGGTGEAAMATATETECCACGAGCCATCT TACTCGACCTARAACCCGATACCATGRAA 248
REEXEFRR XX FER IR FR RS R EE R AR IR IR R TR IR R E R F R Rk R kR e kR kR ke Rk R
TUE_A.pisum TCCATCCGETCOGEACC T TACGGCGCGCTTT TCCGECCAGACAACTTCGTGTTCAETCAG 388
TUE_M.viciae TCCATCCGATCOGEACC T TACGECGCGCTCT TCCGECCAGACAACTTCGTGTTCAETCAG 368
¥k drhkd b ddkrRdrkdk iRk y kERvwdkdkkydkrkvrddiR bk dkRrRbieddy
TUB_A.pisum TCGGEGCGCTEEAMCAACTGEGCCANGGETCATTACACTGAGGATACCGAMCTCGTGEAC 368
TUB_M.viciae TCGGEGCG0CEGAMCALCTEEGCANGGECCATTACACGEAGGACGCCGAM TTGTGEAC 360

¥kdFdFdd FhFFFEFFFEFrFFErEEEF FFERrEFhE FEdkFd FEEdFRRsx FRERFE

TUB_A.pisum GCCOTETTEGACGTGET TCOCARAGAGAGLGAGAACTATGACTOTTTGCAGGGATTCCAG 428
TUB_M.wiciae GCCOTETTEGACGTEETECGCARAGAGAGCGAGAACTGCGACTATCTGCAGGGATTCCAG 428
#rEEFsEE bR EEREER FEREEEERSRERRERERILE EEREEE BEEERR LRI REREE
TUB_A.pisum TTGECECACTCOTTGaGCaaTEECACCOGTTCCGOACTERATACACTTCTGATATCGAMG 488
TUB_M.wiciae TTEECECACTCOTTEaGCGECEaCACCOOTTCCOOaCTERaCACACTTTTGATATCGAMG 488
FXEFXFREXEXRIREARNES EXXXXIRFFEEREE REXXF FERFEE FERREEXRTREFE
TUB_A.pisum ATCCOCOAGEAGTACCCTEACCOCATAATGAATACGTACTCAGTGATGCCATCTCCARAG 548
TUB_M.wiciae ATCCOCOAGEAGTAT CCCEACCRGATAATAAACACGTACTCOGTTATGCCATCGCCGAAG 548

kxkgkghkkdkdkdd ki kdkdk FhikkFdkkk dkFkkdEd Fk FxkkdkRx &k kkk

TUB_A.pisum GTOTCEOACACGGTEETOOAGCCOTACAACGOOACCTTOTCCOTGCACCAGETOOTGOAD 688
TUB_M.viciae GTGETCEEACACGGTCGTEOAGCCOTACAACGOGACGTTGTCCGTGLACCAGCTGETGOAD 688
FEEEFFREFRELRF FRFREREEEEREERRRERFF AR R R R R R ER AR R R R
TUB_A.pisum AATACCGACGARTCATACCTGATCGACAACGAGGCGCTETACGACATTTGCTTCCGGACG 658
TUB_M.viciae AACACCOACGARTCATACCTOATCGATAACGAGGCGCTETACGACATTTGCTTCCGGACA 658
I e
TUB_A.pisum CTEAAGCTRACCAACCCOACATACGOCGACCTCAACCACCTTATATCGCTGACARTETLC 728
TUB_M.viciae TTEAAGCTEACCAACCCOACOTACGOCOACCTCAACCACCTOOTOTCGCTGACCATGTLC 728
B T T T T - T TR
TUB_A.pisum GECATGACCACGTGCCTCCGATTCCCCGATCAGC TEAACGCCGACCTOOGCAAGCTGOG 788
TUB_M.wviciae GECATAACCACATGCCTCCGATTCCCCGATCAGC TEAACGCCGACCTOCOGCAAGCTGEG 7588
I o
TUB_A.pisum GTCAACATGOTCCCATTCCCCAGGCTCCACTTCTTCATGCCGERATTCOCGCCTCTTALG 848
TUB_M.viciae GTTAACATGOTCCCATTCCCCOGaCTCCACTTCTTCATGCCGERATTCOCACCGCTCACG 848

#% FFFdFkEFFddEikEFddd FEFbddkFdrrdrkdhErd b rhEkrEdEE Fk &k bFE

TUB_A.pisum GLCCOCOGAAETCAGTCTTACCGEGCCATEAGCGTEGCCCGAGCTCACTCAGCAAATGTTC 288
TUB_M.viciae GLCCOCoaCARTCARTCTTACCOGGCCATOAGLGTECCCOAGCTCACTCAGCAAATGTTC 288
FEEFFFEF FFEFFEEE R R R R R R R R AR R AR AR AR R EEE AR EFE R R AR AR R T
TUB_A.pisum GACOCCAAGAACATEATEOTCGCCTOCOACCCACGACACGGCCOCTACCTCACCATCOLC 968
TUB_M.viciae GACOCCAAGRAACATEATEOTCGCCTOCOACCCACGACACOGCCOCTACCTCACCOTCGLC 258
R EEEE R R R R R AR R RS R R R R R R R AR R R AR R R R R R R R R SRR R R E R
TUB_A.pisum GCCATATTCAGEGOTCOCATATCCATOAARGAGGTOOACCACCACATOTTGRACOTGCAA 1828
TUB_M.viciae GCCATATTCAGEGOTCOCATATCCATOAAAGAGGTOOACGACCAGATOTTGAACOTGCAA 1028
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Figure S2. Google Scholar number of results from 2002 to 2014 using as searching words
“Validation of reference genes”.
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