Multiple sequence alignment (MSA) of AVR¢ subfamily members
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Multiple sequence alignment (MSA) of AVRA7 subfamily members
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Multiple sequence alignment (MSA) of AVRA10/AVRA2, subfamily members

1 0 20 30 40 50 60
BLGH_05021 MYNDDYT NGO LF D[TE|SVRATAT[Y SADQIAG[S|ILNGYPAVYEF|SHPRGVAPF|QLFP LJLP
BgPOA_6159 ..... VM F|GTI ID|GD|V[VKRAERASHDYASTSKVA. . . . .. LIKED.SKIPY|T[YFDIHT
Bgtv316_6209 = ..... DS R|G[K Y F D|GD|G[VR[S|QA|SYWQRQQKKEK|I|S|. - . . . . KLSTS.DGEK[LAYFELGN
BLGH_05020  ..... DS R|G[K Y F D|GD|G[VR[S|QAIS[YWQRQQKKEK|T|S|. . . . . . KLSTS.DGEK[LAYFELGN
Bg_DAC_4215 = ..... NY| GIN|MS F RKD|H[VR[T|QARHWV|SRQAT[TIF|S|. - . . . . EFHTR.DDQQLAYFELST
BgAVE_4762  ..... NY GNMS FRKD/H[VRT|QARHWV|[SRQAT|TF|S|. . . . .. EFHTR.DDQQLAYFELST
BLGH_01413 . .... DG G|S|0S IS[GDERARRIQAKHWVIGCQKTK[F|S|. « . . . . EFVTIQ.DQVP[LIC[YFELISP
Bg_SECS1459_6790 . .... DG| G|S|0S IS|[GDERARRIQAKHWVIGCQKTKIF|S|. « . . . . EFVTQ.DQVP[LIC[YFELSP
Bgtv316_6210 ..... DG A|GRNYE|GV|NVRAQARHWV|GEGNLK|GIS|. . . . . . DFRAS .NRSK[LHFFEV|GE
Bg_SECS1459_3169 ..... DG A|GRNYE|GV|NVRAQARHWV|GEGNLK|GIS|. .« . . . . DFRAS .NRSK[LHFFEV|GE
BgLOL_6315 ..... GG A|GRNF E|GD|E[VRAQAEHWAREGIDKV|S|. . . . . . DE[VND . EGGQ[L[Y[Y FEV|GR
BgPOA_4369  ..... GG AGRNF E|GD[E[VR[A|QAEHWAREGIDKV|S|. . . . . . DF[VND . EGGQ[L[Y[YFEV|GR
BgLOL_714 ..... DG A|G|SDF D|GD|Q[VR|G|QARHWVDQQKTKFIS|. . . . . . DFIQTH.DGVQLICHFELGE
BgTRIT_T1-20_758 ..... DG| A|GIRNVK|GD[D|VRA|QARHWV|GLMNTIK|F|S|. . . . . . EFEIK.DSVQLIC[YIEIGE
BgAVE_1525 A|GIRNVK|GD|D[VRAQARHWV|GLMNTKE|S|. . . . . . EFEIK.DSVQLCYIEIGE
BgLOL_5698 A|GRNVK|GDDVRAQARHWVIGLSDTRF|S. . . . . . EFEIK.GGVQLICYIEIGE
consensus>70 .g....gd.vr.qa.hw...... k.s...... ef....d...1l.yfe
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BLGH_05021 DH. .[.KFY[TG.[.].[]. - . .[GKL-].[-KYL...... A B
BgPOA_6159 TGQY|S[ERY|TGFRICFVDTAMTKPDVRKH . . HEETWWP|CNR|LTSS . . . . . .
Bgtv316_6209 GNEI|S|E IK|T G|Y|R|G|Y|F VAG|GD|LHEVRY|KA . ENNVWMPIC|TWH|Y . . . .. ...
BLGH_05020 GNE I|S|E IK|TG|Y|R|G|Y|F VAG|GD|LHEVRY|KA . ENNVWMPIC|TWH|Y . . . . . ...
Bg_DAC_4215 DT TP|TINRK|T G|Y|R|G|Y|CQED|GD|L Y|QVRY|ET . TNGN[WQL|C|IE[FIDSDLGDR. .
BgAVE_4762 DT TP|TINRK|T G|Y|R|G|Y|CQED|GD|L Y|QVRY|ET . TNGN[WQL|C|TE[FIDSDLGDR. .
BLGH_01413 HSQI[TDSY|TGFR[G[Y[CDEP|GN|LYE[VRY|YD. . . GNWKK|C|TYFIDODLGNH. .
Bg_SECS1459_6790 HSQI|T|DSY|TGFR/GIY|CDEPGNLYEVRY[YD. . .GNWKK|C|TYFDQDLGNH. .
Bgtv316_6210 GLILITEW.|. .|V[RA[Y|CTLT|GD|I YNLRY|LDQD INEWNEICDR[Y|. . « « o . . ..
Bg_SECS1459_3169 GLILTEW.|. .VRAYCTLT|GD|IYNLRYLDODTNEWNECDR[Y|. . . ... ...
BgLOL_6315 ETQL|T|E SC|T G|C|RA[Y|TNK S|GK|T Y|NLRE|[LDYDDGQWKLIC|TP|Y|. « « v v v ...
BgPOA_ 4369 ETQL|T|E S C|T G|C|RA[Y|TNK S|GK|T Y|NLRE|[LDYDD GQWKLIC|TP|Y|. « « v v v ..
BgLOL_714 GNQL[T|QS I|T G|F|R[A[Y|CDEP|GD|V Y|N[VR YWDV S SRTWVL|CITHYDIDFESDYR
BgTRIT_T1-20_758 GAQT|T|K. .|. GFRA[Y|LDEP|GAVYINVRY[YDYNDCQWKL|C|THYDGDAGVNYR
BgAVE_1525 GAQT|TK . .|. GIF|RA[Y|LDEP(GA[V Y|N[VR Y|YDYND C QWK LIC|TH[Y|DGDAGVNYR
BgLOL_5698 GAQT|IKEF|IGFRAY/LDEPGAVYNVRY[YDYNDRQWKL|CITHYDRDAGANYR
consensus>70 .te..tg.r.y. .g..yn.ry....... w [



Multiple sequence alignment (MSA) of AVRpy, subfamily members

BLGH_04995
Bg_DAC_540
Bg_DAC_3871
BLGH_06957
BgAVE_3494
BLGH_02099
Bgtv316_3286
BgTRIT_T1-20_2287
Bgtv316_3290
Bg_SECS1459_7354
BgAVE_6117
Bg_DAC_5764
BgAVE_3411
BgPOA_613
BLGH_02072
Bg_DAC_2858
Bgtv316_4554
Bgtv316_2624
BgTRIT_T1-20_452
Bg_DAC_3539
BLGH_03699
BgAVE_3810
BgLOL_1177
BLGH_07103
Bg_DAC_2136
Bg_DAC_4253
BLGH_02100
BgPOA_4678
BgTRIT_T1-20_3146
Bg_DAC_2688
BgTRIT_T1-20_3623
BgTRIT_T1-20_3057
Bgtv316_7593
Bg_SECS1459_1112
Bg_SECS1459_5998
Bg_SECS1459_1522
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[YPITVMTI

LYPITIMRI
deen J.PEFYL.
N|GDN FLATLAG
SILKAYNNVL|YP[KKYEE .
TIYQSDHEGA[FPHYYGE .
OFQSDSQGS[FPIQKVGN .
AFQSSFEGR[FP[VSLGE.
SICPS.YHET[FPAEYRQ.
Y[YKSEYQGR|YPAFWGN .
S[VPSNNHGS|YP|IFGEE .
SIING..... YPMEISS
SVGG..... YPMRYEN
SVGG. . ... YPMRYEN
SVGG. . ... Y PMRYEN
SIIDG..... Y P|KPYMP
SIIDG. .. .. Y P[KP YMP
SIDG..... Y P[KP YMP
SIDG..... Y PIKP YMP
TVNN. . ... Y P[KRCKW
TIVNN. . ... YPKRCIW
TVNN. . ... YPKRCIW
SEFYE. .. .. YP|ISIYRS
SIISG. . ... YP|SIYRL
SISG..... YP|SIYRL
SIISG..... YP|SICRT
SIISG..... VYP|SICRT
SIISG..... YP|SICRT
FIYHG..... YP|SIVRT
SFHG..... YPIITVHG
TVHG. . ... YP|SVYRV
TVHG. . ... Y P|SVYRV
SFHD..... VP|SVSSA
SFHD..... YP|SVSSA
SIFHG. . ... FPATFII
lslFEG. . ... YPATFII
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.|..SPNHIV.
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SNKNGDYT .
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