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TAL-effector motif

EEE =S - ENETE .
QGLDVSK¥THLASKSSL?DFDKTPTDLQDSKVINEYN$S—SHTPS—T?QSESKSLTKT—-
440 450 460 470 480 490
QGLDISQYTHLASKHSSLSDFDKTPTDLKDSKVINEYNKS-SHTPS-ESQSKSHSLTK
QGLDISQYTHLASKSSLSDFDKTPTDLKDSKVINEYNRKS-SHTPS-DTQSKSHSLTK.
KGLDLSKYTHLASKHSSLSDFDKTPTDLQDSKVINEYNKSRSQSNQ-NTKLESKNINRCI
QGLDVSKPTQLVSKHSSLSDFDKTPTDLQDSKVINEYNKS-HSQPNONKTSESKNINRCI
HGLDVSKPTQLVSHSSLSDFDRKTPTDLRKDSKVINEYNRKS-HSQPNQONKTSESKNINRCI

QGLDVSKPTQLVSKSSLSDFDKTPTDLQDSKVINEYNRKS-HSQPNQONKTSESKNINRCI
N-LDPNE----SSKHSSLSDFDKTPTDLQDSKVINEYNKS-SHTPS-DTQSKSRKL
N-LDPNE----SSKHSSLSDFDKTPTDLQDSKVINEYNKS-SHTPS-DTQSKSRKL

QGLDVSKHTHLASKHSSLSDFDKTPTDLKDSKVINEYNKS-SHTPS-DTQSKSRKL.
HGLNVSKHTHLAPKHSSLSDFDKTPTDLQODSKVINEYNKS-SHTPSDTQSK-SHSLTK
HGLDVSQYTHLASKHSSLSDFDKTPTDLQDSKVINEYNKS-CPQSNKTETLESKNINKCI
HGLDVSKPTHLASHSSLSDFDKTPTDLQDSKVINEYNKS-SHTPSDTQSK-SHSLTK
QCLDLSKYTHLTSKSSLSDFDKTPTDLQDSKVINEYNKSRSQSNONRKTLE-SKNINRCI
QGLDISKYTQLSSKHSSLSDFDKTPTDLQDSKVINEYNRKS-SHTPSDTQSK-SHSLTK
[KGLDISQYTQLSSKHSSLSDFDKTPTDLQDSKVINEYNRKS-SHTPSESQSK-SHSLTK
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1| 23| a|5]|6| 78] 9lw|11]12]13]14]15
1 (M 982 933 |77.3|77.3|77.3/77.6|77.8|67.4|32.5(31.3|32.9/49.1 515|184 1 | FBG_MhoH1
2 | 35 M 929 | 76.9|76.9|76.9|77.6|77.8|68.2132.3|31.0|32.7|49.2|51.3|18.2| 2 | 4788_MHoH1
3 11231 13.6 M 788|786 78.8|76.0|76.2 | 66.2|30.9|32.4|31.3|52.5(50.1|17.0| 3 | 4235_MhoH1
4 159.4|60.2|533 [l 986 978 75.6|75.8|65.2)31.9|33.4|32.5/50.7|50.5|17.2| 4 | FBG_MhoH2
5 |59.4|60.2|54.0| 2.7 M 98.0| 756 |75.8|65.031.7|33.2|32.3/50.1|49.9|16.8| 5 | 4788_MhoH2
6 |59.4|60.2/533| 4.2 | 3.8 M 76.4|76.6|65431.1(32.8|31.7/50.7(50.3|17.2| 6 | SP10291_MhoH2
7 |46.0|46.0|51.0|525|52.5|49.6 I 98.4 70.0|31.0/30.4|31.4|47.2|487|17.9| 7 | FBG_MhoH3
8 |45.3|453|50.3|51.8]51.8/ 488 3.0 M 70.2|31.2[ 306|316/ 47.6 | 49.1[18.3] 8 | PL5 MhoH3
9 |48.0|45351.6|55.3|56.1 546|435 42.9 29.9/39.1/40.2|150| 9 | 4788_MhoF
10 |207.0/210.0234.0/218.0/222.0/234.0244.0239.0/200.0 96.7 | 48.5|51.5|55.4| 10 | TO0613_MhoJ2
11 |231.0(234.01211.0/198.0/201.0/209.0/260.0|254.0|223.0f 9.9 94.5 | 49.3|48.9|54.0| 11 | PL5_MhoJ2
12 |200.01203.0226.0/208.0211.0[222.0236.0/231.0]200.0l 4.2 | 7.0 M 489|519 558 12 | 4235 Mhos2
13 {237.0(232.0/182.6/209.0/220.0/209.0/238.0|229.0/232.0{ 77.6 | 74.0 | 75.¢ Ml 95.1 '55.6 13 | TO0613 Mhos1
14 |195.0[198.0216.0/213.0/224.0/216.0/213.0/206.0/217.0f65.7 | 75.8 | 64.1 | 8.2 -}ﬂ‘ 14 | PL5_MhoJ1
15 |197.0/200.0/218.0/219.0228.0[219.0/212.0206.0/204.0§51.4 | 54.4 | 50.4 | 19.6 | 13.3 I 15 | sP10201_Mhos1
1|2 3|als|e6| 7890|1112 13|14]15]




