Iranian isolates

’II 2(?0

4CI)O

6(|)O

[

BAH

BAH

890

1 OIOO

DNA
methyltransferase

1 2|OO

Zt469

21467

Zt468

Zt471

Zt10

Zt11

TNO9

Zt289 }
}

CRI10*

Zt09**

*de-RIPed native allele

**de-RIPed transversion allele (chr 5)




Zt469
zt467
72t468
zt471
Zt10
ztll
Zt289
TNO9
CRI1O0
Zt09

Zt469
zt467
72t468
zt471
Zt10
zZtll
Zt289
TNO9
CRI1O0
Zt09

Zt469
zt467
72t468
zt471
Zt10
zZtll
Zt289
TNO9
CRI1O0
Zt09

Zt469
zt467
72t468
zt471
Zt10
zZtll
Zt289
TNO9
CRI1O0
Zt09

1 MKRRISGDTIVIEDDGDNIVVGPTSRPSKKPRLONGQLOMDILRAGASLSNAIVISPAASEQDRGESKQQEEDGAQRAVQYEMESGEEQTSQTVGDREVEDQGPLRTPRQRRLRTALTPP 120

KAXKXKKXKXKAKAKAKAKXKX KKk * FAAXXXAXXAXAXAXAXAXAXA XXX KK
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N-terminal RFD-like motif in Dim2
241 DGILSAGNEKRYVQGVRFEILAISGYGDLDFTDFAGSICIQSKLOSKASALFGHWYELGTPAPEYRRFYEPFLWLARFGKHEFVDYLLSNQOQVTLGHFRRRFYQWLTGLYGDDTSEFNQWLA 360
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short conserved motif NLS
361 ECKLKDFRTTIAANVGFLWKECWDIDDKESGLCRQPIWGEVDPYNLTAIPAQPNKELRTIVTPFVYQCFRHMYFGDQLEERTITDRNVLKKSDELKARLRLTPRRASPSAPPMQTLTPRS 480
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BAH domain 1
481 MSRSESQEGNKAVTVNTGDVVCVAPDVSTKWGIKAHAWYAYVONVHTRKDRTSLDVLWLYEPKDTTLGKAYYPFANELFLSDNCSCGTSALDLDCVLDKADVCWYAKDPYQQGGHFVRQK 600
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BAH domain 2
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motif I (SAM-binding)
721 DQIDSGDIVTPYDRDGTGDFFYLAEDLSAARDGFPPMKEGWNPNMHHGEKMVGMSLFCGGGTFDRGLEEAGIAKFKYAVDWNEHALHSHRANVRRPDOMEYFLGSVNDLLARAMAGDPKP 840
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motif IV (catalytic site) motif V motif VI motif VII motif VIII
841 NIAQPGDIQILAGGSPCPGFSMLQLFKLSEQSKQNASLVASIVSFVDFYVPRYFLLENVVTMTAGMGPNKDONVEFSQIVAALVALGYQVQQFLGDAWSYGSSQQRSRVFIVASAPGLPPL 960
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motif IX motif X
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