Pbr000180.1/1-724
Pbr001571.1/1-305
Pbr004979.1/1-369
Pbr005447.1/1-586
Pbr006330.2/1-363
Pbr007829.1/1-243
Pbr008217.1/1-310
Pbr008410.2/1-810
Pbr008476.1/1-655

Pbr008477.1/1-1038

Pbr008785.1/1-843
Pbr011488.1/1-325
Pbr012632.1/1-677
Pbr012633.1/1-685
Pbr013425.1/1-222
Pbr013429.1/1-222
Pbr013533.1/1-237
Pbr013948.1/1-809
Pbr014724.1/1-171
Pbr016310.4/1-833
Pbr017259.1/1-232
Pbr017942.1/1-334
Pbr018089.3/1-717
Pbr018403.1/1-299
Pbr019133.1/1-839
Pbr019166.1/1-763
Pbr019804.1/1-304
Pbr023774.1/1-370
Pbr024282.1/1-290
Pbr024283.1/1-290
Pbr025453.1/1-232
Pbr028309.1/1-711
Pbr028628.1/1-790
Pbr028712.1/1-220
Pbr029255.1/1-304

Pbr029884.1/1-290
Pbr030226.1/1-170
Pbr030778.1/1-227
Pbr031858.8/1-732
Pbr032408.1/1-232
Pbr032434.9/1-741
Pbr033717.1/1-243
Pbr034174.1/1-312
Pbr034468.1/1-746
Pbr035756.1/1-312
Pbr035813.1/1-345
Pbr036101.1/1-313
Pbr037485.1/1-843
Pbr038266.1/1-173
Pbr039116.1/1-287
Pbr039143.1/1-335
Pbr040074.1/1-232
Pbr040636.1/1-275
Pbr041852.1/1-304
Pbr042103.1/1-853
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Quality

Consensus

Fig. S1. The amino acid sequence alignment of DNA-binding domains of the HD-ZIP genes from pear genome. Color shading, Identical residues.
The HD- and LZ-domain are indicated 1n blue and red box respectively.
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