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1. Align Sequence to Templates

ARG, K B AR I RIER 3 AE R — W D, SRR T
H¥TFF . 7E Protocols ', i%E+¥ Protein Modeling | Align Sequence to Templates, &
¥+ Input Model Sequence, Input Templates Structures 77 L FREF, B EIE

B a5h, SRR NEFEL 554, Create Sequence Profile 1 4 False
(FE 1-8).

Seryer) | Align Sequence to Templates X

Parameter Value
ADRB1_HUMAN:ADRB1_HUMAN
Input Template Structures 2Y00:2Y00
. Create Sequence Profile False
» Align Structures True
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= Information
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SEnTme 20720830 23.04.33
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Execution Tme 00:00:24

input Files
= Quitput Files

—
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{ View Results I
|

= Summary
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= Parameters
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