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#

# Aligned_sequences: 2

# 1: 7btfA

# 2: region

# Matrix: EBLOSUMG2

# Gap_penalty: 10.0

# Extend_penalty: 0.5

=

# Length: 1517

# Identity: 919/1517 (60.6%)
# Similarity: 919/1517 (60.6%)
# Gaps: 597/1517 (39.4%)
# Score: 4930.@

=

=

Fig. 4.6 Alignment of the subject sequence with the selected protein region of 4406-5900 of query
polyprotein

4.7 Prediction of Disordered Sites Within the Protein
Structure Based on GLOBPLOT

Inference: The above result of Globplot [5] indicates that the regions that are more
prone for mutation or the regions of disorder are 2-7, 20-29, 213-236, 321-329,
413-420, 503507, 614-624, 673—688, 828—841. The longest region within these is
213-236 (Fig. 4.7).

Fig. 4.7 Partial output of Globplot





