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Needle Pairwise Sequence Alignment

Protein Accession
SIN3A: NP 001138829.1
SIN3B isoform 2: NP 001284524.1

Program: needle

-datafile EBLOSUMG2
-gapopen 10.0
-gapextend 0.5
-endopen 10.0
—endextend 0.5
-Matrix: EBLOSUMG62
-Gap_penalty: 10.0
-Extend penalty: 0.5

Length: 1295

Identity: 626/1295 (48.3%)
Similarity: 812/1295 (62.7%)
Gaps: 187/1295 (14.4%)

Score: 3068.0
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Supplementary Figure 3 | Adams et al.
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Supplementary Figure S4 | Adams et al.

Needle Pairwise Sequence Alignment
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Accession

RBBP4 isoform a: NP 005601.1
RBBP4 isoform c: NP 001128728.1

Program: needle

-datafile EBLOSUMG62
-gapopen 10.0
-gapextend 0.5
—-endopen 10.0
-endextend 0.5
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-Gap_penalty: 10.0
-Extend penalty: 0.5
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