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SUPPLEMENTARY INFORMATION

Extended archaeal histone-based chromatin structure regulates global gene expression in Thermococcus kodakarensis.
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Supplementary Figure 1
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Construction of TS600, TS620, and TS622.  A) Genomic loci diagrams for histone A (TK1413) and histone B (TK2289) and the modifications to each in strains TS600, TS620, and TS622 compared to parental strain TS559. B) Amplification of TK1413 and TK2289 using the primers diagramed in (A). The open reading frame for TK2289 has been markerlessly deleted in both TS600 and TS620.  Amplicons for TK1413 (lanes 1, 2, and 3) were sequence and C) confirmed to contain either a glycine codon at position 17 (TS600) or aspartic acid (TS620 and TS622).  
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Viral region expression dysregulation results in the partial loss of TKV2.  A) All viral region transcripts enriched in TS620 when compared to TS600. B) All viral region transcripts depleted in TS620 when compared to TS600. C) Primer Pairs A/B, C/D and E/F were used to amplify the upstream, downstream and central region of TKV2 in 1-TS600, 2-TS622 and 3-TS620.
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TKV1, TKV3, and TKV4 remain stably integrated in the T. kodakarensis genome. TKV1 spans TK0073-TK0105. TKV3 spans TK0575-TK0614. TKV4 spans TK1342-TK1378.
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Transcript|Region Annotation Fold Change
K078 [TKV1_[hypothetical membrane protein 2.43
TK0088  |TKV1 |hypothetical membrane protein 225
[Tko089  [TKV1 [hypothetical protein 2.60
TK0090  [TKV1 |hypothetical protein 2.11
TK0091  [TKV1 |hypothetical protein 234
[Tko092  [TKV1 [nypothetical membrane protein 2.43
TK0093  [TKv1_[hypothetical membrane protein 273
TK0098  [TKVA  |hypothetical protein 3.04
TKo099  [TKv1 |hypothetical protein 3.74
TK0104  [TKV1 [probable integrase/recombinase 2.05
TK0381 _|TKV2 _[SSVA integrase homolog, C-fragment 3.11
TK0578  [TKV3 |hypothetical protein 2.01
[TK0579 [TKv3 [hypothetical protein 471
TK0580  [TKV3 |hypothetical protein 5.00
TK0581  [TKV3  |hypothetical protein 3.09
[Tkos82  [TKv3  [proliferating cell nuclear antigen (PCNA) 331
K587 [TKv3 |hypothetical protein 2.29
TK0596  |TKV3  |hypothetical membrane protein 215
TK0598  [TKv3  |hypothetical protein 3.01
TK0599  [TKV3 |hypothetical protein 5.23
TK0600 _[TKV3 _[nypothetical protein 4.81
TK0B01  |TKV3 |predicted ATPase, AAA superfamily 5.02
TK0602  [TKV3 |hypothetical protein 431
TK0605  [TKV3 |hypothetical protein 871
TK1365 [TKV4 |hypothetical protein 275
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Transcript| Region Annotation Fold Change
[Tk0390  [TKv2 [nypothetical protein ORF deletion|
Tk0394  [TKv2  [predicted ATPase, AAA superfamily ORF deletion|
[Tk0395  [TKv2 [hypothetical protein ORF deletion|
Tk0396  [TKV2 |hypothetical protein ORF deletion|
[Tko397  [TKv2 [hypothetical membrane protein ORF deletion|
Tk0398~ [TKV2 |hypothetical protein ORF deletion|
[Tk0399  [TKv2 [nypothetical protein ORF deletion|
[Tko400  [TKv2 [hypothetical protein ORF deletion|
[Tko401 [TKv2 [nypothetical protein ORF deletion|
[Tko402 T2 [predicted transcriptional regulator, SpoVT, AbrB family ORF deletion|
[TK0403  [TKv2 [nypothetical membrane protein ORF deletion|
[Tko404  [TKv2  |nypothetical protein ORF deletion|
[Tk0405  [TKv2 [predicted transcriptional regulator, SpoVT, AbrB family ORF deletion|
TK0406  [TKV2 [predicted transcriptional regulator, SpoVT, AbrB family ORF deletion|
[Tko407  [TKv2 [hypothetical protein ORF deletion|
[ TK0408 ™ [TKV2 |hypothetical protein ORF deletion|
[Tko409  [TKv2 [predicted transcriptional regulator, SpoVT, AbrB family ORF deletion|
[Tko410 [TKv2 [nypothetical protein ORF deletion|
Tk1372 [TKv4 [predicted transcriptional regulator, SpoVT/AbrB family 2.10)
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