Supplementary table 2. RNA polymerase subunit gene copy number in archaeal genomes

Crerpre hasola Euryarcha=ola
FHAP - |Chuster Inded!| e 1o pm | soon | sTom | aFuL [Havo [Mace st vecar hovaz ez | pasy [pHor | Tact | TvoL
subizms | Tasonomy

s R R R R R D R R
B 67 FE 1 | 2 1 2 ] 1 2 1 ] 2 I | ] 1
IR = v =1 =] =] = L= = - I DR B (e

m

E ITimia = et v ot il
TE T R R R N e EH EEE

¥ BIA . . . . . . . | . . . . . . .
2MIE 1 1 | 1 i 1 l = 1 1 1 1 : | 1
180 FE 5 : 1 1 2 g : . z : 2 . : i
k 4014 1 : : . 4 . ; * : ¥ R . : : F
206/ A - i - 3 | | 1 1 . 1 i 1 . - |
H HSIE 1 I 1 1 1 1 I 1 1 1 I I I 1 1

Columns: RNAP subunits, RNA polymerase subunit family as determined from the SwissProt functional annotations of the TAP members. (The
“A” family contains subunits A’ and A”, and the “B” families contain subunits B’ and B”); Cluster Index/Taxonomy, the identifier of the TRIBE-
MCL family and which domains of life the TAP reference sequences originate: A - Archaea, B - Bacteria, E - Eukaryota; columns 3-17, the number
of archaeal sequences present within a family. The four letter species codes in the second row of these columns are defined in the Methods
section.



