A.Normal senescence
(HIS3, BNR1,etc.)

Cluster1(1998)

T\

Cluster3 (566)

Cluster9 (34)

Cluster17 (18)

B.Normal senescence
with less recovery

(RAD9, EBS1,etc.)

Cluster2 (811)

|

Cluster4 (307)

Cluster12 (38)

(

C.Accelerated

senescence
(POL32, RAD50, RAD52,
RADS54, RAD55, XRS2,etc.)

Cluster5 (161)

(

Cluste

.f

Cluster10 (27)

(

D.Synthetic sick

(MRE11, EST1, EST2, YKU70,
YKUB8O,etc.)

Cluster7(84)

.z

Cluster11(18)

/____,_/—\ov

Cluster16 (9)

F.Delayed senescence

(SAE2, LSM7, TOM?, etc.)

Cluster13 (34)

.

Clusteri4 (6)

~_

i
P b b g

Cluster18 (9)

Cluster19 (17)

[

Cluster21 (4)

(

E.Accelerated entry to
/recovery from
sensecence

(RIF1, RIF2, EST3, TEL1,etc.)

G.Others
Cluster20 (7)

| | r e
il

Cluster22 (4)

N

Cluster23 (3)

- I

.4‘
g i i

Cluster15 (10)
H.
More Less
growth growth

Time (passages)

Average trajectory

Culture size (AU)
150000

50000

5 10 15 20
Passage number

Figure S8 Unsupervised hierarchical QT clustering identifies 23 different MDP classes. Heat map representation of cluster
MDPs on left, average MDPs on right. 23 automatically generated classes were combined manually into 8 functionally

meaningful classifications (A-H).




