W

Id4

Batch 1WT  [0-50] T 100
CD4"| Batch 1iDKO [0 - 50]
% 80
Batch 2 WT [0 -50] =
+ o 60 7
CD8 [0 - 50] =
B [0-50] E 407
‘©
MEF [0-50] Il £ 207
A a o
b4
0 e ey
1d4 3-UTR 100 10t 10°
GFP —mM8MM@M@™
chr2:8,683,685-8,684,461
. [0-2000]
Batch 1 CD4 2 add R R b e ..,.l..-.uL 1
Batch 2 CD4+  [0-4000]
- e AN L e AL ke T
Blndlng Sites - - | R ] - [ ] - - ., [ ] | I ] - - EEEE
" [0-400]
cos — e a4 a ol bbadh
ID2 3-UTR
D chr1:23,557,926-23,558,415
Batch 1 cD4+ 107800 l || ™ : il
e § - -
Batch 2 CD4+ [0-800]
" - “ | .ﬂ.. "y Ml o
Bmdmg sites [ < 1 < ] [ < | KE KN [ < | [ < | [ < | [ < |
cDs [0-50] ik Il i
~ ol
ID3 3'-UTR
E Sequence-structure annotation
Base pairs: Structure:
- covarying mutations = variable-length region
Id 1 SL3 SL4 uYu - compatible mutations .
U=A - no mutations observed @ variable-length stem-loop
uu A G=C
A U u”u U=A -
AA &=C A=U O Sequence: . .
U A yUy A=U U=A A=U nt present ntidentity R=AorG
U=A g _gG C=G G=C u=A @97% @75% N 97% Y=CorU
= = = = A o o o
Uoa St dId Uoh Aged ®90% 50% N 90% nt=nucleotide
A=U C=G U=G A=U A=U N 75%
5 c=G YG=C U=A U=G G=C
287-522 nt ont ont 5-14 nt 6-10 nt 17-59 nt
it
UA
UAc USA
Uu C USA
A=U COA
A=U Ai’uG
é:g sy
F A=U P @Y00¢ C,‘AU
C=G U, UUR NS
U=A An’ho Y
cG=C U G
R u
SL1 4 C u b
|d2 gen 8 h
-A "
oY% s£e ﬁ c
U=A AVGH LS o ]
U=A A A=U o U
U=A A U=A () AA
C=G U,  g=c AU, A c
C=G UcaSZ0 LU0 s, c
G=U - - ~Ca uc
U=G C=G U=A Uc Gug=yu
U=G u=A U=A oo A=U
U=n U=A U=A UA U=A
C=G A=U A=U USSR A=U
A (o] U=G U=A YA’ A U=A
G G G=C A=U ° “oU G=C
A=U A=U U=A Ya U=A
, C=G C=G A=U U=A
5 = m— AAG  ARUACCAGAAGGAUC UGU  "AUAUROOOUGAGUGAAACCUUGUG UUCT TAAUAAAU e
117-330 nt A=U 144-168 nt
A=U
C=G
U=A
C=G
U=A
cu uou
G uc Uan"
G=C
G=U
v
U=G SL4
- A
= uhu
Qu=A, Dmh
G A U=A
U=G U=A
|d3 C=G U=A
G=C C=G
A=U UG, pA=U
G=C G A ViA=u
A=U SL2 G=C Y A
V=G A=U Ay u=A
Rm=Y A A=U G=C
R=U U™A G=U U=A
C=G A=U G=C 0=U
Gm=C U=A A=U G=UU
6CR=C C=G C=G Y=GU
2 C U=A R=U G=C
AA=U C=G U=A U=A
5w g c*~CauuaU GA*"YAUAU AGCUUUUGUACC OUULYTR 2"UAA UAAA e
284-320 nt 0-3nt 0-21 nt

Wong et al., Figure S5



