AFF4

%D
32 37 42 47 52 57 62 -< 108
SPLFA EPYKV TSKED KLSSR IQSML GNYDE MKDFI G < 20%
10s s I I E—— . < 302
-TAR  30s i I I S N - 1 < 103
3m. I I — I —— S50
< 70%
10s  mm I - S S < 50%
+TAR 305 I S - < 50%
3m. I RN o B 505
%D
. 10s | | I < -90%
Difference map 30s [ | [ < -70%
3m . B < -508

VAANAANAANAN
w
o
oe

Tat

1 6 11 16 21 26 31
MEPVD PRLEP WKHPG SQPKT ACTNC YCKKC CFHCQ
10s |
-TAR  30s
Sm

VAAAAAAAANA
o
o
o

[ |
[ |
[ |
[ |
[ |
70%
10s [ < 80%
+TAR 30s ] . < 90%
3m . > 90%
%D
) 10s . < -90%
Difference map 30s B < -70%
3m < -50%
< -30%
< -10%
< 10%
< 30%
< 50%
36 41 16 51 56 < 70%
VCFIT KALGI SYGRK KRRQR RR I < 90%
B > 90%
10s |
-TAR 30s ]
3m
10s ]
+TAR 30s ]
3m [ |
. 10s
Difference map 30s
3m

Figure 1 Figure supplement 1: Amide HD exchange results of AFF4 and TAT in the absence and presence
of TAR. Each block indicates peptide analyzed. Each block contains three time-points; from the top, ten
seconds, 30 seconds and 3 min. The absolute deuteration levels of each segment and corresponding
difference map at each time-point are shown by different colors, as indicated on the right of the Figure.

Peptide coverage is shown above the deuteration map.



