FIGURE S1
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FIGURE S2

Chromatin Immunoprecipitation of TH2B from sperm

Identity-85% Similarity- 90%
51
TH2B 1 |MPEVSSKGATISKKGFKKAVVKTQKKEGKKRKRTRKESYSIYIYKVLKQV 42
35
I R I e R AR A AR R AR Ay
H2B 1 [MPE -PAKSAPAPKKGSKKAVTKAQKKDGKKRKRSRKESYSIYVYKVLKQV 27
TH2B 51 HPDTGISSKAMSIMNSFVTDIFERIASEASRLAHYSKRSTISSREIQTAV 16 -TH2B
[ECEEREEEEE TRt PREr e PEErEr = Eeer = rnr
H2B 50 HPDTGISSKAMGIMNSFVNDIFERIAGEASRLAHYNKRSTITSREIQTAV 10
TH2B 101 RLLLPGELAKHAVSEGTKAVTKYTSS- 126

FECECELEEEETEETEET T rrre

H2B 100 RLLLPGELAKHAVSEGTKAVTKYTSSK 126

Fig.S1: The pairwise sequence alignment of TH2B
with somatic H2B. The red box represents the N
terminal of proteins where both protein s differs
from each other majorly (A). Western blot analysis
showing TH2B present only in rat caudal sperm but
not in any other somatic tissue(B). Agarose gel
picture showing sperm DNA digested with different
MNase concentrations. The black arrow indicates
mononucleosomal DNA band (C).



