\[= Variakle

T My (TMug THg &My
Form o Quehelix bundle

— Héauy CWA/\
= uyw Chedn




Brandon Coakley
Professor Steel

BIOL 302

Draw IgM
My drawing showcases the structure of the human Immunoglobulin-B cell receptor (IgM-

BCR). The chains that are colored in grey are the heavy chains and the chains colored in dark
blue are the light chains. One of the fragment antibodies, or Fab, consists of Vua, Vka, Cula,
and Cxa. The other Fab consists of Vuf, Vkf3, Culp, and Ckf. Everything labeled with a “V”
is a variable region and everything labeled with a “C” is a constant region. The first fragment
crystallizable (or Fc) portion is made up of Cu2a, Cu3a, and Cuda. The second Fc is made up
of Cu2p, Cu3p, and Cudp. Cu2a and Cu2p both have one glycosylation site, while Cu3a and
Cu3p both have two glycosylation sites. There are two extracellular domains (ECD) attached to
the IgM-BCR; they are ECDa and ECDB. ECDa contains six glycosylation sites and ECDf
contains two glycosylation sites. The total number of glycosylation sites is 14. There are six
components that are membrane spanning domains. They are TMpa, TMug, TMa, TM, Iga.,
and Igf. TMpa, TMpus, TMa, TM form a four-helix bundle in the transmembrane domain.
This molecule of IgM (mIgM) differs from soluble IgM (sIgM) in that it is not a pentamer or a
hexamer. SIgM has two C-terminal 3 strands that result in oligomerization. On the other hand,
mlIgM has two C-terminal a helices (TMpa and TMug) that secure it into the cell membrane.
When IgM is attached to the cell membrane (mIgM), it is known as a BCR. When IgM is no

longer attached to the cell membrane (sIgM), it is known as an antibody.



